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ABSTRACT 31 

MicroRNAs expressed in adipocytes are involved in transcriptional regulation of target 32 

mRNAs in obesity, but miRNAs critically involved in this process is not well characterized. 33 

Here, we identified upregulation of miR-221-3p and miR-222-3p in the white adipose 34 

tissues in C57BL/6 mice fed with high fat-high sucrose (HFHS) chow by RNA sequencing. 35 

Mir221 and Mir222 are paralogous genes and share the common seed sequence and 36 

Mir221/222AdipoKO mice fed with HFHS chow demonstrated resistance to the 37 

development of obesity compared with Mir221/222flox/y. Ddit4 is a direct target of Mir221 38 

and Mir222, and the upregulation of Ddit4 in Mir221/222AdipoKO was associated with the 39 

suppression of TSC2 (tuberous sclerosis complex 2)/mammalian target of rapamycin 40 

complex 1 (mTORC1)/S6K (ribosomal protein S6 kinase) pathway. The inhibition of miR-41 

221-3p and miR-222-3p linked to reduced adipogenesis, and it may be a potential 42 

candidate for miRNA-based therapy. 43 

 44 

INTRODUCTION 45 

In obesity, the excess and ectopic accumulation of adipose tissue leads to the clusters of 46 

metabolic disorders such as low-grade inflammation, type 2 diabetes (T2D), dyslipidemia, 47 

hypertension, nonalcoholic fatty liver disorder (NAFLD), cardiovascular diseases (CVDs), 48 

chronic kidney disease (CKD) and cancer. As an endocrine organ, the adipose tissue 49 

communicates with other tissues by secreting peptide hormones, inflammatory cytokines, 50 

signaling lipids and miRNAs packed in exosomes (1). The alteration of expression profile of 51 

miRNA both in cytoplasm and extracellular vesicles leads to changes in the transcriptional 52 

and translational activities of the genes, which control inflammation, whole body insulin 53 

sensitivity, lipid metabolism, adipogenesis of white, beige, and brown adipose tissues(2). 54 

For instance, miR-34a secreted by mature adipocytes in exosomes were transported into 55 

macrophages, suppresses M2 polarization, and stimulates inflammatory responses by 56 

repressing Krüppel-like factor 4(3). Lentivirus-mediated suppression of miR-34a increased 57 
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the beige and brown fat formation in diet-induced obese mice by increasing fibroblast 58 

growth factor 21 and sirtuin 1(4). The genetic ablation of miR-128-1 in mouse metabolic 59 

disease models resulted in increased energy expenditure, amelioration of diet-induced 60 

obesity and enhanced insulin sensitivity(5). In lipid metabolism, miR-425 overexpression in 61 

mice resulted in the promotion of diet-induced obesity and overexpression of miR-425 in 62 

3T3-L1 cells accelerated adipogenesis and lipogenesis, while knock down of miR-425 63 

remarkably enhanced lipolysis and lipid oxidation(6).    64 

We also attempted to identify specific miRNAs critically involved in the process of 65 

obesity, we surveyed expression profile of miRNAs in liver, muscle, white adipose tissues 66 

(WATs), and sera of C57BL/6JJcl mice fed with standard (STD) and high fat-high sucrose 67 

(HFHS) chow by RNA sequencing (GSE61959)(7). miR-221-3p and miR-222-3p are highly 68 

up-regulated in epididymal adipose tissues in mice fed with high fat high sucrose (HFHS). 69 

miR-221 and miR-222 both locate in the close proximity on the X chromosome and share 70 

the identical seed sequence(8).  In meta-analysis, circulating miR-221-3p was reduced in 71 

T2D, while miR-222-3p was elevated in obesity and T2D (9). Although miR-221-3p and 72 

miR-222-3p are differentially expressed in sera and adipose tissues, the functional in vivo 73 

experiments to elucidate the roles of Mir221 and Mir222 in obesity has not been reported. 74 

Here, we investigated the adipocyte specific Mir221 and Mir222 knockout 75 

(Mir221/222AdipoKO) mice fed with HFHS chow, and they were protected from the 76 

development of obesity by targeting DDIT4 (DNA damage inducible transcript 4)/TSC2 77 

(tuberous sclerosis complex 2)/S6K (ribosomal protein S6 kinase) pathway.  78 

 79 

MATERIALS AND METHODS 80 

Animal Models 81 

We obtained Mir 221 KO cond (Mir221tm2; EMMA ID, EM:05507) from EMMA (the 82 

European Mouse Mutant Archive) and Helmholz Zentrum München (Neuherberg, 83 

Germany). The targeting vector cassette composed of Neo flanked by FRT and distal loxP 84 
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sites was inserted outside the genomic region encoding Mir221 and Mir222 precursors. 85 

Neo was removed by Flp in the conditional KO allele of Mir 221 KO cond. The conditional 86 

KO allele was confirmed by primer pair; 1544_29 (5’- GCT CTG TTT TCC TAA GTG ATG 87 

G-3’) and 1544_30 (5’-CTG ACA GGA AGT AAA TCA TCT TAG C-3’). The expected 88 

fragments were 265 bp in wild and 384 bp in conditional KO allele. We also used B6.FVB-89 

Tg (Adipoq-cre)1Evdr/J to produce Mir221/222AdipoKO mice by crossing to Mir 221 KO 90 

cond. Adipoq-cre transgene was screened by primers, 15381 (5’-ACG GAC AGA AGC ATT 91 

TTC CA-3’) and 18564 (5’-GGA TGT GCC ATG TGA GTC TG-3’). The primers, oIMR7338 92 

(5’-CTA GGC CAC AGA ATT GAA AGA TCT-3’) and oIMR7339 (5’-GTA GGT GGA AAT 93 

TCT AGC ATC ATC C-3’), were used for internal positive control. The expected sizes for 94 

transgene and internal positive control were 200 bp and 324 bp, respectively. By crossing 95 

male Tg (Adipoq-cre) and female Mir221tm2/y C57BL/6JJcl mice, we generated male 96 

Mir221/222flox/y and male Mir221/222AdipoKO littermates.  97 

   Five-week-old mice were randomly assigned to standard diet (STD) group (MF, Oriental 98 

Yeast, Japan) or high fat high sucrose diet (HFHS) group (D12331, Research Diets, New 99 

Brunswick, NJ). The detailed formulation of STD(10) (https://www.oyc.co.jp/bio/LAD-100 

equipment/LAD/ingredient.html and https://www.oyc.co.jp/bio/LAD-101 

equipment/LAD/rodents.html) and HFHS 102 

(https://www.eptrading.co.jp/service/researchdiets/pdf/D12328-D12331.pdf)  diets are 103 

shown in Supplementary Table 1. At 22 weeks of age, we obtained various organs and 104 

they were subjected to following experiments.  105 

 106 

3T3-L1 Cell Cultures 107 

3T3-L1 pre-adipocytes were cultured in Dulbecco's modified eagle's medium (DMEM, 108 

2124951, Gibco). On day 0, the cells were treated with the differentiation media; DMEM 109 

supplemented with 10% FBS, 10 µg/ml insulin (I1882, Sigma), 1 µM DEX (D2915, Sigma) 110 

and 0.5 mM IBMX (I5879, Sigma). Then, the media were changed to DMEM supplemented 111 
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with 10 µg/ml insulin and 10% FBS on day 2 and cultured for 10 or 20 days. 112 

Undifferentiated 3T3-L1 cells were subjected to Lentiviral miRNA expression, Lentiviral 113 

miRNA inhibition studies, and luciferase reporter assays.    114 

 115 

Human Serum Samples 116 

Human serum samples were collected from 69 patients with type 2 diabetes in Okayama 117 

University Hospital and 45 subjects with normal fasting glucose (NGT).  118 

 119 

Insulin Tolerance Test and Glucose Tolerance Test (ITT and GTT) 120 

The 13-week-old mice (n=4 in each experimental group) were fasted for 16 hours in GTT 121 

and for 3 hours in ITT. They were then intraperitoneally injected with glucose solution 122 

(1 mg/g body weight) and human insulin (1 unit/kg in HFHS groups and 0.75 unit/kg in STD 123 

groups) for GTT and ITT, respectively.  124 

 125 

Basal Metabolic Rate, Locomotor Activity, and Food Intake 126 

At 18 weeks of age, O2/CO2 metabolism measuring system (MK-5000, Muromachi Kikai, 127 

Tokyo, Japan) were used to quantify oxygen consumption rate and carbon dioxide 128 

production for the estimation of V̇O2 and respiratory quotient (RQ). The locomotor activity 129 

was recorded for 24 hours by the frequency of interrupting an infrared sensor (ACTIMO-130 

100, Shinfactory, Fukuoka, Japan). Daily food intake was measured and calculated; 131 

daily food intake [g/day/body weight (BW)] = [initial food weight (g) – leftover food weight 132 

(g)]/measurement period (days)/BW (g). The 6-10 mice in each experimental group were 133 

examined.  134 

 135 

Reverse Transcription-Quantitative Polymerase Chain Reaction (RT-qPCR) 136 

RNAs were extracted from frozen tissues and cultured 3T3-L1 cells with RNeasy Mini kit 137 

(74106, Qiagen). The QIAamp Circulating Nucleic Acid Kit (Qiagen) were used for the 138 
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isolation of total RNAs from serum. For gene expression analyses, cDNAs were prepared 139 

with High-Capacity RNA-to-cDNA Kit (Thermo Fisher Scientific). TaqMan gene expression 140 

primers, Ddit4 (Mm00512504_g1), Rplp0 (Mm00725448_s1), Rn18s (Mm03928990_g1), 141 

Adipoq (Mm00456425_m1), Lep (Mm00434759_m1), Lpl (Mm01345523_m1), Srebf1 142 

(Mm00550338_m1), Cebpa (Mm00514283_s1), Fabp4 (Mm00445878_m1), Pparg 143 

(Mm01184322_m1), Lipe (Mm00495359_m1), Pnpla2 (Mm00503040_m1), Ucp1 144 

(Mm01244861_m1), Cox8b (Mm00432648_m1), Prdm16 (Mm00712556_m1), Cidea 145 

(Mm00432554_m1), Ppargc1a (Mm01208835_m1), G6pc (Mm00839363_m1), Gck 146 

(Mm00439129_m1), Fasn (Mm00662319_m1), Ppara (Mm00440939_m1), Il6 147 

(Mm00446190_m1), Ifng (Mm01168134_m1), Tnf (Mm00443258_m1), Il1b 148 

(Mm01336189_m1) were used (Thermo Fisher Scientific). For miRNA expression studies, 149 

cDNAs were prepared from total RNAs by TaqMan MicroRNA Reverse Transcription Kit 150 

(Life Technologies). MicroRNA primers, mmu-miR-222-3p (CTAAJ3), hsa-miR-221-3p 151 

(000524), hsa-miR-222-3p (002276), snoRNA202 (001232), snoRNA234 (001234), and 152 

cel-miR-39 (000200) were used (Thermo Fisher Scientific). Rplp0, Rn18s, snoRNA202, 153 

snoRNA234, and cel-miR-39 were served as the invariant controls. The RT-qPCR was 154 

performed using TaqMan Universal PCR Master mix II (no UNG) at a StepOne Plus Real-155 

Time PCR system. The quantification was performed by the 2−ΔΔCT analysis method. 156 

 157 

Cloning of Mir221 Host Gene (Mir221hg) 158 

Long non-coding RNA, Mir221hg, was cloned using SMARTer RACE 5’/3’ Kit (634858, 159 

Clontech). 5’- and 3’-RACE-Ready cDNAs from epididymal adipose tissues poly A+ RNA   160 

were prepared by SMARTScribe Reverse Transcriptase. 5’- and 3’-RACE-Ready cDNAs 161 

were amplified by PCR using 5’ GSP (5’-GAT TAC GCC AAG CTT CCA GCA GAC AAT 162 

GTA GC TGT TGC-3’) and 3’ GSP (5’-GAT TAC GCC AAG CTT TCC AGG TCT GGG GCA 163 

TGA ACC TG-3’), respectively. Furthermore, nested PCR was performed using 5’ NGSP 164 

(5’-GAT TAC GCC AAG CTT GTA TGC CAG GTT CAT GCC CCA GAC-3’) and 3’ NGSP 165 
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(5’-GAT TAC GCC AAG CTT GCA ACA GCT ACA TTG TCT GCT GG-3’). PCR products 166 

were analyzed by agarose/EtBr gel and purified by NucleoSpin Gel and PCR Clean-Up Kit. 167 

The purified RACE products were subcloned into pRACE vector by In-Fusion Cloning 168 

(Clontech). Independent 4 clones of both 5’- and 3’-RACE were sequenced.  169 

 170 

Western Blot Analysis  171 

The epididymal fat tissues from 22-week-old mice and cultured 3T3-L1 cells were 172 

homogenized in RIPA lysis buffer (radioimmunoprecipitation buffer) plus protease inhibitors. 173 

The samples were boiled in SDS-PAGE loading buffer, separated on 12% Mini-PROTEAN 174 

TGX Precast Protein Gels (Bio-Rad), and transferred to a PVDF Blotting Membrane 175 

(cytiva). After blocking with 5% nonfat milk for 1 hour at room temperature (RT), the blots 176 

were incubated with REDD-1/DDIT4 Antibody, rabbit polyclonal (ab106356, RRID: 177 

AB_10864294), C/EBPα Antibody, rabbit polyclonal (2295, RRID: AB_10692506), PPARγ 178 

(D69) Antibody, rabbit polyclonal (2430, RRID: AB_823599), mTOR (7C10) Rabbit mAb 179 

(2983, RRID: AB_2105622), Phospho-mTOR (Ser2448) (D9C2) XP Rabbit mAb (5536, 180 

RRID: AB_10691552), Akt Antibody, rabbit polyclonal (9272, RRID: AB_329827), Phospho-181 

Akt (Thr308) Antibody, rabbit polyclonal (9275, RRID: AB_329828), p70 S6 Kinase (49D7) 182 

Rabbit mAb (2708, RRID: AB_390722), Phospho-p70 S6 Kinase (Thr389) Antibody, rabbit 183 

polyclonal (9205, RRID: AB_330944), Tuberin/TSC2 Antibody, rabbit polyclonal (3612, 184 

RRID: AB_2207804), Phospho-Tuberin/TSC2 (Thr1462) Antibody, rabbit polyclonal (3611, 185 

RRID: AB_329855, Cell Signaling Technology) overnight at 4°C. GAPDH (D16H11) XP 186 

Rabbit mAb (HRP Conjugate) (8884, RRID: AB_11129865) was used as a loading control 187 

(Cell Signaling Technology). After washing three times with Tris-buffered saline (TBS), the 188 

blots were incubated with ECL Donkey Anti-Rabbit IgG, HRP-Conjugated Antibodies 189 

(NA934V, GE healthcare Life science, 1:10000) at RT for 1 hour. The blots were developed 190 

with Pierce ECL Western Blotting Substrate (TE261327, Thermo Fisher Scientific). The 191 

chemiluminescence was analyzed using ImageQuant LAS-4000 mini (FUJIFILM).  192 
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 193 

Morphometric Analysis for Adipocyte Size 194 

Epidydimal adipose tissues were fixed by 10% formalin, embedded with paraffin. The 5-μm 195 

paraffin sections were prepared and stained with PAS. The images were captured using an 196 

Olympus BX51 microscope. The size of the adipocytes was analyzed by Keyence Hybrid 197 

cell count software. Epidydimal adipose tissues were taken from 3-5 individual animals 198 

from each experimental group. 199 

 200 

Isolation of Stromal Vascular Fraction (SVF) from White Adipose Tissues 201 

SVF was isolated from epididymal adipose tissue of 24-week-old mice. Briefly, fresh mouse 202 

epididymal fat pads were minced and digested with collagenase type 1 (CLSS1, 203 

Worthington) in HBSS containing 10% FBS for 45 minutes at 37°C. The mixture was 204 

filtered through a nylon mesh (100 μm), then centrifuged at 400 g for 1 minute. The 205 

adipocyte fraction was obtained from the supernatant, they were again centrifuged at 800 g 206 

for 10 minutes, and the SVF was obtained from the pellet. 207 

 208 

Identification of Mir221/222 Target mRNAs   209 

The mRNA microarray was performed by GeneChip Mouse Gene 2.0 array using total RNA 210 

of epidydimal fat obtained from 16-week-old mice (1 animal from each group) and analyzed 211 

by Filgen (Nagoya, Japan). The raw data are available in Gene Expression Omnibus (GEO; 212 

https://www.ncbi.nlm.nih.gov/geo/) (GSE163921). TargetScan 213 

(http://www.targetscan.org/vert_72/), miRDB (http://www.mirdb.org/), Pictar 214 

(https://pictar.mdc-berlin.de/) and DIANA-microT v5.0 (https://bio.tools/DIANA-microT) and 215 

were used to identify potential target genes for Mir221/222.  216 

 217 

Lentiviral miRNA Expression and Lentiviral miRNA Inhibitor 218 
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Lentiviral transduction using pLV-miRNA and pLV-miR-Locker system to 3T3-L1 cells were 219 

performed according to the manufacturer’s manual (Biosettia). After transformation to E. 220 

coli JM109 cells, pLV-[mmu-mir-221] plasmid (mir-p177m, Biosettia), pLV-[mmu-mir-222] 221 

plasmid (mir-p178m, Biosettia), pLV-[mmu-mir-221-3p] locker plasmid (mir-mp0337, 222 

Biosettia), pLV-[mmu-mir-222-3p] locker plasmid (mir-mp0339, Biosettia), pLV-[mir-control] 223 

plasmid (mir-p000, Biosettia), pLV-miR-locker control plasmid (mir-locker-ctrl, Biosettia), 224 

pMDLg/pRRE (12251, Addgene), pRSV/Rev (12253, Addgene), and pMD2.G (12259, 225 

Addgene) were isolated with EndoFree Plasmid Maxi Kit (12362, Qiagen). 293T cells (10 × 226 

107/5 mL) were transfected with each pLV plasmid, pMDLg/pRRE, pRSV/Rev, pMD2.G, 227 

Lipofectamine LTX, and 1.5 mL Opti-MEM. The supernatants were collected after 48 hours 228 

after transfection. 3T3-L1 cells were transduced with lentivirus stock in complete media 229 

containing 10 μg/mL polybrene for 12 hours, replaced with fresh complete medium    230 

 231 

Luciferase Reporter Assay 232 

To quantitatively evaluate miRNA activity on cloned miRNA target sequence from 3’-233 

untranslated region (3’-UTR) of Ddit4, pmirGLO dual luciferase miRNA Target expression 234 

vector (E1330, Promega) was used. Firstly, the pmirGLO plasmid was linearized by double 235 

digestion with XhoI and SalI. The cDNA of Ddit4 wild type (WT) 3′-UTR was amplified by 236 

PCR and ligated with CIP treated pmirGLO Vector. The primers are Forward-XhoI-3’UTR-237 

Ddit4: 5’-GGG GGG CTC GAG CAG CTG CTC ATT GAA GAG TG-3′, and Reverse-SalI-238 

3’UTR-Ddit4: 5’-GGG GGG GTCGAC CAA ACC AAC AGA GGA GAC AG-3′. pmirGLO-239 

Ddit4 MT 3’-UTR was prepared by site directed mutagenesis by PCR using primers; 240 

Forward-MT-Seed-Ddit4: 5’-CTG GAT GTG TAT CTG CAT GTA C-3’ and Reverse-MT-241 

Seed-Ddit4: 5’-GTA CAT GCA GAT ACA CAT CCA G-3’. The seed sequence “CGATGTA” 242 

was mutated to “CGTCTA”. After transformation to E. coli JM109 cells, pmirGLO-Ddit4 WT 243 

3’-UTR, pmirGLO-Ddit4 MT 3’-UTR, and pmirGLO no-insert control plasmids were isolated 244 

with EndoFree Plasmid Maxi Kit (12362, Qiagen). 3T3-L1 cells were seeded at a density of 245 
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120,000 cells/mL, then co-transfected with Syn-mmu-miR-221-3p (MIMAT0000669, 246 

Qiagen), Syn-mmu-miR-222-3p (MIMAT0000670, Qiagen), negative control siRNA 247 

(1027280, Qiagen), inhibitor negative control (1027271, Qiagen), pmirGLO-Ddit4 WT 3’-248 

UTR, pmirGLO-Ddit4 MT 3’-UTR, and pmirGLO no-insert control plasmids. Twenty-four 249 

hours after transfection, the cells were analyzed to measure luciferase activities using the 250 

Dual-Glo Luciferase Assay System and a GloMax 20/20 luminometer (Promega).  251 

 252 

Statistical Analysis 253 

All values were represented as the mean ± standard deviation (SD). Statistical analyses 254 

were conducted using IBM SPSS Statistics 23 and GraphPad Prism (version 8.0). 255 

Independent t-test, Mann-Whitney's U test, and one-way ANOVA with Tukey test was used 256 

to determine the differences. For correlation, non-parametric Spearman r coefficient was 257 

used. p<0.05 was considered statistically significant. 258 

 259 

RESULTS 260 

Mir221/222AdipoKO mice are resistant to diet-induced obesity 261 

To identify miRNAs critically involved in the disease process of obesity and type 2 diabetes 262 

(T2D), we performed miRNA profiling of serum, liver and epididymal fat tissues in 263 

C57BL/6JJcl mice fed with standard (STD) and high fat-high sucrose (HFHS) chow. The 264 

Illumina RNA sequencing data (Gene Expression Omnibus number GSE61959) 265 

demonstrated that the read numbers of Mir221 and Mir222 were 5.7 and 8.2-fold up-266 

regulated in epididymal adipose tissues in HFHS group compared with STD group 267 

(Supplementary Table 2). Mir221 and Mir222 are paralog genes located in proximity on X 268 

chromosome and they share identical seed sequence. To further investigate the role of 269 

Mir221/222 in obesity and diabetes, we crossed male Tg (Adipoq-cre) mice and female 270 

Mir221tm2/y C57BL/6JJcl mice and generated male Mir221/222flox/y and male 271 

Mir221/222AdipoKO littermates.   272 
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Body weight of Mir221/222AdipoKO mice fed with HFHS chow was significantly reduced 273 

compared with Mir221/222flox/y mice (Figure 1A). The weight of epididymal, mesenteric, 274 

subdermal, and brown fat was also reduced in Mir221/222AdipoKO mice (Figure 1B). The 275 

Mir221/222flox/y and Mir221/222AdipoKO mice fed with STD chow demonstrated no 276 

significant differences in their body and tissue weight (Figure 1A and 1B). The average 277 

size of adipocytes in epididymal adipose tissues derived from Mir221/222AdipoKO mice fed 278 

with HFHS chow was smaller compared with Mir221/222flox/y mice (Figure 1C). To 279 

investigate glucose homeostasis, we performed insulin tolerance test (ITT) and glucose 280 

tolerance test (GTT). The blood glucose levels of Mir221/222AdipoKO mice fed with HFHS 281 

chow were reduced in GTT and ITT compared with Mir221/222flox/y, but they did not reach 282 

significant differences (Figure 1D). The serum insulin concentrations of 283 

Mir221/222AdipoKO mice were significantly lower than Mir221/222flox/y, suggesting the 284 

improvement of insulin sensitivity in Mir221/222AdipoKO mice (Figure 1D). To investigate 285 

whether reduced adiposity in Mir221/222AdipoKO mice was due to changes in energy 286 

expenditure or energy intake, we measured basal metabolic rates, locomotor activity and 287 

food intake. Basal metabolic rate such as respiratory quotient and oxygen consumption 288 

were not altered between Mir221/222flox/y and Mir221/222AdipoKO mice fed with HFHS 289 

chow (Supplementary Figure 1A and 1B). The locomotor activity was recorded for 24 290 

hours, most of the activities were observed during the dark phase. Increased activity was 291 

observed in Mir221/222AdipoKO mice under HFHS chow compared with Mir221/222flox/y 292 

during light (0.944 ± 0.309 vs 1.60 ± 0.764 counts/min, p=0.036) and dark (6.67 ± 4.38 vs 293 

7.94 ± 4.38 counts/min, p=0.497) periods (Supplementary Figure 1C). Food consumption 294 

were not altered in Mir221/222AdipoKO and Mir221/222flox/y fed with HFHS 295 

(Supplementary Figure 1D). Under HFHS chow, serum leptin concentrations were 296 

significantly reduced in Mir221/222AdipoKO compared with Mir221/222flox/y (24.5 ± 2.35 vs 297 

21.5 ± 1.85 ng/ml, p=0.043), while serum adiponectin concentrations were not altered 298 

(Supplementary Figure 1E and 1F). In quantitative RT-PCR in epididymal adipose 299 
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tissues, mRNA expression of Lep was significantly reduced in Mir221/222AdipoKO. The 300 

genes related to adipogenesis, such as Pparg, Cebpa, Ppargc1 and Prdm16, were not 301 

altered in Mir221/222AdipoKO (Supplementary Figure 2). 302 

 303 

Expression Mir221 and Mir222 are highly induced by HFHS chow feeding in mature 304 

adipocytes from epidydimal adipose tissue  305 

We investigated the expression of Mir221 and Mir222 in various organs. Both miR-221-3p 306 

and miR-222-3p were abundantly expressed in brain, kidney, and lung in Mir221/222flox/y 307 

and they were down-regulated or not altered by the HFHS feeding compared with STD 308 

chow. In contrast, both miR-221-3p and miR-222-3p were significantly upregulated in the 309 

epidydimal fat tissues, and such upregulation was canceled in the epidydimal fat tissues of 310 

Mir221/222AdipoKO fed with HFHS chow (Figure 2A and 2B). Next, we investigated the 311 

localization of Mir221 and Mir222 in the cell fractions of epididymal adipose tissues. Both 312 

miR-221-3p and miR-222-3p were significantly induced by HFHS chow in mature 313 

adipocytes of Mir221/222flox/y, while the upregulation was significantly reversed in the 314 

mature adipocyte of Mir221/222AdipoKO fed with HFHS chow. In contrast, miR-221-3p and 315 

miR-222-3p were not significantly upregulated in the stromal vascular fraction (SVF) from 316 

Mir221/222flox/y fed with HFHS chow (Figure 2C). We also assessed the expression of miR-317 

221-3p and miR-222-3p during 3T3-L1 adipocyte differentiation. Both miR-221-3p and miR-318 

222-3p continuously down-regulated after the induction of adipocyte differentiation 319 

(Supplementary Figure 3A). Finally, we assessed the serum concentrations of mmu-miR-320 

221-3p and mmu-miR-222-3p by quantitative PCR and they were not altered in 321 

Mir221/222flox/y and Mir221/222AdipoKO fed with STD and HFHS chow, suggesting serum 322 

mature forms of Mir221 and Mir222 were derived from various organs but not exclusively 323 

from adipose tissues (Supplementary Figure 4A). In human samples from the subjects 324 

with normal glucose tolerance (NGT, n=45) and impaired glucose tolerance (IGT, n=69), 325 

hsa-miR-221-3p and hsa-miR-222-3p demonstrated negative (R2=0.1311, p<0.0001) and 326 
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positive correlations (R2=0.03841, p=0.0441) with HbA1c levels, respectively 327 

(Supplementary Figure 4B and 4C).    328 

 329 

Identification of Mir221hg and its expression 330 

The miRNA genes are classified as intergenic and intragenic miRNAs, and the intragenic 331 

miRNAs and related host genes share the common transcriptional regulation. The long 332 

non-coding RNA (lncRNA), namely mir-221 host gene (MIR221HG), has been reported in 333 

bovine, which inhibits the adipocyte differentiation in cultured cells(11). Thus, we performed 334 

5’ and 3’ rapid amplification of cDNA ends (5’/3’RACE) using poly A+ RNA purified from 335 

epidydimal fat tissues of C57BL/6JJcl mice and cloned 1537 bp single exon lncRNA 336 

(Mir221hg, MW581002) which overlap Mir221 (Supplementary Figure 5A). Next, we 337 

designed primers for quantitative PCR of Mir221hg and evaluated gene expression in 338 

various tissue. Mir221hg was abundantly expressed in brain in Mir221/222flox/y and they 339 

were upregulated in brain, heart, liver, intestine, spleen by the HFHS feeding compared 340 

with STD chow. The expression of Mir221hg was rather low in various adipose tissues and 341 

its lncRNA expression was not changed in Mir221/222AdipoKO fed with STD and HFHS 342 

chow (Supplementary Figure 5B and 5C). Although Mir221hg lncRNA may be functional 343 

as a reservoir for miR-221-3p, the role of Mir221hg lncRNA in adipose tissues was limited 344 

in our experiments. 345 

 346 

miR-221-3p and miR-222-3p target Ddit4 347 

To investigate the mechanism for the resistance to diet-induced obesity in 348 

Mir221/222AdipoKO, we attempted to identify the potential target genes for miR-221-3p 349 

and miR-222-3p. We performed mRNA profiling by GeneChip Mouse Gene 2.0 array using 350 

total RNA purified from epidydimal fat tissues of Mir221/222flox/y fed with STD or HFHS, 351 

Mir221/222AdipoKO fed with STD or HFHS chow (Supplementary Table 3, 4 and 5).  352 

Then, we made the list of 355 target genes commonly predicted by TargetScan, miRDB, 353 
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and DIANA-microT, and their seed sequences were conserved in both human and mouse 354 

genome (Supplementary Table 6). By searching upregulated genes in 355 

Mir221/222AdipoKO compared with Mir221/222flox/y in both STD and HFHS fed groups, we 356 

identified that DNA-damage-inducible transcript 4 (Ddit4) demonstrated 1.9-fold and 2.58-357 

fold upregulation in Mir221/222AdipoKO fed with HFHS and STD chow, respectively 358 

(Supplementary Table 7). To evaluate miRNA activity of miR-221-3p and miR-222-3p by 359 

the binding to 3’-untranslated region (3’-UTR) of Ddit4, we performed luciferase reporter 360 

assay in 3T3-L1 cells. We cloned 3’-UTR regions of Ddit4 gene and prepared the wild-type 361 

reporter vector, pmirGLO-Ddit4 WT 3’-UTR, and the mutant vector, pmirGLO-Ddit4 MT 3’-362 

UTR, in which mutagenesis was induced on the seed sequence binding site (Figure 3A). 363 

The luciferase reporter vectors were co-transfected with Syn-mmu-miR-221-3p or Syn-364 

mmu-miR-222-3p or negative control siRNA in 3T3-L1 cells. As a result, reporter activity of 365 

pmirGLO-Ddit4 WT 3’-UTR were significantly inhibited in the presence of both Syn-mmu-366 

miR-221-3p and Syn-mmu-miR-222-3p. In contrast, Syn-mmu-miR-221-3p or Syn-mmu-367 

miR-222-3p had almost no effect on the reporter activity of pmirGLO-Ddit4 MT 3’-UTR 368 

(Figure 3A). Next, we checked the expression of Ddit4 in the epidydimal adipose tissues of 369 

Mir221/222flox/y and Mir221/222AdipoKO fed with HFHS by quantitative PCR and Western 370 

blot. Although the mRNA expression of Ddit4 was increased in Mir221/222AdipoKO without 371 

statistical significance, DDIT4 protein expression was significantly upregulated in the 372 

Mir221/222AdipoKO compared with Mir221/222flox/y (Figure 3B), suggesting the possible 373 

involvement of translational repression by miR-221-3p and miR-222-3p.  374 

 375 

miR-221/222 promotes adipogenesis by DDIT4-mediated inhibition of mTORC1  376 

DDIT4 is known to activate tuberous sclerosis complex 1 (TSC1)/TSC2 complex by the 377 

inhibition of AKT (protein kinase B) and the release of 14-3-3 from TSC2(12). It further 378 

negatively regulates mammalian target of rapamycin complex 1 (mTORC1) (13).  Increased 379 

activity of the mTORC1 signaling has been associated with obesity(14), and the knockout 380 
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mice for the mTORC1 downstream ribosomal protein S6 kinase (S6K) are protected 381 

against diet-induced-obesity(15). Thus, we further checked the inactivated form of p-TSC2 382 

(Thr-1462) and activated form of p-S6K(16) in the epidydimal adipose tissues of 383 

Mir221/222flox/y and Mir221/222AdipoKO. After overnight fasting, the mice were injected 384 

intraperitoneally with insulin and the epidydimal fat tissues were harvested at 7 min after 385 

insulin injection. In Mir221/222AdipoKO mice, both p-AKT and p-TSC2 (Thr-1462) were 386 

significantly reduced, and accordingly p-S6K was also significantly reduced (Figure 4A and 387 

4B). p-mTOR was reduced in Mir221/222AdipoKO mice, however, it did not reach the 388 

statistically significant differences (Figure 4A and 4B). 389 

   Since mTOR has been shown to positively regulate adipogenesis and lipogenesis while 390 

inhibiting lipolysis, fatty acid oxidation and ketogenesis(17), we performed adipogenesis 391 

and glycerol assays in 3T3-L1 adipocytes. We constructed lentiviral vector expressing 392 

miRNA inhibitors (pLV-locker 221, pLV-locker 222, pLV-locker control) and miRNA mimics 393 

(pLV 221, pLV 222, pLV control). The efficiency for inhibitors and mimics was confirmed in 394 

3T3-L1 cells at 3-7 days after the transduction (Supplementary Figure 3B and 3C).  395 

Lentiviral vectors were transduced to 3T3-L1 cells at 2 days before the induction of 396 

differentiation and cultured for 7 days. The pLV-locker 221, pLV-locker 222, and pLV-locker 397 

221/222 did not alter the accumulation of lipid droplets demonstrated by oil red O staining 398 

measured by absorbance at 490 nm (Figure 5A). Similarly, pLV 221, pLV 222, and 399 

pLV221/222 only show slight increase in the accumulation of lipid droplets in 3T3-L1 cells 400 

without statistical significance (Figure 5B). Western blot analysis demonstrated that the 401 

expression of C/EBPα and PPARγ were not changed by pLV-locker 221 and pLV-locker 402 

222 (Figure 5C), while they were significantly up-regulated by treatment with pLV 221 and 403 

pLV 222 (Figure 5D). To investigate lipolysis, lentiviral vectors were transduced to the fully 404 

differentiated 3T3-L1 adipocyte and we performed glycerol assay 7 days after lentiviral 405 

transduction. pLV-locker 221/222 and pLV 221/222 did not alter the glycerol release 406 

(Figure 5E). 407 
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 408 

DISCUSSION 409 

The adipocyte-specific inhibition of Mir221/Mir222 expression protected the mice fed with 410 

HFHS chow from the obesity. We demonstrated that the direct target of miR-221-3p and 411 

miR-222-3p was Ddit4 and the inhibition of Mir221/Mir222 expression resulted in 412 

upregulation of DDIT4, inactivation of AKT, activation of TSC2 and subsequent inactivation 413 

of S6K, the latter is a major target of mTORC1. The lentivirus-mediated transfer of Mir222 414 

gene promoted the adipogenesis demonstrated by up-regulation of C/EBPα and PPARγ in 415 

differentiated 3T3-L1 cells. We concluded that the inhibition of miR-221-3p and miR-222-3p 416 

and DDIT4-mediated inhibition of mTORC1 signaling is one of the major mechanisms for 417 

the protection from diet-induced obesity. The role of Mir221 in adipogenesis has been 418 

focused by series of investigation and Ahonen et al. reported miR-221-3p overexpression in 419 

Simpson-Golabi-Behmel syndrome (SGBS) preadipocytes inhibited de novo lipogenesis 420 

and adipogenesis(18). In our investigation, overexpression by pLV 221 did not alter the 421 

lipogenesis and adipogenesis in 3T3-L1 cells; however, pLV 222 enhanced the 422 

adipogenesis. In bovine adipocyte differentiation, long non-coding RNA (lncRNA), 423 

MIR221HG, significantly increased adipocyte differentiation associated with dramatic 424 

increment of PPARγ(11). We also cloned mouse Mir221hg with 1,537 bp and identified that 425 

1,054 bp of 5’-flanking region was deleted in Mir221/222AdipoKO mice. The expression of 426 

Mir221hg is barely detected in brown and WATs in wild type mice and we speculated that 427 

the influence of deletion of Mir221hg is minimal in Mir221/222AdipoKO mice. Although the 428 

functional studies to elucidate the role of Mir222 in adipogenesis and lipogenesis were not 429 

reported in cultured adipocytes in previously published studies, we demonstrated that 430 

Mir222 expression was upregulated in WATs and serum in both obese patients. The 431 

importance of Mir222 in the pathogenesis of obesity is supported by the analysis of adipose 432 

tissue-specific Dicer knockout mice, in which gonadal adipose tissue was the main source 433 

of serum exosomal miR-222(19). The exosome-packed Mir222 influenced remote organs, 434 
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and overexpression of Mir222 inhibits the expression of IRS-1 by directly binding to 435 

untranslated regions in the muscle(20) and liver(21). In current investigation, we firstly 436 

demonstrated that overexpression of Mir222 enhanced mTORC1 pathway and promoted 437 

the adipogenesis in 3T3-L1 cells. 438 

   Under the presence of amino acids, mTORC1 is activated by GTP-bound Rheb. In the 439 

upstream of the Rheb, AKT inhibits TSC2 and TBC1D7 (TBC1 Domain Family Member 7) 440 

complex, which further inhibits the activation of mTORC1 by acting as a GTPase-activating 441 

protein. mTORC1 promotes the lipid synthesis and storage and adipogenesis, while it 442 

inhibits the lipolysis, β-oxidation and ketogenesis. SREBP (sterol regulatory element-443 

binding protein) processing and activation is promoted by mTORC1 by the activation of 444 

S6K and lipin 1 leading to transcriptional activation of SREPB1, SREBP2, and many other 445 

lipogenic genes. mTORC1 also committed mesenchymal stem cells to adipocyte lineage by 446 

the activation of S6K, promotes the initial step of adipocyte differentiation by inhibiting 4E-447 

BP1/2 (eIF4E-binding protein 1/2), and completes the final differentiation by the activation 448 

of PPARγ(22). Many researchers screened the agents or intrinsic factors to inhibit 449 

mTORC1 signaling and lipogenesis for the treatment of obesity. Lee et al. reported that 450 

ezetimibe reduced lipid accumulation by inhibiting mTORC1 signaling, leading to the 451 

downregulation of lipogenesis-related genes(23). Shi et al. reported that the inhibition of 452 

miR-196b-5p blocked adipogenesis and lipogenesis by directly targeting TSC1 and 453 

TGFBR1 (transforming growth factor-β receptor 1)(24). We demonstrated that the inhibition 454 

of miR-221-3p and miR-222-3p and subsequent DDIT4-mediated inhibition of mTORC1 455 

signaling is a therapeutic target for the treatment of obesity. 456 

The activation of mTORC1 links to various pathological processes in adipose tissues 457 

such as inflammation, beige adipogenesis and angiogenesis. mTORC1 loss and gain of 458 

function studies in macrophages resulted in amelioration and exacerbation of inflammatory 459 

response, as well as macrophage polarization to both M1 and M2 profiles(25). miR-221 460 

mediates M1 macrophage polarization(26, 27), while suppression of miR-222 alleviate the 461 
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inflammatory response(28, 29). However, we did not observe the apparent changes in 462 

gene expression of cytokines such as Il1b, Il6, Ifng, and Tnf in adipose tissues in 463 

Mir221/222AdipoKO mice (Supplementary Figure 2). The phenotyping of T cells and 464 

macrophages in WATs should be performed in the future investigation. In beige 465 

adipogenesis, the adipose-specific deletion of Raptor, a key component of mTORC1, 466 

promoted beige adipogenesis by inhibiting prostaglandins (PGs) synthesized by 467 

cyclooxygenase-2 (COX-2)(30). Supporting this notion, ketoprofen alleviated diet-induced 468 

obesity and promotes the fat browning by the COX-2 and mTORC1-p38 signaling 469 

pathway(31). In our investigation, the genes related to beige adipogenesis such as Ppargc1 470 

and Prdm16 tended to be upregulated in WATs without statistical differences. However, in 471 

WATs in Mir221/222AdipoKO mice, apparent beige adipogenesis was not observed by 472 

histological examinations. In tumor microenvironment and angiogenesis, mTORC1 under a 473 

hypoxic condition promotes the translation of hypoxia-inducible factor (HIF) 1-2, which lead 474 

to the expression of angiogenic growth factors such as vascular endothelial growth factor 475 

(VEGF), TGF-α, and platelet-derived growth factor β (PDGF-β)(32). Mir221 and Mir222 476 

demonstrated the angiogenic activities in vascular cells(33) and cancers(34), however, we 477 

did not observe the angiogenesis activities in WATs in Mir221/222AdipoKO mice. 478 

 479 

Limitation of Study 480 

We hypothesized that circulating miR-221-3p and miR-222-3p play important roles in both 481 

mouse obese models and the patients with obesity and T2D. However, the circulating 482 

levels of miR-221-3p and miR-222-3p were not altered in Mir221/222flox/y and 483 

Mir221/222AdipoKO mice fed with STD and HFHS. In addition, the human serum levels of 484 

miR-221-3p and miR-222-3p showed correlations with HbA1c, however, they did not show 485 

significant correlations with body weight and BMI. Although we show the roles of miR-221-486 

3p and miR-222-3p in the adipocytes, we did not clearly demonstrate the role of circulating 487 

miR-221-3p and miR-222-3p in the pathogenesis of obesity. Another limitation is that it is 488 
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still unknown why Mir221/222AdipoKO mice did not show significant improvement of insulin 489 

sensitivity although the body weight was significantly reduced compared with 490 

Mir221/222flox/y fed with HFHS. Finally, the micronutrient composition is not matched 491 

between the STD and HFHS diets and it may possibly impact the observed outcomes. 492 

Ideally, a matched diet should be used for mineral and vitamin mix. 493 
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 646 

FIGURE LEGENDS 647 

Figure 1. The metabolic phenotypes of Mir221/222flox/y and Mir221/222AdipoKO male mice 648 

fed with high fat high sucrose (HFHS) or standard (STD) chow. (A) Body weight of 649 

Mir221/222flox/y and Mir221/222AdipoKO mice fed with HFHS (n=7) or STD chow (n=6), 650 

respectively.  (B) Tissue weight of Mir221/222flox/y and Mir221/222AdipoKO mice fed with 651 

HFHS or STD chow at 24 weeks of age. (Epi, epididymal; Mes, mesenteric; Sub, inguinal; 652 

Brown, Brown adipose tissues) (C) Adipocyte area in epididymal adipose tissues of 653 

Mir221/222flox/y (n=3) and Mir221/222AdipoKO (n=5) mice fed with HFHS or STD. 654 
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Quantitative analyses were carried out on PAS-stained paraffin sections. (D) Insulin 655 

tolerance test (ITT) and glucose tolerance test (GTT) in mice fed with HFHS (n=7) or STD 656 

chow (n=6). Data shown as mean ± SD and analyzed by one-way ANOVA with Tukey test 657 

in A and B, and Mann-Whitney's U test in C and D (*p<0.05; **p<0.01; ***p<0.001; 658 

****p<0.0001). 659 

Figure 2. Expression of Mir221 and Mir222 in Mir221/222flox/y and Mir221/222AdipoKO 660 

male mice fed with high fat high sucrose (HFHS) or standard (STD) chow. (A and B) In 661 

various tissues, the expression of miR-221-3p and miR-222-3p is normalized by 662 

snoRNA202 and snoRNA234. The HFHS-induced up-regulation of miR-221-3p and miR-663 

222-3p in epididymal adipose tissues was reversed in Mir221/222AdipoKO (red asterisks). 664 

(Epi, epididymal; Mes, mesenteric; Sub, inguinal; Brown, Brown adipose tissues) (C) 665 

Serum concentration of miR-221-3p and miR-222-3p. HFHS Mir221/222flox/y (n=3), HFHS 666 

Mir221/222AdipoKO (n=5), STD Mir221/222flox/y (n=5) and STD Mir221/222AdipoKO mice 667 

(n=6). Data shown as mean ± SD and analyzed by one-way ANOVA with Tukey test 668 

(*p<0.05; **p<0.01; ***p<0.001; ****p<0.0001). 669 

Figure 3. Dual-luciferase reporter assay for Ddit4 3’UTR and expression of Ddit4 in mice. 670 

(A) Dual-luciferase reporter assay using pmirGLO-Ddit4 WT 3’-UTR, pmirGLO-Ddit4 MT 3’-671 

UTR, and pmirGLO no-insert control plasmids. 3T3-L1 cells were co-transfected with Syn-672 

mmu-miR-221-3p (n=4), Syn-mmu-miR-222-3p (n=4), negative control siRNA (n=8). (B) 673 

Quantitative RT-PCR for Ddit4 in epididymal adipose tissues of Mir221/222flox/y (n=4) and 674 

Mir221/222AdipoKO (n=8) mice fed with high fat high sucrose (HFHS). Western blot 675 

analyses for DDIT4 and GAPDH (glyceraldehyde-3-phosphate dehydrogenase) in 676 

epididymal adipose tissues of Mir221/222flox/y (n=3) and Mir221/222AdipoKO (n=7) mice fed 677 

with high fat high sucrose (HFHS). Data shown as mean ± SD and analyzed by Mann-678 

Whitney's U test (*p<0.05; **p<0.01). 679 
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Figure 4. Western blot analyses. (A) Western blot analyses for AKT (protein kinase B), 680 

TSC2 (tuberous sclerosis complex 2), mTOR (mammalian target of rapamycin) and S6K 681 

(ribosomal protein S6 kinase) in Mir221/222flox/y (n=3) and in epididymal adipose tissues of 682 

Mir221/222AdipoKO (n=5) male mice fed with high fat high sucrose (HFHS). Activated form 683 

of p-AKT and Inactivated form of p-TSC2 (Thr-1462) and activated form of p-S6K are 684 

shown.  (B) Densitometric analyses of Western blots. Data shown as mean ± SD and 685 

analyzed by Mann-Whitney's U test (*p<0.05). 686 

Figure 5. Adipogenesis, lipogenesis and lipolysis in 3T3-L1 cells. Lentiviral vectors were 687 

transduced to 3T3-L1 cells at 2 days before the induction of differentiation and cultured for 688 

7 days. (A) Oil-red O staining of differentiated 3T3-L1 cells treated with pLV-locker control, 689 

pLV-locker 221, pLV-locker 222, and pLV-locker 221/222. (B) Oil-red O staining of 690 

differentiated 3T3-L1 cells treated with pVL control, pLV 221, pLV 222, and pLV221/222. 691 

(C) Western blot analysis of PPARγ in differentiated 3T3-L1 cells treated with pLV-locker 692 

control, pLV-locker 221, pLV-locker 222, and pLV-locker 221/222. (D) Western blot analysis 693 

of PPARγ in differentiated 3T3-L1 cells treated with pVL control, pLV 221, pLV 222, and 694 

pLV221/222. (E) Lipolysis assay in 3T3-L1 cells stimulated with isoproterenol. 695 

Differentiated 3T3-L1 cells were treated with pLV-locker 221/222 and pLV 221/222. Data 696 

shown as mean ± SD and analyzed by one-way ANOVA with Tukey test (*p<0.05; 697 

**p<0.01). 698 
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Supplementary Figure 1
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Supplementary Figure 1. Basal metabolic rate, locomotor activity and food intake. (A 
and B) Respiratory quotient (RQ) and Oxygen consumption rate in Mir221/222flox/y

(n=11) and Mir221/222AdipoKO (n=10) mice fed with HFHS (high fat high sucrose) 
chow. (C) Locomotor activity in Mir221/222flox/y (n=10) and Mir221/222AdipoKO (n=9) 
mice fed with HFHS chow. (D) Food consumption in Mir221/222flox/y (n=5) and 
Mir221/222AdipoKO (n=10) mice fed with HFHS chow. (E) Serum leptin levels in 
Mir221/222flox/y (n=8) and Mir221/222AdipoKO (n=6) mice fed with HFHS chow. (F) 
Serum adiponectin levels in Mir221/222flox/y (n=8) and Mir221/222AdipoKO (n=6) mice 
fed with HFHS chow. Data shown as mean ± SD and analyzed by Mann-Whitney's U 
test (*p<0.05).
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Supplementary Figure 2

Supplementary Figure 2. mRNA expression of various genes. Mir221/222flox/y (n=5) and 
Mir221/222AdipoKO (n=5) mice fed with HFHS (high fat high sucrose) chow. Data shown 
as mean ± SD and analyzed by Mann-Whitney's U test (*p<0.05).
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Supplementary Figure 3. Expression of miR-221-3p and miR-222-3p in 3T3-L1 cells. 
(A) Expression of miR-221-3p and miR-222-3p after the induction of adipocyte 
differentiation by dexamethasone, isobutylmethylxanthine, 1-methyl-3-isobutylxanthine 
and insulin (DEX/IBMX/INS). (n=3) (B) Expression of miR-221-3p and miR-222-3p in 
3T3L1 cells treated with pLV-locker control, pLV-locker 221, and pLV-locker 222. (C) 
Expression of miR-221-3p and miR-222-3p in 3T3-L1 cells treated with pVL control, pLV
221, and pLV 222. Data shown as mean ± SD and analyzed one-way ANOVA with 
Tukey test (*p<0.05; **p<0.01; ***p<0.001; ****p<0.0001).
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Supplementary Figure 4
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Supplementary Figure 4. Serum concentration of mir-221-3p and mir-222-3p levels in mice 
and human. (A) Serum concentrations of mir-221-3p and mir-222-3p levels in Mir221/222flox/y

(n=14) and Mir221/222AdipoKO (n=13) mice fed with STD (standard) chow, Mir221/222flox/y

(n=19) and Mir221/222AdipoKO (n=24) mice fed with HFHS (high fat high sucrose) chow . (B) 
Simple correlations of serum miR-221-3p and miR-222-3p levels with various clinical parameters 
in the subjects with normal glucose tolerance (NGT, n=45) and impaired glucose tolerance (IGT, 
n=69) (n=114). In correlation matrix, Spearman's rank correlation coefficient is shown. *p<0.05, 
**p<0.01. (C) Log hsa-miR-221-3p negatively correlates with HbA1c, while Log hsa-miR-222-3p  
positively correlates with HbA1c. 
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Supplementary Figure 5
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Supplementary Figure 5. Expression of miR-221 host gene (Mir221hg) in various 
tissues. (A) Mir221/222 KO targeting vector map and location of miR-221 host gene 
(Mir221hg). The single exon of Mir221hg is disrupted by NEO. (B and C) Expression of 
Mir221hg in various tissues in Mir221/222flox/y (n=5) and Mir221/222AdipoKO (n=6) mice 
fed with STD (standard) chow, Mir221/222flox/y (n=3) and Mir221/222AdipoKO (n=5) mice 
fed with HFHS (high fat high sucrose) chow. Whole range of relative expression (0 to 80) 
is shown in panel B and narrow range (0 to 20) in panel C. Data shown as mean ± SD 
and analyzed by one-way ANOVA with Tukey test. (*p<0.05; **p<0.01; ***p<0.001; 
****p<0.0001).
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Supplementary Figure 6
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Supplementary Table 1.  Formulation of standard (STD) and high fat-high sucrose (HFHS) chow.

Nutrients / 1000 g chow
STD

(MF, Oriental Yeast, Japan*)

HFHS

(D12331, Research Diets, New Brunswick, NJ**)

Protein (g) 226.6 230

Carbohydrate (g) 553 345

Fat (g) 51 358.5

Carbohydrate contents

Maltodextrin (g)

Corn starch (g)

Sucrose (g)

0

0

0

553 (as soluble nitrogen-free product

from crude mixture of corn,  wheat and

rice bran)

170

0

175

Vit A (IU) 12830 4000

Vit D3 (IU) 1370 1000

Vit E (mg) 91 50

Vit K3 (mg) 0.4 0.5

Vit B1 (mg) 20.5 6

Vit B2 (mg) 11 6

Vit B6 (mg) 8.7 7

Vit B12 (μg) 55 10

Biotin (μg) 270 200

Pantothenic acid (mg) 24.5 16

Niacin (mg) 106.1 30

Choline (g) 1.8 0.62

Folic acid (mg) 1.7 2

Ca (g) 10.7 5.94

P (g) 8.3 4.57

Mg (g) 2.4 0.57

Na (g) 1.9 1.14

K (g) 9 4.11

Fe (mg) 106 42.3

Cu (mg) 7.8 6.86

Zn (mg) 48.9 33.1

Mn (mg) 48.4 67.4

Total calories (kcal) 3590 5560

*https://www.oyc.co.jp/bio/LAD-equipment/LAD/ingredient.html and https://www.oyc.co.jp/bio/LAD-equipment/LAD/rodents.html

**https://www.eptrading.co.jp/service/researchdiets/pdf/D12328-D12331.pdf

Macronutrients

Vitamin

Mineral



Supplementary Table 2 RNA sequencing data sera, liver and epididymalfat tissues in C57BL/6J mice fed with standard (STD) and high fat-high sucrose chow (HFHS).

miRBase Name miRBase Accession LINK

s1(Serum-
High fat high

sucrose
chow)

s2(Liver-High
fat high
sucrose
chow)

s3
(Epididymal
fat-High fat

high sucrose
chow)

s5 (Serum-
Normal
chow)

s6 (Liver-
Normal
chow)

s7
(Epididymal
fat-Normal

chow)

Total s1/s5 s2/s6 s3/s7

mmu-mir-504 MI0005515 miRBase_LINK 5 0 1,177 5 0 29 1,216 1.000 #DIV/0! 40.586
mmu-mir-703 MI0004687 miRBase_LINK 1 112 13 4 170 1 301 0.250 0.659 13.000
mmu-mir-298 MI0000398 miRBase_LINK 188 28 3,175 379 30 249 4,049 0.496 0.933 12.751
mmu-mir-335 MI0000817 miRBase_LINK 137 2,673 110,365 54 1,504 8,778 123,511 2.537 1.777 12.573
mmu-mir-342 MI0000627 miRBase_LINK 2,027 1,124 19,320 3,427 707 2,040 28,645 0.591 1.590 9.471
mmu-mir-222 MI0000710 miRBase_LINK 1,039 1,763 22,488 2,231 1,578 2,759 31,858 0.466 1.117 8.151
mmu-mir-296 MI0000394 miRBase_LINK 287 10 454 387 20 63 1,221 0.742 0.500 7.206
mmu-mir-211 MI0000708 miRBase_LINK 17 18 7 23 9 1 75 0.739 2.000 7.000
mmu-mir-18b MI0005483 miRBase_LINK 4 3 7 7 0 1 22 0.571 #DIV/0! 7.000
mmu-mir-1193 MI0006298 miRBase_LINK 0 0 26 0 1 4 31 #DIV/0! 0.000 6.500
mmu-mir-122 MI0000256 miRBase_LINK 723 392,484 409 494 367,471 65 761,646 1.464 1.068 6.292
mmu-mir-669d MI0006281 miRBase_LINK 0 0 12 0 0 2 14 #DIV/0! #DIV/0! 6.000
mmu-mir-301b MI0004122 miRBase_LINK 80 7 91 107 4 16 305 0.748 1.750 5.688
mmu-mir-221 MI0000709 miRBase_LINK 7,180 6,724 38,010 9,165 7,541 6,710 75,330 0.783 0.892 5.665
mmu-mir-802 MI0004249 miRBase_LINK 167 33,519 25 64 7,020 5 40,800 2.609 4.775 5.000
mmu-mir-592 MI0004127 miRBase_LINK 27 66 25 24 348 6 496 1.125 0.190 4.167
mmu-mir-412 MI0001164 miRBase_LINK 0 0 4 0 0 1 5 #DIV/0! #DIV/0! 4.000
mmu-mir-494 MI0003532 miRBase_LINK 4 3 252 29 5 67 360 0.138 0.600 3.761
mmu-mir-499 MI0004676 miRBase_LINK 56 9 82 109 5 23 284 0.514 1.800 3.565
mmu-mir-31 MI0000579 miRBase_LINK 297 8,935 189 382 11,471 55 21,329 0.777 0.779 3.436
mmu-mir-146a MI0000170 miRBase_LINK 2,113 2,851 9,532 4,266 4,742 2,822 26,326 0.495 0.601 3.378
mmu-mir-147 MI0005482 miRBase_LINK 4 4 96 7 6 29 146 0.571 0.667 3.310
mmu-mir-692-1 MI0004660 miRBase_LINK 3 76 16 7 63 5 170 0.429 1.206 3.200
mmu-mir-1199 MI0006307 miRBase_LINK 8 8 22 9 4 7 58 0.889 2.000 3.143
mmu-mir-679 MI0004638 miRBase_LINK 3 1 90 7 1 29 131 0.429 1.000 3.103
mmu-mir-190 MI0000232 miRBase_LINK 1 485 713 0 325 231 1,755 #DIV/0! 1.492 3.087
mmu-mir-146b MI0004665 miRBase_LINK 663 676 20,505 1,766 859 6,707 31,176 0.375 0.787 3.057
mmu-mir-380 MI0000797 miRBase_LINK 1 6 207 5 6 68 293 0.200 1.000 3.044
mmu-mir-20b MI0003536 miRBase_LINK 5 6 57 10 6 19 103 0.500 1.000 3.000
mmu-mir-684-1 MI0004647 miRBase_LINK 1 3 6 0 10 2 22 #DIV/0! 0.300 3.000
mmu-mir-684-2 MI0004648 miRBase_LINK 1 3 6 0 10 2 22 #DIV/0! 0.300 3.000
mmu-mir-704 MI0004688 miRBase_LINK 1 2 3 2 8 1 17 0.500 0.250 3.000
mmu-mir-669e MI0006300 miRBase_LINK 0 0 3 0 0 1 4 #DIV/0! #DIV/0! 3.000
mmu-mir-376a MI0000793 miRBase_LINK 7 7 366 0 10 132 522 #DIV/0! 0.700 2.773
mmu-mir-455 MI0004679 miRBase_LINK 54 4,687 882 59 5,597 324 11,603 0.915 0.837 2.722
mmu-mir-487b MI0003534 miRBase_LINK 15 1 208 26 0 77 327 0.577 #DIV/0! 2.701
mmu-mir-496 MI0004589 miRBase_LINK 2 1 262 11 6 97 379 0.182 0.167 2.701
mmu-mir-551b MI0004131 miRBase_LINK 3 116 8 1 27 3 158 3.000 4.296 2.667
mmu-mir-340 MI0000623 miRBase_LINK 1,859 27,006 19,256 2,661 22,296 7,227 80,305 0.699 1.211 2.664
mmu-mir-376b MI0001162 miRBase_LINK 3 9 362 11 14 136 535 0.273 0.643 2.662
mmu-mir-370 MI0001165 miRBase_LINK 7 0 53 6 0 20 86 1.167 #DIV/0! 2.650
mmu-mir-377 MI0000794 miRBase_LINK 11 2 271 11 3 103 401 1.000 0.667 2.631
mmu-mir-142 MI0000167 miRBase_LINK 37,026 17,590 58,187 39,676 9,631 22,754 184,864 0.933 1.826 2.557
mmu-mir-692-2 MI0004661 miRBase_LINK 10 328 66 56 254 26 740 0.179 1.291 2.538
mmu-mir-433 MI0001525 miRBase_LINK 21 0 191 45 2 76 335 0.467 0.000 2.513
mmu-mir-214 MI0000698 miRBase_LINK 170 682 3,121 250 655 1,245 6,123 0.680 1.041 2.507
mmu-mir-543 MI0003519 miRBase_LINK 0 3 102 21 3 41 170 0.000 1.000 2.488
mmu-mir-369 MI0003535 miRBase_LINK 4 11 718 29 12 291 1,065 0.138 0.917 2.467
mmu-mir-155 MI0000177 miRBase_LINK 123 122 1,336 251 105 542 2,479 0.490 1.162 2.465
mmu-mir-669a-2 MI0004667 miRBase_LINK 15 49 439 62 41 180 786 0.242 1.195 2.439
mmu-mir-501 MI0004703 miRBase_LINK 60 65 342 106 66 141 780 0.566 0.985 2.426
mmu-mir-669a-1 MI0004523 miRBase_LINK 165 512 4,545 668 416 1,880 8,186 0.247 1.231 2.418
mmu-mir-411 MI0001163 miRBase_LINK 136 350 35,343 272 498 14,732 51,331 0.500 0.703 2.399
mmu-mir-299 MI0000399 miRBase_LINK 15 4 735 31 17 310 1,112 0.484 0.235 2.371
mmu-mir-130b MI0000408 miRBase_LINK 4,382 91 614 5,414 88 260 10,849 0.809 1.034 2.362
mmu-mir-297b MI0004674 miRBase_LINK 1 9 30 0 0 13 53 #DIV/0! #DIV/0! 2.308
mmu-mir-136 MI0000162 miRBase_LINK 182 185 8,157 428 288 3,543 12,783 0.425 0.642 2.302
mmu-mir-106a MI0000406 miRBase_LINK 3 2 16 3 1 7 32 1.000 2.000 2.286
mmu-mir-449c MI0004645 miRBase_LINK 1 0 25 0 0 11 37 #DIV/0! #DIV/0! 2.273
mmu-mir-18a MI0000567 miRBase_LINK 754 261 410 823 214 181 2,643 0.916 1.220 2.265
mmu-mir-652 MI0004965 miRBase_LINK 1,121 348 1,394 1,288 265 616 5,032 0.870 1.313 2.263
mmu-mir-9-1 MI0000720 miRBase_LINK 3 25 259 9 6 115 417 0.333 4.167 2.252
mmu-mir-9-2 MI0000157 miRBase_LINK 3 25 259 9 6 115 417 0.333 4.167 2.252
mmu-mir-297a-6 MI0005491 miRBase_LINK 0 0 18 20 2 8 48 0.000 0.000 2.250
mmu-mir-297a-1 MI0000395 miRBase_LINK 0 0 9 10 1 4 24 0.000 0.000 2.250
mmu-mir-297a-2 MI0000397 miRBase_LINK 0 0 9 10 1 4 24 0.000 0.000 2.250
mmu-mir-511 MI0005554 miRBase_LINK 332 663 985 683 687 439 3,789 0.486 0.965 2.244
mmu-mir-540 MI0003518 miRBase_LINK 55 6 497 147 8 222 935 0.374 0.750 2.239
mmu-mir-598 MI0005556 miRBase_LINK 12 162 264 5 176 118 737 2.400 0.920 2.237
mmu-mir-9-3 MI0000721 miRBase_LINK 3 25 259 9 6 116 418 0.333 4.167 2.233
mmu-mir-223 MI0000703 miRBase_LINK 1,534 857 7,087 2,369 671 3,189 15,707 0.648 1.277 2.222
mmu-mir-382 MI0000799 miRBase_LINK 7 4 333 38 8 150 540 0.184 0.500 2.220
mmu-mir-205 MI0000248 miRBase_LINK 2,127 108 71 6,337 43 32 8,718 0.336 2.512 2.219
mmu-mir-409 MI0001160 miRBase_LINK 125 25 1,891 374 40 857 3,312 0.334 0.625 2.207
mmu-mir-379 MI0000796 miRBase_LINK 1 10 784 11 25 356 1,187 0.091 0.400 2.202
mmu-mir-337 MI0000615 miRBase_LINK 53 11 1,263 115 21 574 2,037 0.461 0.524 2.200
mmu-mir-323 MI0000592 miRBase_LINK 1 1 39 14 0 18 73 0.071 #DIV/0! 2.167
mmu-mir-297c MI0005492 miRBase_LINK 0 7 26 0 0 12 45 #DIV/0! #DIV/0! 2.167
mmu-mir-466d MI0005546 miRBase_LINK 2 4 28 11 5 13 63 0.182 0.800 2.154
mmu-mir-410 MI0001161 miRBase_LINK 149 51 5,073 477 40 2,383 8,173 0.312 1.275 2.129
mmu-mir-297a-4 MI0005489 miRBase_LINK 0 8 36 10 1 17 72 0.000 8.000 2.118
mmu-mir-297a-3 MI0005488 miRBase_LINK 0 7 36 10 1 17 71 0.000 7.000 2.118
mmu-mir-363 MI0000765 miRBase_LINK 21 5 110 71 3 52 262 0.296 1.667 2.115
mmu-mir-485 MI0003492 miRBase_LINK 48 7 338 157 3 160 713 0.306 2.333 2.113
mmu-mir-34c MI0000403 miRBase_LINK 230 153 7,548 295 357 3,585 12,168 0.780 0.429 2.105
mmu-mir-141 MI0000166 miRBase_LINK 273 404 88 370 272 42 1,449 0.738 1.485 2.095
mmu-mir-329 MI0000605 miRBase_LINK 21 10 888 72 14 424 1,429 0.292 0.714 2.094
mmu-mir-376c MI0003533 miRBase_LINK 2 8 249 6 3 120 388 0.333 2.667 2.075
mmu-mir-541 MI0003521 miRBase_LINK 769 207 15,707 1,541 288 7,593 26,105 0.499 0.719 2.069
mmu-mir-542 MI0003522 miRBase_LINK 17 224 534 31 185 259 1,250 0.548 1.211 2.062
mmu-mir-467a 8 170 1,476 8 171 716 2,549 1.000 0.994 2.061
mmu-mir-434 MI0001526 miRBase_LINK 2,057 403 37,349 5,758 670 18,279 64,516 0.357 0.601 2.043



mmu-mir-199a-1 MI0000241 miRBase_LINK 4,296 18,270 111,847 9,449 25,278 55,294 224,434 0.455 0.723 2.023
mmu-mir-199a-2 MI0000713 miRBase_LINK 4,297 18,289 111,987 9,449 25,297 55,364 224,683 0.455 0.723 2.023
mmu-mir-27b MI0000142 miRBase_LINK 22,994 253,279 390,605 29,301 245,960 193,911 1,136,050 0.785 1.030 2.014
mmu-mir-34b MI0000404 miRBase_LINK 36 11 547 20 30 273 917 1.800 0.367 2.004
mmu-mir-375 MI0000792 miRBase_LINK 8,270 137 12 4,163 133 6 12,721 1.987 1.030 2.000
mmu-mir-200c MI0000694 miRBase_LINK 72 54 22 119 40 11 318 0.605 1.350 2.000
mmu-mir-466b-3 MI0005504 miRBase_LINK 7 6 54 8 6 27 108 0.875 1.000 2.000
mmu-mir-539 MI0003520 miRBase_LINK 2 0 14 0 0 7 23 #DIV/0! #DIV/0! 2.000
mmu-mir-547 MI0003523 miRBase_LINK 0 1 2 0 10 1 14 #DIV/0! 0.100 2.000
mmu-mir-669h MI0006289 miRBase_LINK 0 0 2 0 0 1 3 #DIV/0! #DIV/0! 2.000
mmu-mir-199b MI0000714 miRBase_LINK 4,178 17,125 107,930 9,223 24,025 54,220 216,701 0.453 0.713 1.991
mmu-mir-181d MI0005450 miRBase_LINK 1,317 353 2,840 2,036 506 1,429 8,481 0.647 0.698 1.987
mmu-mir-674 MI0004611 miRBase_LINK 417 377 1,656 623 267 836 4,176 0.669 1.412 1.981
mmu-mir-23b MI0000141 miRBase_LINK 485 8,475 16,917 745 8,883 8,549 44,054 0.651 0.954 1.979
mmu-mir-495 MI0004639 miRBase_LINK 0 8 220 9 8 114 359 0.000 1.000 1.930
mmu-mir-134 MI0000160 miRBase_LINK 16 5 239 101 9 124 494 0.158 0.556 1.927
mmu-mir-431 MI0001524 miRBase_LINK 41 11 1,110 158 9 579 1,908 0.259 1.222 1.917
mmu-mir-466c 24 33 276 21 45 144 543 1.143 0.733 1.917
mmu-mir-669a-3 MI0004668 miRBase_LINK 15 23 157 48 6 82 331 0.313 3.833 1.915
mmu-mir-181c MI0000724 miRBase_LINK 5,818 5,782 34,967 8,210 10,013 18,384 83,174 0.709 0.577 1.902
mmu-mir-32 MI0000691 miRBase_LINK 22 1,000 1,235 7 656 650 3,570 3.143 1.524 1.900
mmu-mir-505 MI0004706 miRBase_LINK 28 79 112 27 58 59 363 1.037 1.362 1.898
mmu-mir-15b MI0000140 miRBase_LINK 3,219 1,918 5,791 3,407 1,569 3,074 18,978 0.945 1.222 1.884
mmu-mir-466b-1 MI0005502 miRBase_LINK 48 54 438 48 53 234 875 1.000 1.019 1.872
mmu-mir-466a MI0002401 miRBase_LINK 8 8 71 7 10 38 142 1.143 0.800 1.868
mmu-mir-500 MI0004702 miRBase_LINK 34 141 627 74 162 337 1,375 0.459 0.870 1.861
mmu-mir-322 MI0000590 miRBase_LINK 281 1,774 18,296 320 1,581 9,847 32,099 0.878 1.122 1.858
mmu-mir-450b MI0004705 miRBase_LINK 35 278 1,238 37 257 670 2,515 0.946 1.082 1.848
mmu-mir-466b-2 MI0005503 miRBase_LINK 8 9 72 8 9 39 145 1.000 1.000 1.846
mmu-mir-450a-1 MI0001653 miRBase_LINK 22 514 1,665 16 547 903 3,667 1.375 0.940 1.844
mmu-let-7i MI0000138 miRBase_LINK 36,717 37,261 191,131 43,314 35,448 103,687 447,558 0.848 1.051 1.843
mmu-mir-450a-2 MI0003537 miRBase_LINK 22 512 1,654 17 549 901 3,655 1.294 0.933 1.836
mmu-mir-149 MI0000171 miRBase_LINK 1,128 2,485 2,990 1,681 598 1,635 10,517 0.671 4.156 1.829
mmu-mir-34a MI0000584 miRBase_LINK 31 784 5,181 63 427 2,838 9,324 0.492 1.836 1.826
mmu-mir-466e MI0005506 miRBase_LINK 16 16 142 16 18 78 286 1.000 0.889 1.821
mmu-mir-300 MI0000400 miRBase_LINK 65 41 2,666 179 53 1,469 4,473 0.363 0.774 1.815
mmu-mir-21 MI0000569 miRBase_LINK 33,913 675,905 833,457 57,300 872,282 459,536 2,932,393 0.592 0.775 1.814
mmu-mir-362 MI0000763 miRBase_LINK 19 379 709 16 348 392 1,863 1.188 1.089 1.809
mmu-mir-381 MI0000798 miRBase_LINK 155 59 4,680 340 85 2,600 7,919 0.456 0.694 1.800
mmu-mir-467b MI0004671 miRBase_LINK 1 16 104 1 17 58 197 1.000 0.941 1.793
mmu-mir-15a MI0000564 miRBase_LINK 13,121 19,585 20,015 12,934 17,333 11,210 94,198 1.014 1.130 1.785
mmu-mir-181a-1 MI0000697 miRBase_LINK 50,781 54,617 675,748 91,806 53,250 380,583 1,306,785 0.553 1.026 1.776
mmu-mir-181a-2 MI0000223 miRBase_LINK 50,960 54,780 672,973 92,313 53,412 380,437 1,304,875 0.552 1.026 1.769
mmu-mir-148b MI0000617 miRBase_LINK 513 3,255 3,523 540 2,943 1,992 12,766 0.950 1.106 1.769
mmu-mir-182 MI0000224 miRBase_LINK 1,221 16,422 1,562 1,891 12,825 888 34,809 0.646 1.280 1.759
mmu-mir-677 MI0004634 miRBase_LINK 5 364 237 22 363 135 1,126 0.227 1.003 1.756
mmu-mir-127 MI0000154 miRBase_LINK 1,751 714 68,083 3,850 1,120 38,800 114,318 0.455 0.638 1.755
mmu-mir-201 MI0000244 miRBase_LINK 4 58 7 3 52 4 128 1.333 1.115 1.750
mmu-mir-128-2 MI0000726 miRBase_LINK 2,971 452 944 4,817 322 540 10,046 0.617 1.404 1.748
mmu-mir-666 MI0004553 miRBase_LINK 2 1 108 6 0 62 179 0.333 #DIV/0! 1.742
mmu-mir-17 MI0000687 miRBase_LINK 1,299 1,972 2,333 1,142 1,540 1,340 9,626 1.137 1.281 1.741
mmu-mir-421 MI0005496 miRBase_LINK 2,166 285 1,204 2,543 263 694 7,155 0.852 1.084 1.735
mmu-mir-7a-2 MI0000729 miRBase_LINK 3 335 171 5 328 99 941 0.600 1.021 1.727
mmu-mir-24-1 MI0000231 miRBase_LINK 335 2,267 13,600 604 2,923 7,887 27,616 0.555 0.776 1.724
mmu-mir-184 MI0000226 miRBase_LINK 20 15 98 73 50 57 313 0.274 0.300 1.719
mmu-mir-297a-5 MI0005490 miRBase_LINK 0 0 12 10 1 7 30 0.000 0.000 1.714
mmu-mir-128-1 MI0000155 miRBase_LINK 3,329 596 1,171 5,477 450 688 11,711 0.608 1.324 1.702
mmu-mir-132 MI0000158 miRBase_LINK 471 396 1,704 621 356 1,010 4,558 0.758 1.112 1.687
mmu-mir-126 MI0000153 miRBase_LINK 13,581 210,617 507,382 15,175 201,422 301,182 1,249,359 0.895 1.046 1.685
mmu-mir-665 MI0004171 miRBase_LINK 1 0 42 10 0 25 78 0.100 #DIV/0! 1.680
mmu-mir-16-1 MI0000565 miRBase_LINK 270,173 109,350 189,081 274,399 112,265 113,203 1,068,471 0.985 0.974 1.670
mmu-mir-24-2 MI0000572 miRBase_LINK 790 3,781 25,120 1,311 4,695 15,056 50,753 0.603 0.805 1.668
mmu-mir-341 MI0000625 miRBase_LINK 25 8 662 69 5 397 1,166 0.362 1.600 1.668
mmu-mir-1-2-as 0 2 5 0 2 3 12 #DIV/0! 1.000 1.667
mmu-mir-16-2 MI0000566 miRBase_LINK 270,034 108,238 187,705 274,225 111,159 112,639 1,064,000 0.985 0.974 1.666
mmu-mir-212 MI0000696 miRBase_LINK 42 76 326 75 64 196 779 0.560 1.188 1.663
mmu-mir-185 MI0000227 miRBase_LINK 91 1,001 765 91 901 462 3,311 1.000 1.111 1.656
mmu-mir-301a MI0000401 miRBase_LINK 1,103 1,619 4,351 1,210 1,203 2,629 12,115 0.912 1.346 1.655
mmu-mir-467c MI0005512 miRBase_LINK 1 5 43 0 4 26 79 #DIV/0! 1.250 1.654
mmu-mir-326 MI0000598 miRBase_LINK 212 287 2,204 313 417 1,335 4,768 0.677 0.688 1.651
mmu-mir-668 MI0004134 miRBase_LINK 27 0 224 96 2 136 485 0.281 0.000 1.647
mmu-mir-152 MI0000174 miRBase_LINK 183 2,975 10,113 298 2,440 6,141 22,150 0.614 1.219 1.647
mmu-mir-452 MI0001734 miRBase_LINK 0 3 36 6 4 22 71 0.000 0.750 1.636
mmu-mir-673 MI0004601 miRBase_LINK 58 7 453 168 4 277 967 0.345 1.750 1.635
mmu-mir-667 MI0004196 miRBase_LINK 18 1 123 51 1 76 270 0.353 1.000 1.618
mmu-mir-186 MI0000228 miRBase_LINK 20,174 17,459 51,457 22,453 16,000 31,850 159,393 0.898 1.091 1.616
mmu-mir-19a MI0000688 miRBase_LINK 151 444 149 147 382 93 1,366 1.027 1.162 1.602
mmu-mir-669c MI0004673 miRBase_LINK 1 18 91 10 7 57 184 0.100 2.571 1.596
mmu-mir-700 MI0004684 miRBase_LINK 27 52 258 23 72 163 595 1.174 0.722 1.583
mmu-mir-23a MI0000571 miRBase_LINK 4,046 3,914 44,281 7,353 5,152 28,227 92,973 0.550 0.760 1.569
mmu-mir-139 MI0000693 miRBase_LINK 339 2,056 9,577 382 1,835 6,106 20,295 0.887 1.120 1.568
mmu-mir-27a MI0000578 miRBase_LINK 2,777 8,389 65,837 3,388 8,827 42,164 131,382 0.820 0.950 1.561
mmu-mir-19b-1 MI0000718 miRBase_LINK 1,366 5,002 2,546 1,374 5,222 1,633 17,143 0.994 0.958 1.559
mmu-mir-19b-2 MI0000546 miRBase_LINK 1,368 5,031 2,540 1,375 5,241 1,632 17,187 0.995 0.960 1.556
mmu-mir-7a-1 MI0000728 miRBase_LINK 51 465 333 33 492 217 1,591 1.545 0.945 1.535
mmu-mir-138-2 MI0000164 miRBase_LINK 271 98 1,608 488 60 1,059 3,584 0.555 1.633 1.518
mmu-mir-194-2 MI0000733 miRBase_LINK 636 160,390 2,112 566 142,987 1,393 308,084 1.124 1.122 1.516
mmu-mir-338 MI0000619 miRBase_LINK 58 581 1,375 64 681 910 3,669 0.906 0.853 1.511
mmu-mir-98 MI0000586 miRBase_LINK 1,262 8,984 18,009 1,521 8,447 11,921 50,144 0.830 1.064 1.511
mmu-mir-689-1 1,919 2,643 2,029 2,160 2,465 1,349 12,565 0.888 1.072 1.504
mmu-mir-30b MI0000145 miRBase_LINK 13,651 52,808 70,119 16,874 43,695 46,626 243,773 0.809 1.209 1.504
mmu-mir-879 MI0005472 miRBase_LINK 0 56 9 3 34 6 108 0.000 1.647 1.500
mmu-mir-669f MI0006287 miRBase_LINK 0 4 12 0 2 8 26 #DIV/0! 2.000 1.500
mmu-mir-466f-2 MI0005508 miRBase_LINK 2 0 9 4 0 6 21 0.500 #DIV/0! 1.500
mmu-mir-466f-3 MI0005509 miRBase_LINK 2 0 6 0 1 4 13 #DIV/0! 0.000 1.500
mmu-mir-325 MI0000597 miRBase_LINK 0 0 3 0 0 2 5 #DIV/0! #DIV/0! 1.500
mmu-mir-20a MI0000568 miRBase_LINK 239 2,168 1,656 306 1,918 1,114 7,401 0.781 1.130 1.487
mmu-mir-708 MI0004692 miRBase_LINK 1 8 11,079 7 0 7,466 18,561 0.143 #DIV/0! 1.484



mmu-mir-22 MI0000570 miRBase_LINK 338,851 3,965,596 4,079,202 420,007 4,183,928 2,763,563 15,751,147 0.807 0.948 1.476
mmu-mir-188 MI0000230 miRBase_LINK 10 58 218 32 49 148 515 0.313 1.184 1.473
mmu-mir-181b-2 MI0000823 miRBase_LINK 3,670 2,242 28,133 6,614 2,261 19,128 62,048 0.555 0.992 1.471
mmu-mir-194-1 MI0000236 miRBase_LINK 646 159,842 2,109 615 142,468 1,435 307,115 1.050 1.122 1.470
mmu-mir-181b-1 MI0000723 miRBase_LINK 3,625 2,174 27,208 6,530 2,188 18,561 60,286 0.555 0.994 1.466
mmu-mir-196a-2 MI0000553 miRBase_LINK 6 4 208 15 0 142 375 0.400 #DIV/0! 1.465
mmu-mir-129-2 MI0000585 miRBase_LINK 26 17 19 32 23 13 130 0.813 0.739 1.462
mmu-mir-30e MI0000259 miRBase_LINK 61,653 170,748 125,889 80,846 193,521 86,176 718,833 0.763 0.882 1.461
mmu-mir-672 MI0004258 miRBase_LINK 25 2 29 48 3 20 127 0.521 0.667 1.450
mmu-mir-669b MI0004666 miRBase_LINK 0 6 29 0 0 20 55 #DIV/0! #DIV/0! 1.450
mmu-mir-532 MI0003206 miRBase_LINK 3,030 3,678 13,418 4,082 3,515 9,271 36,994 0.742 1.046 1.447
mmu-mir-196a-1 MI0000552 miRBase_LINK 1 4 166 10 0 115 296 0.100 #DIV/0! 1.443
mmu-mir-374 MI0004125 miRBase_LINK 124 744 892 138 797 622 3,317 0.899 0.934 1.434
mmu-mir-129-1 MI0000222 miRBase_LINK 22 42 10 23 47 7 151 0.957 0.894 1.429
mmu-mir-154 MI0000176 miRBase_LINK 7 6 294 14 14 206 541 0.500 0.429 1.427
mmu-mir-497 MI0004636 miRBase_LINK 905 5,291 62,720 1,108 5,683 44,269 119,976 0.817 0.931 1.417
mmu-mir-872 MI0005549 miRBase_LINK 680 3,287 8,002 1,134 3,115 5,662 21,880 0.600 1.055 1.413
mmu-mir-30d MI0000549 miRBase_LINK 86,140 170,538 352,452 146,223 200,896 251,104 1,207,353 0.589 0.849 1.404
mmu-mir-1197 MI0006305 miRBase_LINK 0 0 7 0 0 5 12 #DIV/0! #DIV/0! 1.400
mmu-mir-195 MI0000237 miRBase_LINK 245 2,198 23,070 321 2,860 16,523 45,217 0.763 0.769 1.396
mmu-mir-351 MI0000643 miRBase_LINK 272 2,552 5,554 463 2,370 3,998 15,209 0.587 1.077 1.389
mmu-mir-192 MI0000551 miRBase_LINK 55,437 2,530,616 20,099 55,249 2,670,751 14,550 5,346,702 1.003 0.948 1.381
mmu-mir-744 MI0004124 miRBase_LINK 5,312 3,379 5,628 8,151 2,647 4,085 29,202 0.652 1.277 1.378
mmu-mir-574 MI0005518 miRBase_LINK 1,276 1,495 3,443 2,826 1,397 2,512 12,949 0.452 1.070 1.371
mmu-mir-467d MI0005513 miRBase_LINK 14 27 182 19 10 133 385 0.737 2.700 1.368
mmu-mir-183 MI0000225 miRBase_LINK 128 655 75 334 426 55 1,673 0.383 1.538 1.364
mmu-mir-805 66 34,480 8,415 105 50,488 6,215 99,769 0.629 0.683 1.354
mmu-mir-101a MI0000148 miRBase_LINK 1,277 88,769 58,100 1,312 74,119 43,132 266,709 0.973 1.198 1.347
mmu-mir-582 MI0006127 miRBase_LINK 108 360 465 268 84 346 1,631 0.403 4.286 1.344
mmu-mir-466f-1 MI0005507 miRBase_LINK 2 0 4 0 0 3 9 #DIV/0! #DIV/0! 1.333
mmu-mir-877 MI0005553 miRBase_LINK 141 41 169 245 25 128 749 0.576 1.640 1.320
mmu-mir-491 MI0004680 miRBase_LINK 0 5 13 0 5 10 33 #DIV/0! 1.000 1.300
mmu-mir-689-2 17,105 10,236 8,756 32,701 9,330 6,780 84,908 0.523 1.097 1.291
mmu-mir-503 MI0003538 miRBase_LINK 24 67 302 41 66 234 734 0.585 1.015 1.291
mmu-let-7f-2 MI0000563 miRBase_LINK 16,610 684,828 778,838 25,149 593,665 604,641 2,703,731 0.660 1.154 1.288
mmu-mir-467e MI0006128 miRBase_LINK 3 9 72 2 14 56 156 1.500 0.643 1.286
mmu-mir-449a MI0001649 miRBase_LINK 16 2 45 9 2 35 109 1.778 1.000 1.286
mmu-let-7f-1 MI0000562 miRBase_LINK 11,642 621,181 731,371 17,964 543,185 572,647 2,497,990 0.648 1.144 1.277
mmu-mir-702 MI0004686 miRBase_LINK 10 10 38 19 2 30 109 0.526 5.000 1.267
mmu-mir-685 728 1,949 1,744 1,116 1,585 1,382 8,504 0.652 1.230 1.262
mmu-mir-26b MI0000575 miRBase_LINK 4,225 87,418 89,191 4,349 85,187 70,989 341,359 0.971 1.026 1.256
mmu-mir-144 MI0000168 miRBase_LINK 1,799 4,959 6,557 2,217 2,337 5,264 23,133 0.811 2.122 1.246
mmu-let-7g MI0000137 miRBase_LINK 24,376 121,676 109,960 28,263 143,036 88,635 515,946 0.862 0.851 1.241
mmu-mir-484 MI0003491 miRBase_LINK 4,496 1,844 4,994 5,858 1,315 4,045 22,552 0.767 1.402 1.235
mmu-mir-699 8 122 195 30 144 158 657 0.267 0.847 1.234
mmu-mir-324 MI0000595 miRBase_LINK 372 297 956 432 198 775 3,030 0.861 1.500 1.234
mmu-mir-758 MI0004129 miRBase_LINK 0 0 16 0 0 13 29 #DIV/0! #DIV/0! 1.231
mmu-mir-423 MI0004637 miRBase_LINK 55,077 14,248 16,921 89,556 11,061 13,761 200,624 0.615 1.288 1.230
mmu-mir-493 MI0005514 miRBase_LINK 0 1 11 8 1 9 30 0.000 1.000 1.222
mmu-mir-350 MI0000640 miRBase_LINK 340 422 1,977 429 427 1,619 5,214 0.793 0.988 1.221
mmu-mir-28 MI0000690 miRBase_LINK 691 7,653 8,991 1,027 5,588 7,377 31,327 0.673 1.370 1.219
mmu-let-7e MI0000561 miRBase_LINK 534 3,481 28,628 1,146 5,389 23,560 62,738 0.466 0.646 1.215
mmu-mir-425 MI0001447 miRBase_LINK 5,323 4,145 8,496 7,343 3,756 6,993 36,056 0.725 1.104 1.215
mmu-mir-148a MI0000550 miRBase_LINK 10,609 903,788 326,358 11,294 998,441 270,135 2,520,625 0.939 0.905 1.208
mmu-mir-151 MI0000173 miRBase_LINK 9,486 31,203 95,030 15,283 27,328 78,781 257,111 0.621 1.142 1.206
mmu-mir-1191 MI0006296 miRBase_LINK 8 54 77 3 50 64 256 2.667 1.080 1.203
mmu-mir-451 MI0001730 miRBase_LINK 175,527 26,684 63,120 155,992 15,663 52,887 489,873 1.125 1.704 1.193
mmu-let-7a-1 MI0000556 miRBase_LINK 22,232 229,736 311,658 32,557 244,268 263,340 1,103,791 0.683 0.941 1.183
mmu-let-7a-2 MI0000557 miRBase_LINK 22,147 227,308 310,107 32,488 242,059 262,321 1,096,430 0.682 0.939 1.182
mmu-mir-191 MI0000233 miRBase_LINK 65,738 70,411 197,169 98,887 77,767 166,952 676,924 0.665 0.905 1.181
mmu-mir-361 MI0000761 miRBase_LINK 636 1,706 2,271 802 1,446 1,938 8,799 0.793 1.180 1.172
mmu-mir-29b-1 MI0000143 miRBase_LINK 74 3,496 2,779 103 3,291 2,396 12,139 0.718 1.062 1.160
mmu-let-7d MI0000405 miRBase_LINK 19,639 51,637 74,003 28,501 42,117 64,215 280,112 0.689 1.226 1.152
mmu-mir-33 MI0000707 miRBase_LINK 40 725 244 44 431 212 1,696 0.909 1.682 1.151
mmu-mir-200b MI0000243 miRBase_LINK 69 965 216 171 1,558 188 3,167 0.404 0.619 1.149
mmu-mir-140 MI0000165 miRBase_LINK 47,426 11,017 18,802 58,767 7,978 16,400 160,390 0.807 1.381 1.146
mmu-mir-466h MI0005511 miRBase_LINK 1 3 16 8 3 14 45 0.125 1.000 1.143
mmu-mir-694 MI0004664 miRBase_LINK 0 5 8 6 4 7 30 0.000 1.250 1.143
mmu-mir-29b-2 MI0000712 miRBase_LINK 82 3,524 2,730 111 3,061 2,393 11,901 0.739 1.151 1.141
mmu-mir-92b MI0005521 miRBase_LINK 382 43 341 684 119 309 1,878 0.558 0.361 1.104
mmu-let-7c-2 MI0000560 miRBase_LINK 72,776 164,719 345,608 118,692 170,389 313,353 1,185,537 0.613 0.967 1.103
mmu-let-7c-1 MI0000559 miRBase_LINK 72,525 161,513 342,882 118,216 167,212 311,496 1,173,844 0.613 0.966 1.101
mmu-mir-92a-1 MI0000719 miRBase_LINK 261,995 104,687 72,981 307,148 106,440 66,478 919,729 0.853 0.984 1.098
mmu-mir-92a-2 MI0000580 miRBase_LINK 99,452 9,614 12,718 113,997 8,089 11,624 255,494 0.872 1.189 1.094
mmu-mir-331 MI0000609 miRBase_LINK 59 313 543 66 246 497 1,724 0.894 1.272 1.093
mmu-mir-224 MI0000711 miRBase_LINK 86 57 723 145 74 664 1,749 0.593 0.770 1.089
mmu-mir-10a MI0000685 miRBase_LINK 43,250 244,759 1,008,625 60,325 314,615 935,762 2,607,336 0.717 0.778 1.078
mmu-mir-320 MI0000704 miRBase_LINK 6,202 2,127 6,702 8,368 2,369 6,222 31,990 0.741 0.898 1.077
mmu-mir-365-2 MI0001645 miRBase_LINK 192 2,938 9,649 192 2,696 8,997 24,664 1.000 1.090 1.072
mmu-mir-1198 MI0006306 miRBase_LINK 1,567 320 489 1,670 268 456 4,770 0.938 1.194 1.072
mmu-mir-93 MI0000581 miRBase_LINK 42,293 14,738 27,822 42,227 14,053 26,003 167,136 1.002 1.049 1.070
mmu-mir-365-1 MI0000768 miRBase_LINK 184 2,901 9,541 186 2,657 8,918 24,387 0.989 1.092 1.070
mmu-mir-676 MI0005003 miRBase_LINK 3,001 1,716 5,549 4,209 1,221 5,249 20,945 0.713 1.405 1.057
mmu-mir-29c MI0000577 miRBase_LINK 808 23,420 10,962 867 17,393 10,512 63,962 0.932 1.347 1.043
mmu-mir-204 MI0000247 miRBase_LINK 242 1 2,752 376 0 2,661 6,032 0.644 #DIV/0! 1.034
mmu-mir-100 MI0000692 miRBase_LINK 269 1,910 12,916 476 2,406 12,493 30,470 0.565 0.794 1.034
mmu-let-7b MI0000558 miRBase_LINK 8,013 34,832 68,099 13,088 33,239 66,095 223,366 0.612 1.048 1.030
mmu-mir-101b MI0000649 miRBase_LINK 1,894 215,325 19,259 1,459 154,713 18,731 411,381 1.298 1.392 1.028
mmu-mir-203 MI0000246 miRBase_LINK 1,701 23,074 11,688 4,293 23,155 11,380 75,291 0.396 0.997 1.027
mmu-mir-26a-2 MI0000706 miRBase_LINK 20,875 307,684 793,505 25,269 366,153 780,703 2,294,189 0.826 0.840 1.016
mmu-mir-26a-1 MI0000573 miRBase_LINK 20,871 307,545 793,290 25,267 365,994 780,582 2,293,549 0.826 0.840 1.016
mmu-mir-143 MI0000257 miRBase_LINK 26,388 278,402 2,360,422 31,475 452,685 2,327,301 5,476,673 0.838 0.615 1.014
mmu-mir-219-1 MI0000702 miRBase_LINK 77 119 62 76 112 62 508 1.013 1.063 1.000
mmu-mir-137 MI0000163 miRBase_LINK 0 273 1 0 179 1 454 #DIV/0! 1.525 1.000
mmu-mir-490 MI0005002 miRBase_LINK 99 6 8 194 16 8 331 0.510 0.375 1.000
mmu-mir-682 MI0004644 miRBase_LINK 26 76 14 33 102 14 265 0.788 0.745 1.000
mmu-mir-653 MI0005557 miRBase_LINK 4 0 2 6 1 2 15 0.667 0.000 1.000
mmu-mir-153 MI0000175 miRBase_LINK 6 1 1 0 4 1 13 #DIV/0! 0.250 1.000



mmu-mir-292 MI0000390 miRBase_LINK 0 6 1 0 0 1 8 #DIV/0! #DIV/0! 1.000
mmu-mir-466f-4 MI0006291 miRBase_LINK 2 1 2 0 0 2 7 #DIV/0! #DIV/0! 1.000
mmu-mir-686 MI0004650 miRBase_LINK 0 2 1 0 1 1 5 #DIV/0! 2.000 1.000
mmu-mir-693 MI0004662 miRBase_LINK 1 1 1 0 0 1 4 #DIV/0! #DIV/0! 1.000
mmu-mir-7b MI0000730 miRBase_LINK 0 0 2 0 0 2 4 #DIV/0! #DIV/0! 1.000
mmu-mir-124-1 MI0000716 miRBase_LINK 0 0 1 2 0 1 4 0.000 #DIV/0! 1.000
mmu-mir-124-2 MI0000717 miRBase_LINK 0 0 1 2 0 1 4 0.000 #DIV/0! 1.000
mmu-mir-124-3 MI0000150 miRBase_LINK 0 0 1 2 0 1 4 0.000 #DIV/0! 1.000
mmu-mir-873 MI0005550 miRBase_LINK 0 1 1 0 0 1 3 #DIV/0! #DIV/0! 1.000
mmu-mir-30c-1 MI0000547 miRBase_LINK 45,487 191,433 207,508 53,007 166,348 209,769 873,552 0.858 1.151 0.989
mmu-mir-29a MI0000576 miRBase_LINK 10,752 77,404 98,142 13,359 82,945 99,229 381,831 0.805 0.933 0.989
mmu-mir-99b MI0000147 miRBase_LINK 1,551 2,466 21,502 2,364 3,736 21,904 53,523 0.656 0.660 0.982
mmu-mir-200a MI0000554 miRBase_LINK 230 718 156 332 1,377 159 2,972 0.693 0.521 0.981
mmu-mir-30c-2 MI0000548 miRBase_LINK 45,632 194,924 210,330 53,221 169,668 214,907 888,682 0.857 1.149 0.979
mmu-mir-187 MI0000229 miRBase_LINK 83 383 315 125 526 326 1,758 0.664 0.728 0.966
mmu-mir-330 MI0000607 miRBase_LINK 57 128 505 118 111 524 1,443 0.483 1.153 0.964
mmu-mir-218-1 MI0000700 miRBase_LINK 30 19 1,432 41 23 1,488 3,033 0.732 0.826 0.962
mmu-mir-218-2 MI0000701 miRBase_LINK 22 19 1,392 34 23 1,458 2,948 0.647 0.826 0.955
mmu-mir-1-1 30 3 77 38 6 81 235 0.789 0.500 0.951
mmu-mir-25 MI0000689 miRBase_LINK 195,450 19,655 47,352 192,381 19,725 49,959 524,522 1.016 0.996 0.948
mmu-mir-874 MI0005479 miRBase_LINK 46 243 85 46 114 90 624 1.000 2.132 0.944
mmu-mir-701 MI0004685 miRBase_LINK 0 0 15 0 2 16 33 #DIV/0! 0.000 0.938
mmu-mir-671 MI0004133 miRBase_LINK 149 1,253 987 220 993 1,060 4,662 0.677 1.262 0.931
mmu-mir-1-2 25 3 75 32 6 81 222 0.781 0.500 0.926
mmu-mir-615 MI0005004 miRBase_LINK 18 1 1,077 55 3 1,222 2,376 0.327 0.333 0.881
mmu-mir-10b MI0000221 miRBase_LINK 54,948 1,404 2,277,812 74,813 2,390 2,626,307 5,037,674 0.734 0.587 0.867
mmu-mir-103-2 MI0000588 miRBase_LINK 27,499 42,040 142,351 29,023 28,914 164,768 434,595 0.947 1.454 0.864
mmu-mir-106b MI0000407 miRBase_LINK 15,968 493 1,681 16,387 347 1,948 36,824 0.974 1.421 0.863
mmu-mir-125a MI0000151 miRBase_LINK 4,192 10,692 72,514 6,653 16,382 84,101 194,534 0.630 0.653 0.862
mmu-mir-107 MI0000684 miRBase_LINK 21,491 29,102 18,384 21,360 16,679 21,326 128,342 1.006 1.745 0.862
mmu-mir-103-1 MI0000587 miRBase_LINK 27,496 41,808 140,803 29,020 28,764 163,598 431,489 0.947 1.453 0.861
mmu-mir-715 24 7 6 43 3 7 90 0.558 2.333 0.857
mmu-mir-138-1 MI0000722 miRBase_LINK 7 0 6 23 1 7 44 0.304 0.000 0.857
mmu-mir-130a MI0000156 miRBase_LINK 4,735 34,984 61,132 6,012 27,528 71,682 206,073 0.788 1.271 0.853
mmu-mir-125b-2 MI0000152 miRBase_LINK 1,701 6,853 31,682 3,133 7,909 37,227 88,505 0.543 0.866 0.851
mmu-mir-145 MI0000169 miRBase_LINK 527 4,783 34,032 739 6,085 40,619 86,785 0.713 0.786 0.838
mmu-mir-190b MI0005478 miRBase_LINK 8 37 48 14 49 58 214 0.571 0.755 0.828
mmu-mir-125b-1 MI0000725 miRBase_LINK 1,654 5,705 27,240 3,087 6,755 33,021 77,462 0.536 0.845 0.825
mmu-mir-429 MI0001642 miRBase_LINK 421 833 177 887 1,335 215 3,868 0.475 0.624 0.823
mmu-mir-193 MI0000235 miRBase_LINK 60 20,655 24,669 55 13,998 30,595 90,032 1.091 1.476 0.806
mmu-mir-30a MI0000144 miRBase_LINK 138,290 1,092,020 1,250,491 195,513 1,174,404 1,551,606 5,402,324 0.707 0.930 0.806
mmu-mir-150 MI0000172 miRBase_LINK 36,117 2,616 40,846 54,152 1,326 50,744 185,801 0.667 1.973 0.805
mmu-mir-99a MI0000146 miRBase_LINK 275 3,886 10,906 526 4,188 13,606 33,387 0.523 0.928 0.802
mmu-mir-339 MI0000621 miRBase_LINK 312 1,102 2,563 491 1,106 3,206 8,780 0.635 0.996 0.799
mmu-mir-216a MI0000699 miRBase_LINK 14 11 6 9 1 8 49 1.556 11.000 0.750
mmu-mir-133b MI0000821 miRBase_LINK 525 2 99 844 5 133 1,608 0.622 0.400 0.744
mmu-mir-344-1 MI0000630 miRBase_LINK 3 2 45 19 1 62 132 0.158 2.000 0.726
mmu-mir-344-2 MI0005495 miRBase_LINK 3 2 45 19 1 62 132 0.158 2.000 0.726
mmu-mir-328 MI0000603 miRBase_LINK 4,943 730 2,213 6,840 696 3,091 18,513 0.723 1.049 0.716
mmu-mir-210 MI0000695 miRBase_LINK 296 369 709 278 348 1,038 3,038 1.065 1.060 0.683
mmu-mir-135b MI0000646 miRBase_LINK 0 0 4 0 0 6 10 #DIV/0! #DIV/0! 0.667
mmu-mir-378 MI0000795 miRBase_LINK 37,243 237,812 234,917 55,688 171,521 366,144 1,103,325 0.669 1.386 0.642
mmu-mir-345 MI0000632 miRBase_LINK 202 830 660 238 935 1,106 3,971 0.849 0.888 0.597
mmu-mir-486 MI0003493 miRBase_LINK 1,715,391 31,647 92,856 2,085,838 21,114 157,644 4,104,490 0.822 1.499 0.589
mmu-mir-133a-1 MI0000159 miRBase_LINK 41,161 90 2,675 79,581 146 4,555 128,208 0.517 0.616 0.587
mmu-mir-133a-2 MI0000820 miRBase_LINK 41,106 89 2,673 79,491 146 4,553 128,058 0.517 0.610 0.587
mmu-mir-196b MI0001151 miRBase_LINK 12 4 122 19 6 211 374 0.632 0.667 0.578
mmu-mir-208b MI0005552 miRBase_LINK 11 0 1 35 1 2 50 0.314 0.000 0.500
mmu-mir-193b MI0005484 miRBase_LINK 168 120 2,000 265 111 4,108 6,772 0.634 1.081 0.487
mmu-mir-217 MI0000731 miRBase_LINK 5 6 7 8 0 15 41 0.625 #DIV/0! 0.467
mmu-mir-219-2 MI0000741 miRBase_LINK 5 21 2 1 13 5 47 5.000 1.615 0.400
mmu-mir-384 MI0001146 miRBase_LINK 3 1 3 0 0 9 16 #DIV/0! #DIV/0! 0.333
mmu-mir-670 MI0004295 miRBase_LINK 0 0 1 0 0 3 4 #DIV/0! #DIV/0! 0.333
mmu-mir-135a-2 MI0000715 miRBase_LINK 3 0 1 3 0 4 11 1.000 #DIV/0! 0.250
mmu-mir-135a-1 MI0000161 miRBase_LINK 1 0 1 2 0 4 8 0.500 #DIV/0! 0.250
mmu-mir-483 MI0003484 miRBase_LINK 6 1 5 21 0 24 57 0.286 #DIV/0! 0.208
mmu-mir-215 MI0000974 miRBase_LINK 32,484 494 245 50,380 685 1,930 86,218 0.645 0.721 0.127
mmu-mir-871 MI0005471 miRBase_LINK 9 70 0 5 99 1 184 1.800 0.707 0.000
mmu-mir-216b MI0004126 miRBase_LINK 37 10 0 8 3 1 59 4.625 3.333 0.000
mmu-mir-1192 MI0006297 miRBase_LINK 0 9 0 0 5 3 17 #DIV/0! 1.800 0.000
mmu-mir-206 MI0000249 miRBase_LINK 0 1 0 10 0 1 12 0.000 #DIV/0! 0.000
mmu-mir-720 MI0004678 miRBase_LINK 5 2 0 0 0 1 8 #DIV/0! #DIV/0! 0.000
mmu-mir-713 MI0004698 miRBase_LINK 0 0 0 0 0 4 4 #DIV/0! #DIV/0! 0.000
mmu-mir-207 MI0000250 miRBase_LINK 0 0 0 0 0 1 1 #DIV/0! #DIV/0! 0.000



Supplementary Table 3. The comparison of global mRNA expression in Mir221/222AdipoKO and Mir221/222flox/y mice fed with standard (STD) chow.

Test 2Up

Control 2Down

Feature ID Keyword
Probe Set IDExpression value {STD AdipoKO 387}Expression value {STD flox/y 378}Ratio Log2Ratio 解析対象 Flagcategory Ratio flag Gene AccessionGene SymbolGene DescriptionmRNA AccessionmRNA  SourcemRna - DescriptionmRNA - xhybEntrezGene IDUniGene ID SwissProt accessionChromosomeGO Biological Process IDGO Biological Process TermGO Cellular Component IDGO Cellular Component TermGO Molecular Function IDGO Molecular Function TermmiR221/222 target gene
17211066 12.07175 12.77533 0.9449267 -0.081726 0 main NM_177722 Mcmdc2 minichromosome maintenance domain containing 2 NM_177722 RefSeq Mus musculus minichromosome maintenance domain containing 2 (Mcmdc2), mRNA. FALSE 240697 Mm.259800 E9Q956 chr1 GO:0006260  // GO:0008150 DNA replication  // biological_process GO:0005575 cellular_component GO:0003677  // GO:0005524  // GO:0003674 DNA binding  // ATP binding  // molecular_function ○
17211305 39.99381 41.28632 0.968694 -0.045887 0 main NM_053191 Pi15 peptidase inhibitor 15 NM_053191 RefSeq Mus musculus peptidase inhibitor 15 (Pi15), mRNA. FALSE 94227 Mm.442452 Q8BS03 chr1 GO:0010466 negative regulation of peptidase activity GO:0005576 extracellular region GO:0030414 peptidase inhibitor activity ○
17211548 28.72986 30.91425 0.9293404 -0.105721 0 main NM_133235 Khdrbs2 KH domain containing, RNA binding, signal transduction associated 2 NM_133235 RefSeq Mus musculus KH domain containing, RNA binding, signal transduction associated 2 (Khdrbs2), mRNA. FALSE 170771 Mm.336594 Q9WU01 chr1 GO:0006351  // GO:0006355  // GO:0009967 transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of signal transduction GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003723  // GO:0005070  // GO:0008143  // GO:0008266  // GO:0017124  // GO:0042169  // GO:0046982  // GO:0017124 RNA binding  // SH3/SH2 adaptor activity  // poly(A) binding  // poly(U) RNA binding  // SH3 domain binding  // SH2 domain binding  // protein heterodimerization activity  // SH3 domain binding ○
17212947 66.01734 73.47573 0.8984918 -0.154423 0 main NM_001164566 Spats2l spermatogenesis associated, serine-rich 2-like NM_001164566 RefSeq Mus musculus spermatogenesis associated, serine-rich 2-like (Spats2l), transcript variant 2, mRNA. FALSE 67198 Mm.159989 Q91WJ7 chr1 GO:0008150 biological_process GO:0005634  // GO:0005730  // GO:0005737  // GO:0043234  // GO:0005634  // GO:0005730  // GO:0005737 nucleus  // nucleolus  // cytoplasm  // protein complex  // nucleus  // nucleolus  // cytoplasm GO:0044822 poly(A) RNA binding ○
17214841 450.3722 594.9557 0.7569844 -0.401664 0 main NM_010472 Agfg1 ArfGAP with FG repeats 1 NM_010472 RefSeq Mus musculus ArfGAP with FG repeats 1 (Agfg1), mRNA. FALSE 15463 Mm.433409 Q8K2K6 chr1 GO:0001675  // GO:0006810  // GO:0007275  // GO:0007283  // GO:0007289  // GO:0030154  // GO:0032312  // GO:0045109  // GO:0043547 acrosome assembly  // transport  // multicellular organismal development  // spermatogenesis  // spermatid nucleus differentiation  // cell differentiation  // regulation of ARF GTPase activity  // intermediate filament organization  // positive regulation of GTPase activity GO:0005634  // GO:0016023  // GO:0031410  // GO:0042995  // GO:0043025  // GO:0043231  // GO:0016023 nucleus  // cytoplasmic membrane-bounded vesicle  // cytoplasmic vesicle  // cell projection  // neuronal cell body  // intracellular membrane-bounded organelle  // cytoplasmic membrane-bounded vesicle GO:0003677  // GO:0008060  // GO:0008270  // GO:0046872 DNA binding  // ARF GTPase activator activity  // zinc ion binding  // metal ion binding ○
17215565 89.13591 94.91344 0.9391284 -0.090606 0 main NM_133816 Sh3bp4 SH3-domain binding protein 4 NM_133816 RefSeq Mus musculus SH3-domain binding protein 4 (Sh3bp4), mRNA. FALSE 98402 Mm.170983 Q921I6 chr1 GO:0006897  // GO:0008285  // GO:0010508  // GO:0030308  // GO:0032007  // GO:0034260  // GO:0050790  // GO:0061462  // GO:0071230  // GO:0008285  // GO:0008285  // GO:0010508  // GO:0010508  // GO:0030308  // GO:0030308  // GO:0032007  // GO:0032007  // GO:0034260  // GO:0034260  // GO:0050790  // GO:0050790  // GO:0061462  // GO:0061462  // GO:0071230  // GO:0071230 endocytosis  // negative regulation of cell proliferation  // positive regulation of autophagy  // negative regulation of cell growth  // negative regulation of TOR signaling  // negative regulation of GTPase activity  // regulation of catalytic activity  // protein localization to lysosome  // cellular response to amino acid stimulus  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // positive regulation of autophagy  // positive regulation of autophagy  // negative regulation of cell growth  // negative regulation of cell growth  // negative regulation of TOR signaling  // negative regulation of TOR signaling  // negative regulation of GTPase activity  // negative regulation of GTPase activity  // regulation of catalytic activity  // regulation of catalytic activity  // protein localization to lysosome  // protein localization to lysosome  // cellular response to amino acid stimulus  // cellular response to amino acid stimulus GO:0005634  // GO:0005737  // GO:0005905  // GO:0016020  // GO:0031410  // GO:0070062  // GO:0005737  // GO:0005737  // GO:0030136 nucleus  // cytoplasm  // coated pit  // membrane  // cytoplasmic vesicle  // extracellular vesicular exosome  // cytoplasm  // cytoplasm  // clathrin-coated vesicle GO:0005092  // GO:0017016  // GO:0042802  // GO:0005092  // GO:0005092  // GO:0017016  // GO:0042802 GDP-dissociation inhibitor activity  // Ras GTPase binding  // identical protein binding  // GDP-dissociation inhibitor activity  // GDP-dissociation inhibitor activity  // Ras GTPase binding  // identical protein binding ○
17216888 23.89316 26.84098 0.8901747 -0.16784 0 main NM_172485 Thsd7b thrombospondin, type I, domain containing 7B NM_172485 RefSeq Mus musculus thrombospondin, type I, domain containing 7B (Thsd7b), mRNA. FALSE 210417 Mm.380518 Q6P4U0 chr1 GO:0008150 biological_process GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003674 molecular_function ○
17217291 48.53498 42.96968 1.1295169 0.1757059 0 main NM_001160268 Plekha6 pleckstrin homology domain containing, family A member 6 NM_001160268 RefSeq Mus musculus pleckstrin homology domain containing, family A member 6 (Plekha6), transcript variant 2, mRNA. FALSE 240753 Mm.253559 Q7TQG1 chr1 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17217854 90.1264 97.81096 0.9214346 -0.118046 0 main ENSMUST00000070283 Dennd1b DENN/MADD domain containing 1B ENSMUST00000070283 ENSEMBL havana:known chromosome:GRCm38:1:138963436:139063719:1 gene:ENSMUSG00000056268 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 329260 Mm.337604  // Mm.475093  // Mm.394252  // Mm.474921 Q3U1T9 chr1 GO:0006810  // GO:0015031  // GO:0032313  // GO:0008150  // GO:0032851  // GO:0043547  // GO:0032851 transport  // protein transport  // regulation of Rab GTPase activity  // biological_process  // positive regulation of Rab GTPase activity  // positive regulation of GTPase activity  // positive regulation of Rab GTPase activity GO:0005737  // GO:0031410  // GO:0005575  // GO:0005829  // GO:0030136 cytoplasm  // cytoplasmic vesicle  // cellular_component  // cytosol  // clathrin-coated vesicle GO:0005085  // GO:0017112  // GO:0017112  // GO:0017112 guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity ○
17217901 205.3408 238.968 0.8592816 -0.218797 0 main NM_172643 Zbtb41 zinc finger and BTB domain containing 41 homolog NM_172643 RefSeq Mus musculus zinc finger and BTB domain containing 41 homolog (Zbtb41), mRNA. FALSE 226470 Mm.119711 Q811F1 chr1 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17220177 28.33733 38.15434 0.7427027 -0.429143 0 main ENSMUST00000181811 Gm17275 predicted gene, 17275 ENSMUST00000181811 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:1:180802568:180809483:1 gene:ENSMUSG00000097347 gene_biotype:lincRNA transcript_biotype:lincRNA FALSE --- Mm.322735  // Mm.427935 P84244 chr1 GO:0006334  // GO:0007420  // GO:0009725 nucleosome assembly  // brain development  // response to hormone GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0003677  // GO:0046982 DNA binding  // protein heterodimerization activity ○
17220373 223.2658 264.4885 0.8441418 -0.244443 0 main NM_173378 Trp53bp2 transformation related protein 53 binding protein 2 NM_173378 RefSeq Mus musculus transformation related protein 53 binding protein 2 (Trp53bp2), mRNA. FALSE 209456 Mm.287450 Q8CG79 chr1 GO:0006915  // GO:0007049  // GO:0007417  // GO:0007507  // GO:0009792  // GO:0010212  // GO:0045786  // GO:0072332  // GO:0072332  // GO:0072332 apoptotic process  // cell cycle  // central nervous system development  // heart development  // embryo development ending in birth or egg hatching  // response to ionizing radiation  // negative regulation of cell cycle  // intrinsic apoptotic signaling pathway by p53 class mediator  // intrinsic apoptotic signaling pathway by p53 class mediator  // intrinsic apoptotic signaling pathway by p53 class mediator GO:0005634  // GO:0005737  // GO:0048471  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0048471 nucleus  // cytoplasm  // perinuclear region of cytoplasm  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // perinuclear region of cytoplasm GO:0008134  // GO:0017124  // GO:0042802  // GO:0051059  // GO:0042802  // GO:0051059 transcription factor binding  // SH3 domain binding  // identical protein binding  // NF-kappaB binding  // identical protein binding  // NF-kappaB binding ○
17220489 337.2852 305.6174 1.1036191 0.1422423 0 main NM_001163754 Rab3gap2 RAB3 GTPase activating protein subunit 2 NM_001163754 RefSeq Mus musculus RAB3 GTPase activating protein subunit 2 (Rab3gap2), mRNA. FALSE 98732 Mm.275841 Q8BMG7 chr1 GO:0043087  // GO:0008150  // GO:0043087  // GO:0043087  // GO:0043547 regulation of GTPase activity  // biological_process  // regulation of GTPase activity  // regulation of GTPase activity  // positive regulation of GTPase activity GO:0005737  // GO:0005886  // GO:0005737  // GO:0005886 cytoplasm  // plasma membrane  // cytoplasm  // plasma membrane GO:0005096  // GO:0030234  // GO:0046982  // GO:0003674  // GO:0030234  // GO:0046982 GTPase activator activity  // enzyme regulator activity  // protein heterodimerization activity  // molecular_function  // enzyme regulator activity  // protein heterodimerization activity ○
17221158 18.37664 18.73044 0.981111 -0.027512 0 main NM_001290397 Mybl1 myeloblastosis oncogene-like 1 NM_001290397 RefSeq Mus musculus myeloblastosis oncogene-like 1 (Mybl1), transcript variant 2, mRNA. FALSE 17864 Mm.479 P51960 chr1 GO:0006351  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634 nucleus GO:0003677  // GO:0003682 DNA binding  // chromatin binding ○
17222440 160.8323 235.9621 0.6816023 -0.552998 0 main NM_019570 Rev1 REV1 homolog (S. cerevisiae) NM_019570 RefSeq Mus musculus REV1 homolog (S. cerevisiae) (Rev1), mRNA. FALSE 56210 Mm.389103 Q920Q2 chr1 GO:0006260  // GO:0006281  // GO:0006974  // GO:0009411  // GO:0042276  // GO:0006261  // GO:0009411 DNA replication  // DNA repair  // cellular response to DNA damage stimulus  // response to UV  // error-prone translesion synthesis  // DNA-dependent DNA replication  // response to UV GO:0005634 nucleus GO:0000287  // GO:0003677  // GO:0003684  // GO:0003720  // GO:0003724  // GO:0003887  // GO:0003896  // GO:0004779  // GO:0008192  // GO:0008193  // GO:0008905  // GO:0016740  // GO:0016779  // GO:0017125  // GO:0033677  // GO:0043338  // GO:0043814  // GO:0043910  // GO:0046872  // GO:0052630 magnesium ion binding  // DNA binding  // damaged DNA binding  // telomerase activity  // RNA helicase activity  // DNA-directed DNA polymerase activity  // DNA primase activity  // sulfate adenylyltransferase activity  // RNA guanylyltransferase activity  // tRNA guanylyltransferase activity  // mannose-phosphate guanylyltransferase activity  // transferase activity  // nucleotidyltransferase activity  // deoxycytidyl transferase activity  // DNA/RNA helicase activity  // CTP:2,3-di-O-geranylgeranyl-sn-glycero-1-phosphate cytidyltransferase activity  // phospholactate guanylyltransferase activity  // ATP:coenzyme F420 adenylyltransferase activity  // metal ion binding  // UDP-N-acetylgalactosamine diphosphorylase activity ○
17223138 87.21326 102.9134 0.8474432 -0.238811 0 main NM_001163314 Pgap1 post-GPI attachment to proteins 1 NM_001163314 RefSeq Mus musculus post-GPI attachment to proteins 1 (Pgap1), mRNA. FALSE 241062 Mm.103539 Q3UUQ7 chr1 GO:0006505  // GO:0006506  // GO:0006810  // GO:0006886  // GO:0007605  // GO:0009880  // GO:0009880  // GO:0009948  // GO:0009948  // GO:0015031  // GO:0015798  // GO:0021871  // GO:0021871  // GO:0060322  // GO:0060322  // GO:0090305  // GO:0006506  // GO:0015798  // GO:0015798  // GO:0090305 GPI anchor metabolic process  // GPI anchor biosynthetic process  // transport  // intracellular protein transport  // sensory perception of sound  // embryonic pattern specification  // embryonic pattern specification  // anterior/posterior axis specification  // anterior/posterior axis specification  // protein transport  // myo-inositol transport  // forebrain regionalization  // forebrain regionalization  // head development  // head development  // nucleic acid phosphodiester bond hydrolysis  // GPI anchor biosynthetic process  // myo-inositol transport  // myo-inositol transport  // nucleic acid phosphodiester bond hydrolysis GO:0005783  // GO:0016020  // GO:0016021  // GO:0005783  // GO:0005783  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // endoplasmic reticulum  // endoplasmic reticulum  // endoplasmic reticulum membrane GO:0004518  // GO:0016787  // GO:0016788  // GO:0042578  // GO:0043765  // GO:0044824  // GO:0004518  // GO:0004518  // GO:0042578  // GO:0042578 nuclease activity  // hydrolase activity  // hydrolase activity, acting on ester bonds  // phosphoric ester hydrolase activity  // T/G mismatch-specific endonuclease activity  // retroviral 3' processing activity  // nuclease activity  // nuclease activity  // phosphoric ester hydrolase activity  // phosphoric ester hydrolase activity ○
17223946 17.66826 16.0907 1.0980417 0.1349329 0 main NM_010154 Erbb4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) NM_010154 RefSeq Mus musculus v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) (Erbb4), mRNA. FALSE 13869 Mm.442420 Q61527 chr1 GO:0001755  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0006915  // GO:0007165  // GO:0007169  // GO:0007275  // GO:0007399  // GO:0007507  // GO:0007595  // GO:0007595  // GO:0008284  // GO:0008285  // GO:0009880  // GO:0010656  // GO:0016310  // GO:0016477  // GO:0018108  // GO:0021551  // GO:0021889  // GO:0030334  // GO:0030335  // GO:0032230  // GO:0042523  // GO:0042523  // GO:0043066  // GO:0043129  // GO:0043653  // GO:0045165  // GO:0045893  // GO:0045893  // GO:0046326  // GO:0046777  // GO:0050679  // GO:0060045  // GO:0060074  // GO:0060644  // GO:0060749  // GO:0061026  // GO:0070374  // GO:2000366  // GO:2000366  // GO:0007165  // GO:0007169  // GO:0007169  // GO:0007595  // GO:0008284  // GO:0008284  // GO:0008285  // GO:0008285  // GO:0016477  // GO:0016477  // GO:0018108  // GO:0018108  // GO:0023014  // GO:0043066  // GO:0043066  // GO:0043552  // GO:0043552  // GO:0043653  // GO:0043653  // GO:0046777  // GO:0046777  // GO:0070374  // GO:0070374 neural crest cell migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // apoptotic process  // signal transduction  // transmembrane receptor protein tyrosine kinase signaling pathway  // multicellular organismal development  // nervous system development  // heart development  // lactation  // lactation  // positive regulation of cell proliferation  // negative regulation of cell proliferation  // embryonic pattern specification  // negative regulation of muscle cell apoptotic process  // phosphorylation  // cell migration  // peptidyl-tyrosine phosphorylation  // central nervous system morphogenesis  // olfactory bulb interneuron differentiation  // regulation of cell migration  // positive regulation of cell migration  // positive regulation of synaptic transmission, GABAergic  // positive regulation of tyrosine phosphorylation of Stat5 protein  // positive regulation of tyrosine phosphorylation of Stat5 protein  // negative regulation of aGO:0005634  // GO:0005737  // GO:0005739  // GO:0005886  // GO:0005901  // GO:0014069  // GO:0016020  // GO:0016021  // GO:0016323  // GO:0043235  // GO:0045121  // GO:0005634  // GO:0005737  // GO:0005739  // GO:0005886  // GO:0016323  // GO:0043235 nucleus  // cytoplasm  // mitochondrion  // plasma membrane  // caveola  // postsynaptic density  // membrane  // integral component of membrane  // basolateral plasma membrane  // receptor complex  // membrane raft  // nucleus  // cytoplasm  // mitochondrion  // plasma membrane  // basolateral plasma membrane  // receptor complex GO:0000166  // GO:0004672  // GO:0004713  // GO:0004714  // GO:0004716  // GO:0005154  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0042803  // GO:0044212  // GO:0004713  // GO:0004714  // GO:0004714  // GO:0005154  // GO:0042803  // GO:0044212 nucleotide binding  // protein kinase activity  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // receptor signaling protein tyrosine kinase activity  // epidermal growth factor receptor binding  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein homodimerization activity  // transcription regulatory region DNA binding  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // epidermal growth factor receptor binding  // protein homodimerization activity  // transcription regulatory region DNA binding ○
17225373 38.80965 27.58103 1.4071139 0.4927391 0 main NM_010262 Gbx2 gastrulation brain homeobox 2 NM_010262 RefSeq Mus musculus gastrulation brain homeobox 2 (Gbx2), mRNA. FALSE 14472 Mm.204730 P48031 chr1 GO:0001569  // GO:0001569  // GO:0001755  // GO:0006351  // GO:0006355  // GO:0007411  // GO:0008283  // GO:0021549  // GO:0021555  // GO:0021568  // GO:0021794  // GO:0021884  // GO:0021930  // GO:0030902  // GO:0030917  // GO:0035239  // GO:0042472  // GO:0048483 patterning of blood vessels  // patterning of blood vessels  // neural crest cell migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // axon guidance  // cell proliferation  // cerebellum development  // midbrain-hindbrain boundary morphogenesis  // rhombomere 2 development  // thalamus development  // forebrain neuron development  // cerebellar granule cell precursor proliferation  // hindbrain development  // midbrain-hindbrain boundary development  // tube morphogenesis  // inner ear morphogenesis  // autonomic nervous system development GO:0005634 nucleus GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17228426 344.0268 377.0215 0.9124859 -0.132126 0 main NM_001039184 Cep350 centrosomal protein 350 NM_001039184 RefSeq Mus musculus centrosomal protein 350 (Cep350), mRNA. FALSE 74081 Mm.260247 D3YTP2 chr1 GO:0008150  // GO:0034453 biological_process  // microtubule anchoring GO:0005634  // GO:0005737  // GO:0005813  // GO:0005634  // GO:0005737  // GO:0005813 nucleus  // cytoplasm  // centrosome  // nucleus  // cytoplasm  // centrosome GO:0003674  // GO:0008017 molecular_function  // microtubule binding ○
17229178 183.1643 249.8483 0.733102 -0.447914 0 main NM_009721 Atp1b1 ATPase, Na+/K+ transporting, beta 1 polypeptide NM_009721 RefSeq Mus musculus ATPase, Na+/K+ transporting, beta 1 polypeptide (Atp1b1), mRNA. FALSE 11931 Mm.4550 P14094 chr1 GO:0001666  // GO:0001824  // GO:0006200  // GO:0006810  // GO:0006811  // GO:0006813  // GO:0006814  // GO:0007155  // GO:0030001  // GO:0035725  // GO:0071805  // GO:0001666  // GO:0006813  // GO:0006814  // GO:0030001  // GO:0035725 response to hypoxia  // blastocyst development  // ATP catabolic process  // transport  // ion transport  // potassium ion transport  // sodium ion transport  // cell adhesion  // metal ion transport  // sodium ion transmembrane transport  // potassium ion transmembrane transport  // response to hypoxia  // potassium ion transport  // sodium ion transport  // metal ion transport  // sodium ion transmembrane transport GO:0005886  // GO:0005890  // GO:0005901  // GO:0016020  // GO:0016021  // GO:0016323  // GO:0016323  // GO:0016324  // GO:0016324  // GO:0070062  // GO:0005886  // GO:0005890  // GO:0005901  // GO:0016323  // GO:0016324 plasma membrane  // sodium:potassium-exchanging ATPase complex  // caveola  // membrane  // integral component of membrane  // basolateral plasma membrane  // basolateral plasma membrane  // apical plasma membrane  // apical plasma membrane  // extracellular vesicular exosome  // plasma membrane  // sodium:potassium-exchanging ATPase complex  // caveola  // basolateral plasma membrane  // apical plasma membrane GO:0005391  // GO:0005515  // GO:0023026  // GO:0005391 sodium:potassium-exchanging ATPase activity  // protein binding  // MHC class II protein complex binding  // sodium:potassium-exchanging ATPase activity ○
17230469 56.31487 54.15099 1.0399601 0.0565282 0 main ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685 Gm12657  // Gm6749  // H3f3c  // Gm10257  // H3f3b  // H3f3a predicted gene 12657  // predicted pseudogene 6749  // H3 histone, family 3C  // predicted gene 10257  // H3 histone, family 3B  // H3 histone, family 3A ENSMUST00000159685 ENSEMBL havana:known chromosome:GRCm38:1:180810241:180813603:-1 gene:ENSMUSG00000060743 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 667250 Mm.449778  // Mm.371797  // Mm.371563  // Mm.315189  // Mm.375617  // Mm.385440  // Mm.427935  // Mm.454661  // Mm.491100  // Mm.491524 E0CYN1 chr1 GO:0001649  // GO:0042692  // GO:1902340  // GO:0006997  // GO:0090230  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // muscle cell differentiation  // negative regulation of chromosome condensation  // nucleus organization  // regulation of centromere complex assembly  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0001740  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0005634  // GO:0000786  // GO:0005634  // GO:0005694  // GO:0005654 nuclear chromosome  // nuclear nucleosome  // Barr body  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleus  // nucleosome  // nucleus  // chromosome  // nucleoplasm GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○
17230602 200.0101 210.6942 0.949291 -0.075078 0 main NM_175127 Fbxo28 F-box protein 28 NM_175127 RefSeq Mus musculus F-box protein 28 (Fbxo28), mRNA. FALSE 67948 Mm.30737 Q8BIG4 chr1 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17230668 296.3055 311.7881 0.9503426 -0.07348 0 main NM_177389 Mia3 melanoma inhibitory activity 3 NM_177389 RefSeq Mus musculus melanoma inhibitory activity 3 (Mia3), mRNA. FALSE 338366 Mm.41152 Q8BI84 chr1 GO:0002063  // GO:0002687  // GO:0006810  // GO:0006887  // GO:0007162  // GO:0015031  // GO:0016192  // GO:0030199  // GO:0030336  // GO:0030501  // GO:0042060  // GO:0006887  // GO:0006887  // GO:0015031  // GO:0015031 chondrocyte development  // positive regulation of leukocyte migration  // transport  // exocytosis  // negative regulation of cell adhesion  // protein transport  // vesicle-mediated transport  // collagen fibril organization  // negative regulation of cell migration  // positive regulation of bone mineralization  // wound healing  // exocytosis  // exocytosis  // protein transport  // protein transport GO:0005783  // GO:0005789  // GO:0005789  // GO:0016020  // GO:0016021  // GO:0005789  // GO:0005789  // GO:0016021  // GO:0016021 endoplasmic reticulum  // endoplasmic reticulum membrane  // endoplasmic reticulum membrane  // membrane  // integral component of membrane  // endoplasmic reticulum membrane  // endoplasmic reticulum membrane  // integral component of membrane  // integral component of membrane GO:0003674 molecular_function ○
17230760 72.25445 85.06554 0.8493974 -0.235488 0 main NM_145515 Mark1 MAP/microtubule affinity-regulating kinase 1 NM_145515 RefSeq Mus musculus MAP/microtubule affinity-regulating kinase 1 (Mark1), mRNA. FALSE 226778 Mm.7445 Q8VHJ5 chr1 GO:0000226  // GO:0001764  // GO:0006468  // GO:0007010  // GO:0016055  // GO:0016310  // GO:0035556  // GO:0000226  // GO:0001764  // GO:0001764  // GO:0006468  // GO:0006468  // GO:0007010  // GO:0035556  // GO:0035556 microtubule cytoskeleton organization  // neuron migration  // protein phosphorylation  // cytoskeleton organization  // Wnt signaling pathway  // phosphorylation  // intracellular signal transduction  // microtubule cytoskeleton organization  // neuron migration  // neuron migration  // protein phosphorylation  // protein phosphorylation  // cytoskeleton organization  // intracellular signal transduction  // intracellular signal transduction GO:0005737  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0005886 cytoplasm  // cytoskeleton  // plasma membrane  // membrane  // cytoplasm  // cytoskeleton  // plasma membrane  // plasma membrane GO:0000166  // GO:0000287  // GO:0001786  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0005546  // GO:0008289  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0046872  // GO:0050321  // GO:0070300  // GO:0000287  // GO:0000287  // GO:0001786  // GO:0001786  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0005524  // GO:0005524  // GO:0005546  // GO:0005546  // GO:0050321  // GO:0050321  // GO:0070300  // GO:0070300 nucleotide binding  // magnesium ion binding  // phosphatidylserine binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // phosphatidylinositol-4,5-bisphosphate binding  // lipid binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // metal ion binding  // tau-protein kinase activity  // phosphatidic acid binding  // magnesium ion binding  // magnesium ion binding  // phosphatidylserine binding  // phosphatidylserine binding  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // ATP binding  // ATP binding  // phosphatidylinositol-4,5-bisphosphate binding  // phosphatidylinositol-4,5-bisphosphate binding  // tau-protein kinase activity  // tau-protein kinase activity  // phosphatidic acid binding  // phosphatidic acid binding ○
17231461 203.3791 203.6139 0.9988468 -0.001665 0 main NM_007956 Esr1 estrogen receptor 1 (alpha) NM_007956 RefSeq Mus musculus estrogen receptor 1 (alpha) (Esr1), mRNA. FALSE 13982 Mm.9213  // Mm.463262  // Mm.489063 P19785 chr10 GO:0001547  // GO:0002064  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0007200  // GO:0007204  // GO:0008209  // GO:0008584  // GO:0010629  // GO:0010863  // GO:0016049  // GO:0030518  // GO:0030520  // GO:0030522  // GO:0032355  // GO:0042981  // GO:0043124  // GO:0043401  // GO:0043433  // GO:0043523  // GO:0043627  // GO:0045429  // GO:0045742  // GO:0045839  // GO:0045944  // GO:0045944  // GO:0046325  // GO:0048146  // GO:0048386  // GO:0048662  // GO:0051000  // GO:0051091  // GO:0060011  // GO:0060065  // GO:0060068  // GO:0060523  // GO:0060527  // GO:0060687  // GO:0060745  // GO:0060749  // GO:0060750  // GO:0070374  // GO:0071391  // GO:0071392  // GO:0090209  // GO:1901215  // GO:0006355  // GO:0007200  // GO:0007204  // GO:0010629  // GO:0010863  // GO:0030518  // GO:0030520  // GO:0032355  // GO:0043124  // GO:0043124  // GO:0043401  // GO:0043433  // GO:0043433  // GO:0043627  // GO:0045429  // GO:0045429  // GO:0048386  // GO:0051000  // GO:0051000  // GO:0051091  // GO:0antral ovarian follicle growth  // epithelial cell development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // phospholipase C-activating G-protein coupled receptor signaling pathway  // positive regulation of cytosolic calcium ion concentration  // androgen metabolic process  // male gonad development  // negative regulation of gene expression  // positive regulation of phospholipase C activity  // cell growth  // intracellular steroid hormone receptor signaling pathway  // intracellular estrogen receptor signaling pathway  // intracellular receptor signaling pathway  // response to estradiol  // regulation of apoptotic process  // negative regulation of I-kappaB kinase/NF-kappaB signaling  // steroid hormone mediated signaling pathway  // negative regulation of sequence-specific DNA binding transcription factor activity  // regulation of neuron apoptotic proceGO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005739  // GO:0005794  // GO:0005886  // GO:0016020  // GO:0030315  // GO:0043005  // GO:0043195  // GO:0043204  // GO:0043234  // GO:0048471  // GO:0005634  // GO:0005737  // GO:0005886 nucleus  // nucleus  // cytoplasm  // cytoplasm  // mitochondrion  // Golgi apparatus  // plasma membrane  // membrane  // T-tubule  // neuron projection  // terminal bouton  // perikaryon  // protein complex  // perinuclear region of cytoplasm  // nucleus  // cytoplasm  // plasma membrane GO:0001046  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0003707  // GO:0004879  // GO:0005496  // GO:0005515  // GO:0008013  // GO:0008134  // GO:0008270  // GO:0008289  // GO:0019899  // GO:0030284  // GO:0031798  // GO:0032403  // GO:0034056  // GO:0038052  // GO:0042562  // GO:0042802  // GO:0043565  // GO:0046872  // GO:0001046  // GO:0003677  // GO:0003707  // GO:0005496  // GO:0005496  // GO:0008013  // GO:0019899  // GO:0030284  // GO:0034056  // GO:0038052  // GO:0042802 core promoter sequence-specific DNA binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // steroid hormone receptor activity  // ligand-activated sequence-specific DNA binding RNA polymerase II transcription factor activity  // steroid binding  // protein binding  // beta-catenin binding  // transcription factor binding  // zinc ion binding  // lipid binding  // enzyme binding  // estrogen receptor activity  // type 1 metabotropic glutamate receptor binding  // protein complex binding  // estrogen response element binding  // estrogen-activated sequence-specific DNA binding RNA polymerase II transcription factor activity  // hormone binding  // identical protein binding  // sequence-specific DNA binding  // metal ion binding  // core promoter sequence-specific DNA binding  // DNA binding  // steroid hormone receptor activity  // steroid binding  // steroid binding  // beta-catenin binding  // enzyme binding  // estrogen receptor activity  // estrogen ○
17232483 13.10851 13.23052 0.9907781 -0.013366 0 main XR_380237 LOC102632938 uncharacterized LOC102632938 XR_380237 RefSeq PREDICTED: Mus musculus uncharacterized LOC102632938 (LOC102632938), ncRNA. FALSE 102632938 --- Q8BG92 chr10 --- --- --- --- --- --- ○
17232734 146.1333 158.2847 0.9232307 -0.115237 0 main NM_001168304 Cdk19 cyclin-dependent kinase 19 NM_001168304 RefSeq Mus musculus cyclin-dependent kinase 19 (Cdk19), transcript variant 1, mRNA. FALSE 78334 Mm.200924 Q8BWD8 chr10 GO:0006468  // GO:0007049  // GO:0016310  // GO:0051301  // GO:0051726  // GO:0008152 protein phosphorylation  // cell cycle  // phosphorylation  // cell division  // regulation of cell cycle  // metabolic process GO:0005575 cellular_component GO:0000166  // GO:0004672  // GO:0004674  // GO:0004693  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // cyclin-dependent protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups ○
17233437 198.2301 215.519 0.9197802 -0.120639 0 main NM_001193303 Lims1 LIM and senescent cell antigen-like domains 1 NM_001193303 RefSeq Mus musculus LIM and senescent cell antigen-like domains 1 (Lims1), transcript variant 3, mRNA. FALSE 110829 Mm.57734 Q99JW4 chr10 GO:0007160  // GO:0007163  // GO:0016337  // GO:0043009  // GO:0043066  // GO:0045216  // GO:0045892  // GO:0050680  // GO:0051291  // GO:2000178  // GO:2000346  // GO:2001046  // GO:0051291 cell-matrix adhesion  // establishment or maintenance of cell polarity  // single organismal cell-cell adhesion  // chordate embryonic development  // negative regulation of apoptotic process  // cell-cell junction organization  // negative regulation of transcription, DNA-templated  // negative regulation of epithelial cell proliferation  // protein heterooligomerization  // negative regulation of neural precursor cell proliferation  // negative regulation of hepatocyte proliferation  // positive regulation of integrin-mediated signaling pathway  // protein heterooligomerization GO:0005886  // GO:0005925  // GO:0005925  // GO:0016020  // GO:0030054  // GO:0043234  // GO:0048471  // GO:0005925  // GO:0043234 plasma membrane  // focal adhesion  // focal adhesion  // membrane  // cell junction  // protein complex  // perinuclear region of cytoplasm  // focal adhesion  // protein complex GO:0005515  // GO:0008270  // GO:0046872  // GO:0008270 protein binding  // zinc ion binding  // metal ion binding  // zinc ion binding ○
17233457 855.5234 1143.976 0.7478508 -0.419178 0 main NM_011240 Ranbp2 RAN binding protein 2 NM_011240 RefSeq Mus musculus RAN binding protein 2 (Ranbp2), mRNA. FALSE 19386 Mm.431695 Q9ERU9 chr10 GO:0006457  // GO:0006810  // GO:0015031  // GO:0033132  // GO:0046907  // GO:0051028  // GO:0090526  // GO:0000413  // GO:0016925  // GO:0016925 protein folding  // transport  // protein transport  // negative regulation of glucokinase activity  // intracellular transport  // mRNA transport  // regulation of gluconeogenesis involved in cellular glucose homeostasis  // protein peptidyl-prolyl isomerization  // protein sumoylation  // protein sumoylation GO:0005634  // GO:0005643  // GO:0005739  // GO:0016020  // GO:0031965  // GO:0031965  // GO:0042405  // GO:0042405  // GO:0044615  // GO:0044615 nucleus  // nuclear pore  // mitochondrion  // membrane  // nuclear membrane  // nuclear membrane  // nuclear inclusion body  // nuclear inclusion body  // nuclear pore nuclear basket  // nuclear pore nuclear basket GO:0003723  // GO:0003755  // GO:0005515  // GO:0008270  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740 RNA binding  // peptidyl-prolyl cis-trans isomerase activity  // protein binding  // zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity ○
17235211 232.281 400.6118 0.5798157 -0.786334 0 main NM_021565 Midn midnolin NM_021565 RefSeq Mus musculus midnolin (Midn), mRNA. FALSE 59090 Mm.143813 Q3TPJ7 chr10 GO:0033132  // GO:0046676  // GO:0033132  // GO:0046676 negative regulation of glucokinase activity  // negative regulation of insulin secretion  // negative regulation of glucokinase activity  // negative regulation of insulin secretion GO:0005634  // GO:0005730  // GO:0005730  // GO:0005829  // GO:0005634  // GO:0005730 nucleus  // nucleolus  // nucleolus  // cytosol  // nucleus  // nucleolus GO:0019900  // GO:0019900 kinase binding  // kinase binding ○
17236182 1467.903 1672.027 0.8779182 -0.187842 0 main NM_011595 Timp3 tissue inhibitor of metalloproteinase 3 NM_011595 RefSeq Mus musculus tissue inhibitor of metalloproteinase 3 (Timp3), mRNA. FALSE 21859 Mm.4871 P39876 chr10 GO:0010466  // GO:0045861  // GO:0051045  // GO:0071310  // GO:0010951  // GO:0051045 negative regulation of peptidase activity  // negative regulation of proteolysis  // negative regulation of membrane protein ectodomain proteolysis  // cellular response to organic substance  // negative regulation of endopeptidase activity  // negative regulation of membrane protein ectodomain proteolysis GO:0005576  // GO:0005578  // GO:0005604  // GO:0005634  // GO:0005737  // GO:0031012  // GO:0031012 extracellular region  // proteinaceous extracellular matrix  // basement membrane  // nucleus  // cytoplasm  // extracellular matrix  // extracellular matrix GO:0004857  // GO:0008191  // GO:0030414  // GO:0046872 enzyme inhibitor activity  // metalloendopeptidase inhibitor activity  // peptidase inhibitor activity  // metal ion binding ○
17236439 15.10888 15.49385 0.9751534 -0.036299 0 main NM_001128086 Anks1b ankyrin repeat and sterile alpha motif domain containing 1B NM_001128086 RefSeq Mus musculus ankyrin repeat and sterile alpha motif domain containing 1B (Anks1b), transcript variant 1, mRNA. FALSE 77531 Mm.440605 Q8BIZ1 chr10 GO:0008150 biological_process GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0030054  // GO:0042995  // GO:0045202  // GO:0045211  // GO:0005575  // GO:0014069  // GO:0043197 nucleus  // cytoplasm  // plasma membrane  // membrane  // cell junction  // cell projection  // synapse  // postsynaptic membrane  // cellular_component  // postsynaptic density  // dendritic spine GO:0046875  // GO:0046875 ephrin receptor binding  // ephrin receptor binding ○
17238449 200.7531 198.2105 1.0128278 0.0183889 0 main NM_172790 Ankrd52 ankyrin repeat domain 52 NM_172790 RefSeq Mus musculus ankyrin repeat domain 52 (Ankrd52), mRNA. FALSE 237615 Mm.440177 Q8BTI7 chr10 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17238571 267.1325 268.5456 0.994738 -0.007612 0 main NM_028873 Dnajc14 DnaJ (Hsp40) homolog, subfamily C, member 14 NM_028873 RefSeq Mus musculus DnaJ (Hsp40) homolog, subfamily C, member 14 (Dnajc14), mRNA. FALSE 74330 Mm.296915 Q921R4 chr10 GO:0006810  // GO:0015031  // GO:0008150 transport  // protein transport  // biological_process GO:0005783  // GO:0016020  // GO:0016021  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // endoplasmic reticulum membrane GO:0001664  // GO:0050780 G-protein coupled receptor binding  // dopamine receptor binding ○
17239234 28.48119 24.57605 1.1589002 0.2127564 0 main NM_001114333 Grm1 glutamate receptor, metabotropic 1 NM_001114333 RefSeq Mus musculus glutamate receptor, metabotropic 1 (Grm1), transcript variant 2, mRNA. FALSE 14816 Mm.482986 P97772 chr10 GO:0000186  // GO:0000187  // GO:0007165  // GO:0007186  // GO:0007205  // GO:0007206  // GO:0007216  // GO:0007626  // GO:0019233  // GO:0019722  // GO:0043408  // GO:0051930  // GO:0051966  // GO:0071257  // GO:0007186  // GO:0007205  // GO:0007216  // GO:0007216  // GO:0038042  // GO:0051482  // GO:0051966 activation of MAPKK activity  // activation of MAPK activity  // signal transduction  // G-protein coupled receptor signaling pathway  // protein kinase C-activating G-protein coupled receptor signaling pathway  // phospholipase C-activating G-protein coupled glutamate receptor signaling pathway  // G-protein coupled glutamate receptor signaling pathway  // locomotory behavior  // sensory perception of pain  // calcium-mediated signaling  // regulation of MAPK cascade  // regulation of sensory perception of pain  // regulation of synaptic transmission, glutamatergic  // cellular response to electrical stimulus  // G-protein coupled receptor signaling pathway  // protein kinase C-activating G-protein coupled receptor signaling pathway  // G-protein coupled glutamate receptor signaling pathway  // G-protein coupled glutamate receptor signaling pathway  // dimeric G-protein coupled receptor signaling pathway  // positive regulation of cytosolic calcium ion concentration involved in phospholipase C-activating G-pGO:0005634  // GO:0005886  // GO:0005887  // GO:0014069  // GO:0014069  // GO:0016020  // GO:0016021  // GO:0030424  // GO:0030425  // GO:0038038  // GO:0042734  // GO:0043005  // GO:0043025  // GO:0043197  // GO:0045211  // GO:0005887  // GO:0005887  // GO:0038038 nucleus  // plasma membrane  // integral component of plasma membrane  // postsynaptic density  // postsynaptic density  // membrane  // integral component of membrane  // axon  // dendrite  // G-protein coupled receptor homodimeric complex  // presynaptic membrane  // neuron projection  // neuronal cell body  // dendritic spine  // postsynaptic membrane  // integral component of plasma membrane  // integral component of plasma membrane  // G-protein coupled receptor homodimeric complex GO:0001639  // GO:0004871  // GO:0004930  // GO:0005515  // GO:0008066  // GO:0030331  // GO:0042802  // GO:0008066  // GO:0008066  // GO:0008066 PLC activating G-protein coupled glutamate receptor activity  // signal transducer activity  // G-protein coupled receptor activity  // protein binding  // glutamate receptor activity  // estrogen receptor binding  // identical protein binding  // glutamate receptor activity  // glutamate receptor activity  // glutamate receptor activity ○
17240123 11.9302 11.32564 1.0533798 0.0750257 0 main XM_006512693 Clvs2 clavesin 2 XM_006512693 RefSeq PREDICTED: Mus musculus clavesin 2 (Clvs2), transcript variant X1, mRNA. FALSE 215890 Mm.94461 Q8BG92 chr10 GO:0006810  // GO:0007040  // GO:0007040 transport  // lysosome organization  // lysosome organization GO:0005622  // GO:0005768  // GO:0005794  // GO:0005802  // GO:0016020  // GO:0030136  // GO:0031410  // GO:0005768  // GO:0005768  // GO:0005802  // GO:0030136  // GO:0031901 intracellular  // endosome  // Golgi apparatus  // trans-Golgi network  // membrane  // clathrin-coated vesicle  // cytoplasmic vesicle  // endosome  // endosome  // trans-Golgi network  // clathrin-coated vesicle  // early endosome membrane GO:0005215  // GO:0008289  // GO:0080025  // GO:0080025  // GO:0080025 transporter activity  // lipid binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding ○
17240226 245.2886 234.4308 1.0463156 0.0653181 0 main NM_008538 Marcks myristoylated alanine rich protein kinase C substrate NM_008538 RefSeq Mus musculus myristoylated alanine rich protein kinase C substrate (Marcks), mRNA. FALSE 17118 Mm.30059 P26645 chr10 --- --- GO:0005737  // GO:0005813  // GO:0005856  // GO:0005938  // GO:0016020  // GO:0042585  // GO:0005737  // GO:0016020 cytoplasm  // centrosome  // cytoskeleton  // cell cortex  // membrane  // germinal vesicle  // cytoplasm  // membrane GO:0003779  // GO:0005080  // GO:0005515  // GO:0005516 actin binding  // protein kinase C binding  // protein binding  // calmodulin binding ○
17241032 482.7296 187.1108 2.5799131 1.3673225 0 main 2Up NM_029083 Ddit4 DNA-damage-inducible transcript 4 NM_029083 RefSeq Mus musculus DNA-damage-inducible transcript 4 (Ddit4), mRNA. FALSE 74747 Mm.21697 Q9D3F7 chr10 GO:0001666  // GO:0001666  // GO:0001764  // GO:0006915  // GO:0007420  // GO:0008283  // GO:0009968  // GO:0010801  // GO:0030182  // GO:0032007  // GO:0032007  // GO:0033137  // GO:0042771  // GO:0043241  // GO:0045820  // GO:0048011  // GO:0051607  // GO:0072593  // GO:1901216  // GO:1902532  // GO:0001666  // GO:0001764  // GO:0006915  // GO:0007420  // GO:0008283  // GO:0010801  // GO:0030182  // GO:0032007  // GO:0033137  // GO:0048011  // GO:1901216  // GO:1902532 response to hypoxia  // response to hypoxia  // neuron migration  // apoptotic process  // brain development  // cell proliferation  // negative regulation of signal transduction  // negative regulation of peptidyl-threonine phosphorylation  // neuron differentiation  // negative regulation of TOR signaling  // negative regulation of TOR signaling  // negative regulation of peptidyl-serine phosphorylation  // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // protein complex disassembly  // negative regulation of glycolytic process  // neurotrophin TRK receptor signaling pathway  // defense response to virus  // reactive oxygen species metabolic process  // positive regulation of neuron death  // negative regulation of intracellular signal transduction  // response to hypoxia  // neuron migration  // apoptotic process  // brain development  // cell proliferation  // negative regulation of peptidyl-threonine phosphorylation  // neuron differentiation  // negative regulatiGO:0005622  // GO:0005622  // GO:0005737  // GO:0005739  // GO:0005622  // GO:0005737  // GO:0005737  // GO:0005739  // GO:0005829 intracellular  // intracellular  // cytoplasm  // mitochondrion  // intracellular  // cytoplasm  // cytoplasm  // mitochondrion  // cytosol GO:0071889 14-3-3 protein binding ○
17243509 141.4882 139.9786 1.0107845 0.0154755 0 main NM_010914 Nfyb nuclear transcription factor-Y beta NM_010914 RefSeq Mus musculus nuclear transcription factor-Y beta (Nfyb), mRNA. FALSE 18045 Mm.245998 P63139 chr10 GO:0006351  // GO:0006355  // GO:0045893  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005622  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0016602  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0016602 intracellular  // nucleus  // nucleus  // transcription factor complex  // CCAAT-binding factor complex  // nucleus  // nucleus  // nucleoplasm  // CCAAT-binding factor complex GO:0003677  // GO:0003677  // GO:0003700  // GO:0032403  // GO:0043565  // GO:0044212  // GO:0046982  // GO:0070491  // GO:0003677  // GO:0070491 DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // protein complex binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // protein heterodimerization activity  // repressing transcription factor binding  // DNA binding  // repressing transcription factor binding ○
17245095 357.7865 384.7924 0.929817 -0.104981 0 main NM_001037848 Cnot2 CCR4-NOT transcription complex, subunit 2 NM_001037848 RefSeq Mus musculus CCR4-NOT transcription complex, subunit 2 (Cnot2), transcript variant 4, mRNA. FALSE 72068 Mm.351553 Q8C5L3 chr10 GO:0000122  // GO:0001829  // GO:0006351  // GO:0006355  // GO:0006417  // GO:0007275  // GO:0010606  // GO:0031047  // GO:0033147  // GO:0090503  // GO:2000036  // GO:2000036  // GO:0000122  // GO:0000122  // GO:0010606  // GO:0010606  // GO:0033147  // GO:0033147  // GO:0090503  // GO:0090503 negative regulation of transcription from RNA polymerase II promoter  // trophectodermal cell differentiation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of translation  // multicellular organismal development  // positive regulation of cytoplasmic mRNA processing body assembly  // gene silencing by RNA  // negative regulation of intracellular estrogen receptor signaling pathway  // RNA phosphodiester bond hydrolysis, exonucleolytic  // regulation of stem cell maintenance  // regulation of stem cell maintenance  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // positive regulation of cytoplasmic mRNA processing body assembly  // positive regulation of cytoplasmic mRNA processing body assembly  // negative regulation of intracellular estrogen receptor signaling pathway  // negative regulation of intracellular estrogen receptor signaling pathway  // RNA phosphodieGO:0005634  // GO:0005737  // GO:0030014  // GO:0005737  // GO:0005737  // GO:0030014  // GO:0030014 nucleus  // cytoplasm  // CCR4-NOT complex  // cytoplasm  // cytoplasm  // CCR4-NOT complex  // CCR4-NOT complex GO:0001226  // GO:0004535  // GO:0001226  // GO:0001226  // GO:0004535  // GO:0004535 RNA polymerase II transcription corepressor binding  // poly(A)-specific ribonuclease activity  // RNA polymerase II transcription corepressor binding  // RNA polymerase II transcription corepressor binding  // poly(A)-specific ribonuclease activity  // poly(A)-specific ribonuclease activity ○
17245188 316.8773 293.1326 1.0810033 0.1123709 0 main NM_177798 Frs2 fibroblast growth factor receptor substrate 2 NM_177798 RefSeq Mus musculus fibroblast growth factor receptor substrate 2 (Frs2), mRNA. FALSE 327826 Mm.135965 Q8C180 chr10 GO:0000187  // GO:0001702  // GO:0001759  // GO:0002088  // GO:0003281  // GO:0007169  // GO:0007405  // GO:0007405  // GO:0008543  // GO:0008543  // GO:0008543  // GO:0008595  // GO:0009967  // GO:0030900  // GO:0042981  // GO:0046619  // GO:0050678  // GO:0060527  // GO:0070307  // GO:0070307  // GO:0070372 activation of MAPK activity  // gastrulation with mouth forming second  // organ induction  // lens development in camera-type eye  // ventricular septum development  // transmembrane receptor protein tyrosine kinase signaling pathway  // neuroblast proliferation  // neuroblast proliferation  // fibroblast growth factor receptor signaling pathway  // fibroblast growth factor receptor signaling pathway  // fibroblast growth factor receptor signaling pathway  // anterior/posterior axis specification, embryo  // positive regulation of signal transduction  // forebrain development  // regulation of apoptotic process  // optic placode formation involved in camera-type eye formation  // regulation of epithelial cell proliferation  // prostate epithelial cord arborization involved in prostate glandular acinus morphogenesis  // lens fiber cell development  // lens fiber cell development  // regulation of ERK1 and ERK2 cascade GO:0005737  // GO:0005886  // GO:0005911  // GO:0016020 cytoplasm  // plasma membrane  // cell-cell junction  // membrane GO:0005068  // GO:0005104  // GO:0005158  // GO:0005168  // GO:0005515  // GO:0005104  // GO:0005168 transmembrane receptor protein tyrosine kinase adaptor activity  // fibroblast growth factor receptor binding  // insulin receptor binding  // neurotrophin TRKA receptor binding  // protein binding  // fibroblast growth factor receptor binding  // neurotrophin TRKA receptor binding ○
17245587 437.382 454.9009 0.9614885 -0.056658 0 main NM_001163024 Mon2 MON2 homolog (yeast) NM_001163024 RefSeq Mus musculus MON2 homolog (yeast) (Mon2), transcript variant 1, mRNA. FALSE 67074 Mm.169924 Q80TL7 chr10 GO:0006810  // GO:0015031  // GO:0016192  // GO:0030036  // GO:0043087  // GO:0006895  // GO:0016192  // GO:0030036  // GO:0043547 transport  // protein transport  // vesicle-mediated transport  // actin cytoskeleton organization  // regulation of GTPase activity  // Golgi to endosome transport  // vesicle-mediated transport  // actin cytoskeleton organization  // positive regulation of GTPase activity GO:0005802  // GO:0005802 trans-Golgi network  // trans-Golgi network GO:0005086  // GO:0005086 ARF guanyl-nucleotide exchange factor activity  // ARF guanyl-nucleotide exchange factor activity ○
17246268 56.10082 51.18897 1.0959552 0.1321889 0 main NM_011772 Ikzf4 IKAROS family zinc finger 4 NM_011772 RefSeq Mus musculus IKAROS family zinc finger 4 (Ikzf4), mRNA. FALSE 22781 Mm.358648 Q8C208 chr10 GO:0006351  // GO:0006355  // GO:0045892  // GO:0045944 transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0005515  // GO:0042803  // GO:0043425  // GO:0043565  // GO:0046872  // GO:0046982 nucleic acid binding  // DNA binding  // protein binding  // protein homodimerization activity  // bHLH transcription factor binding  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity ○
17247448 279.4539 315.9281 0.884549 -0.176986 0 main ENSMUST00000154425 Ppp3r1 protein phosphatase 3, regulatory subunit B, alpha isoform (calcineurin B, type I) ENSMUST00000154425 ENSEMBL havana:known chromosome:GRCm38:11:17192844:17195109:1 gene:ENSMUSG00000033953 gene_biotype:protein_coding transcript_biotype:processed_transcript FALSE 19058 Mm.41840  // Mm.401506  // Mm.474050 Q63810 chr11 GO:0001569  // GO:0001837  // GO:0006470  // GO:0006470  // GO:0007507  // GO:0034504  // GO:0051531  // GO:0060487 patterning of blood vessels  // epithelial to mesenchymal transition  // protein dephosphorylation  // protein dephosphorylation  // heart development  // protein localization to nucleus  // NFAT protein import into nucleus  // lung epithelial cell differentiation GO:0005622  // GO:0005623  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0042383  // GO:0005829  // GO:0005829  // GO:0042383 intracellular  // cell  // cytoplasm  // plasma membrane  // membrane  // sarcolemma  // cytosol  // cytosol  // sarcolemma GO:0004721  // GO:0004721  // GO:0005509  // GO:0005515  // GO:0019899  // GO:0019904  // GO:0046872 phosphoprotein phosphatase activity  // phosphoprotein phosphatase activity  // calcium ion binding  // protein binding  // enzyme binding  // protein domain specific binding  // metal ion binding ○
17247519 152.9826 168.062 0.9102748 -0.135626 0 main NM_033523 Spred2 sprouty-related, EVH1 domain containing 2 NM_033523 RefSeq Mus musculus sprouty-related, EVH1 domain containing 2 (Spred2), mRNA. FALSE 114716 Mm.266627 Q924S7 chr11 GO:0000188  // GO:0007275  // GO:0009966  // GO:0010801  // GO:0010801  // GO:0043517  // GO:0071901  // GO:0090311 inactivation of MAPK activity  // multicellular organismal development  // regulation of signal transduction  // negative regulation of peptidyl-threonine phosphorylation  // negative regulation of peptidyl-threonine phosphorylation  // positive regulation of DNA damage response, signal transduction by p53 class mediator  // negative regulation of protein serine/threonine kinase activity  // regulation of protein deacetylation GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0031410  // GO:0005737  // GO:0030658  // GO:0031410 nucleus  // cytoplasm  // plasma membrane  // membrane  // cytoplasmic vesicle  // cytoplasm  // transport vesicle membrane  // cytoplasmic vesicle GO:0005173  // GO:0005515  // GO:0019901  // GO:0019901  // GO:0030291 stem cell factor receptor binding  // protein binding  // protein kinase binding  // protein kinase binding  // protein serine/threonine kinase inhibitor activity ○
17247533 1104.707 1084.556 1.01858 0.0265592 0 main ENSMUST00000132285 Rab1 RAB1, member RAS oncogene family ENSMUST00000132285 ENSEMBL havana:known chromosome:GRCm38:11:20201439:20219487:1 gene:ENSMUSG00000020149 gene_biotype:protein_coding transcript_biotype:processed_transcript FALSE 19324 Mm.271944  // Mm.368433  // Mm.471872  // Mm.486775  // Mm.491009 P62821 chr11 GO:0000045  // GO:0006184  // GO:0006810  // GO:0006886  // GO:0006888  // GO:0006897  // GO:0006914  // GO:0007264  // GO:0015031  // GO:0016192  // GO:0016477  // GO:0016477  // GO:0030252  // GO:0032402  // GO:0034446  // GO:0042742  // GO:0047496  // GO:0072606  // GO:0000045  // GO:0000045  // GO:0006184  // GO:0006184  // GO:0006888  // GO:0006888  // GO:0006888  // GO:0006897  // GO:0006897  // GO:0006914  // GO:0006914  // GO:0016477  // GO:0030252  // GO:0030252  // GO:0042742  // GO:0042742  // GO:0047496  // GO:0047496  // GO:0072606  // GO:0072606 autophagic vacuole assembly  // GTP catabolic process  // transport  // intracellular protein transport  // ER to Golgi vesicle-mediated transport  // endocytosis  // autophagy  // small GTPase mediated signal transduction  // protein transport  // vesicle-mediated transport  // cell migration  // cell migration  // growth hormone secretion  // melanosome transport  // substrate adhesion-dependent cell spreading  // defense response to bacterium  // vesicle transport along microtubule  // interleukin-8 secretion  // autophagic vacuole assembly  // autophagic vacuole assembly  // GTP catabolic process  // GTP catabolic process  // ER to Golgi vesicle-mediated transport  // ER to Golgi vesicle-mediated transport  // ER to Golgi vesicle-mediated transport  // endocytosis  // endocytosis  // autophagy  // autophagy  // cell migration  // growth hormone secretion  // growth hormone secretion  // defense response to bacterium  // defense response to bacterium  // vesicle transport along microtubule  // vesicle tranGO:0000139  // GO:0005622  // GO:0005623  // GO:0005737  // GO:0005768  // GO:0005769  // GO:0005783  // GO:0005789  // GO:0005794  // GO:0016020  // GO:0042470  // GO:0043025  // GO:0070062  // GO:0005769  // GO:0005794  // GO:0005829  // GO:0042470 Golgi membrane  // intracellular  // cell  // cytoplasm  // endosome  // early endosome  // endoplasmic reticulum  // endoplasmic reticulum membrane  // Golgi apparatus  // membrane  // melanosome  // neuronal cell body  // extracellular vesicular exosome  // early endosome  // Golgi apparatus  // cytosol  // melanosome GO:0000166  // GO:0003924  // GO:0005515  // GO:0005525  // GO:0003924  // GO:0003924  // GO:0005525 nucleotide binding  // GTPase activity  // protein binding  // GTP binding  // GTPase activity  // GTPase activity  // GTP binding ○
17247550 335.193 423.2663 0.7919199 -0.336574 0 main ENSMUST00000101477 Peli1 pellino 1 ENSMUST00000101477 ENSEMBL havana:known chromosome:GRCm38:11:21135469:21150323:1 gene:ENSMUSG00000020134 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 67245 Mm.28957  // Mm.403029  // Mm.408019  // Mm.408628 Q8C669 chr11 GO:0000209  // GO:0001819  // GO:0008063  // GO:0030890  // GO:0031398  // GO:0032088  // GO:0032496  // GO:0034141  // GO:0034145  // GO:0042130  // GO:0043123  // GO:0043331  // GO:0050868  // GO:0050871  // GO:0070936  // GO:0016567 protein polyubiquitination  // positive regulation of cytokine production  // Toll signaling pathway  // positive regulation of B cell proliferation  // positive regulation of protein ubiquitination  // negative regulation of NF-kappaB transcription factor activity  // response to lipopolysaccharide  // positive regulation of toll-like receptor 3 signaling pathway  // positive regulation of toll-like receptor 4 signaling pathway  // negative regulation of T cell proliferation  // positive regulation of I-kappaB kinase/NF-kappaB signaling  // response to dsRNA  // negative regulation of T cell activation  // positive regulation of B cell activation  // protein K48-linked ubiquitination  // protein ubiquitination GO:0005634 nucleus GO:0004842  // GO:0005515  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0005515 ubiquitin-protein transferase activity  // protein binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // protein binding ○
17248213 497.7278 864.8309 0.5755204 -0.797061 0 main NM_001290676 Cpeb4 cytoplasmic polyadenylation element binding protein 4 NM_001290676 RefSeq Mus musculus cytoplasmic polyadenylation element binding protein 4 (Cpeb4), transcript variant 2, mRNA. FALSE 67579 Mm.339792 Q7TN98 chr11 GO:0002931  // GO:0035235  // GO:0036294  // GO:0042149  // GO:0043524  // GO:0071230  // GO:0071230  // GO:0035235  // GO:0036294  // GO:0042149  // GO:0043524  // GO:0071230 response to ischemia  // ionotropic glutamate receptor signaling pathway  // cellular response to decreased oxygen levels  // cellular response to glucose starvation  // negative regulation of neuron apoptotic process  // cellular response to amino acid stimulus  // cellular response to amino acid stimulus  // ionotropic glutamate receptor signaling pathway  // cellular response to decreased oxygen levels  // cellular response to glucose starvation  // negative regulation of neuron apoptotic process  // cellular response to amino acid stimulus GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005783  // GO:0014069  // GO:0030425  // GO:0030425  // GO:0045202  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm  // cytoplasm  // endoplasmic reticulum  // postsynaptic density  // dendrite  // dendrite  // synapse  // nucleus  // cytoplasm GO:0000166  // GO:0003676  // GO:0003723  // GO:0044822  // GO:0003723 nucleotide binding  // nucleic acid binding  // RNA binding  // poly(A) RNA binding  // RNA binding ○
17248288 106.309 143.4328 0.7411764 -0.432111 0 main NM_177364 Sh3pxd2b SH3 and PX domains 2B NM_177364 RefSeq Mus musculus SH3 and PX domains 2B (Sh3pxd2b), mRNA. FALSE 268396 Mm.227616 A2AAY5 chr11 GO:0001501  // GO:0001501  // GO:0001654  // GO:0001654  // GO:0006801  // GO:0007507  // GO:0007507  // GO:0022617  // GO:0030154  // GO:0045600  // GO:0060348  // GO:0060348  // GO:0060612  // GO:0071800  // GO:0072657  // GO:0001501  // GO:0001654  // GO:0006801  // GO:0006801  // GO:0007507  // GO:0022617  // GO:0060348  // GO:0072657  // GO:0072657 skeletal system development  // skeletal system development  // eye development  // eye development  // superoxide metabolic process  // heart development  // heart development  // extracellular matrix disassembly  // cell differentiation  // positive regulation of fat cell differentiation  // bone development  // bone development  // adipose tissue development  // podosome assembly  // protein localization to membrane  // skeletal system development  // eye development  // superoxide metabolic process  // superoxide metabolic process  // heart development  // extracellular matrix disassembly  // bone development  // protein localization to membrane  // protein localization to membrane GO:0002102  // GO:0005737  // GO:0030054  // GO:0042995  // GO:0002102  // GO:0005737 podosome  // cytoplasm  // cell junction  // cell projection  // podosome  // cytoplasm GO:0010314  // GO:0032266  // GO:0035091  // GO:0042169  // GO:0070273  // GO:0080025 phosphatidylinositol-5-phosphate binding  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol binding  // SH2 domain binding  // phosphatidylinositol-4-phosphate binding  // phosphatidylinositol-3,5-bisphosphate binding ○
17248476 946.3215 939.384 1.0073852 0.0106154 0 main NM_145962 Pank3 pantothenate kinase 3 NM_145962 RefSeq Mus musculus pantothenate kinase 3 (Pank3), mRNA. FALSE 211347 Mm.255044 Q8R2W9 chr11 GO:0015937  // GO:0016310  // GO:0015937  // GO:0016310 coenzyme A biosynthetic process  // phosphorylation  // coenzyme A biosynthetic process  // phosphorylation GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0000166  // GO:0004594  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0004594 nucleotide binding  // pantothenate kinase activity  // ATP binding  // kinase activity  // transferase activity  // pantothenate kinase activity ○
17253307 200.6664 296.9527 0.6757521 -0.565434 0 main NM_001024205 Nufip2 nuclear fragile X mental retardation protein interacting protein 2 NM_001024205 RefSeq Mus musculus nuclear fragile X mental retardation protein interacting protein 2 (Nufip2), mRNA. FALSE 68564 Mm.428996 Q5F2E7 chr11 --- --- GO:0005634  // GO:0005737  // GO:0042788  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0042788  // GO:0042788 nucleus  // cytoplasm  // polysomal ribosome  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // polysomal ribosome  // polysomal ribosome GO:0003723  // GO:0044822  // GO:0003723  // GO:0003723 RNA binding  // poly(A) RNA binding  // RNA binding  // RNA binding ○
17254933 336.5393 393.6081 0.8550111 -0.225985 0 main NM_016686 Vezf1 vascular endothelial zinc finger 1 NM_016686 RefSeq Mus musculus vascular endothelial zinc finger 1 (Vezf1), mRNA. FALSE 22344 Mm.46628 Q5SXC3 chr11 GO:0001525  // GO:0001885 angiogenesis  // endothelial cell development GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003676  // GO:0046872 nucleic acid binding  // metal ion binding ○
17255443 224.2298 225.9709 0.992295 -0.011159 0 main NM_201609 Zfp652 zinc finger protein 652 NM_201609 RefSeq Mus musculus zinc finger protein 652 (Zfp652), mRNA. FALSE 268469 Mm.389038  // Mm.418731 Q5DU09 chr11 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17255727 63.1117 61.25826 1.0302562 0.0430031 0 main NM_001081434 Osbpl7 oxysterol binding protein-like 7 NM_001081434 RefSeq Mus musculus oxysterol binding protein-like 7 (Osbpl7), mRNA. FALSE 71240 Mm.190450 A2A716 chr11 GO:0006810  // GO:0006869  // GO:0071397  // GO:1901800  // GO:0071397  // GO:1901800 transport  // lipid transport  // cellular response to cholesterol  // positive regulation of proteasomal protein catabolic process  // cellular response to cholesterol  // positive regulation of proteasomal protein catabolic process GO:0005776  // GO:0005829  // GO:0005886  // GO:0097038  // GO:0005776  // GO:0005829  // GO:0005886  // GO:0097038 autophagic vacuole  // cytosol  // plasma membrane  // perinuclear endoplasmic reticulum  // autophagic vacuole  // cytosol  // plasma membrane  // perinuclear endoplasmic reticulum GO:0015485  // GO:0015485 cholesterol binding  // cholesterol binding ○
17255775 94.62283 106.8942 0.8852008 -0.175923 0 main NM_138657 Socs7 suppressor of cytokine signaling 7 NM_138657 RefSeq Mus musculus suppressor of cytokine signaling 7 (Socs7), mRNA. FALSE 192157 Mm.34339 Q8VHQ2 chr11 GO:0008286  // GO:0009968  // GO:0016567  // GO:0035556  // GO:0040008  // GO:0045444  // GO:0016567 insulin receptor signaling pathway  // negative regulation of signal transduction  // protein ubiquitination  // intracellular signal transduction  // regulation of growth  // fat cell differentiation  // protein ubiquitination GO:0005634  // GO:0005730  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0043231  // GO:0005634 nucleus  // nucleolus  // cytoplasm  // plasma membrane  // membrane  // intracellular membrane-bounded organelle  // nucleus --- --- ○
17255828 156.4574 181.5189 0.8619345 -0.21435 0 main NM_139311 Mllt6 myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila); translocated to, 6 NM_139311 RefSeq Mus musculus myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila); translocated to, 6 (Mllt6), mRNA. FALSE 246198 Mm.23685 B1AR09 chr11 GO:0008150 biological_process GO:0005575 cellular_component GO:0046872  // GO:0003674  // GO:0008270 metal ion binding  // molecular_function  // zinc ion binding ○
17256991 41.62211 38.2034 1.0894871 0.1236491 0 main NM_001110778 Adam11 a disintegrin and metallopeptidase domain 11 NM_001110778 RefSeq Mus musculus a disintegrin and metallopeptidase domain 11 (Adam11), transcript variant 1, mRNA. FALSE 11488 Mm.89854 Q9R1V4 chr11 GO:0006508  // GO:0007229 proteolysis  // integrin-mediated signaling pathway GO:0016020  // GO:0016021 membrane  // integral component of membrane GO:0004222  // GO:0005515  // GO:0008237  // GO:0008270 metalloendopeptidase activity  // protein binding  // metallopeptidase activity  // zinc ion binding ○
17257235 120.8629 120.3888 1.0039381 0.0056703 0 main NM_016780 Itgb3 integrin beta 3 NM_016780 RefSeq Mus musculus integrin beta 3 (Itgb3), mRNA. FALSE 16416 Mm.87150 O54890 chr11 GO:0001938  // GO:0002687  // GO:0006457  // GO:0006874  // GO:0007044  // GO:0007155  // GO:0007160  // GO:0007229  // GO:0007275  // GO:0008277  // GO:0010595  // GO:0010745  // GO:0010763  // GO:0010888  // GO:0014909  // GO:0014911  // GO:0030168  // GO:0030334  // GO:0030335  // GO:0032147  // GO:0032369  // GO:0033630  // GO:0033690  // GO:0043410  // GO:0045672  // GO:0045715  // GO:0045766  // GO:0045780  // GO:0045780  // GO:0048661  // GO:0048858  // GO:0050731  // GO:0050748  // GO:0060055  // GO:0060548  // GO:0070374  // GO:0070527  // GO:0072126  // GO:1900731  // GO:0007044  // GO:0007155  // GO:0007160  // GO:0007229  // GO:0030334  // GO:0070527 positive regulation of endothelial cell proliferation  // positive regulation of leukocyte migration  // protein folding  // cellular calcium ion homeostasis  // cell-substrate junction assembly  // cell adhesion  // cell-matrix adhesion  // integrin-mediated signaling pathway  // multicellular organismal development  // regulation of G-protein coupled receptor protein signaling pathway  // positive regulation of endothelial cell migration  // negative regulation of macrophage derived foam cell differentiation  // positive regulation of fibroblast migration  // negative regulation of lipid storage  // smooth muscle cell migration  // positive regulation of smooth muscle cell migration  // platelet activation  // regulation of cell migration  // positive regulation of cell migration  // activation of protein kinase activity  // negative regulation of lipid transport  // positive regulation of cell adhesion mediated by integrin  // positive regulation of osteoblast proliferation  // positive regulation of MAPK GO:0005634  // GO:0005886  // GO:0005925  // GO:0008305  // GO:0009897  // GO:0009986  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0016324  // GO:0034679  // GO:0042470  // GO:0043235  // GO:0070062  // GO:0071133  // GO:0005634  // GO:0008305  // GO:0016020  // GO:0043235 nucleus  // plasma membrane  // focal adhesion  // integrin complex  // external side of plasma membrane  // cell surface  // membrane  // integral component of membrane  // apical plasma membrane  // apical plasma membrane  // integrin alpha9-beta1 complex  // melanosome  // receptor complex  // extracellular vesicular exosome  // alpha9-beta1 integrin-ADAM8 complex  // nucleus  // integrin complex  // membrane  // receptor complex GO:0003756  // GO:0004872  // GO:0005178  // GO:0005515  // GO:0042277  // GO:0042802  // GO:0043184  // GO:0050839  // GO:0070051 protein disulfide isomerase activity  // receptor activity  // integrin binding  // protein binding  // peptide binding  // identical protein binding  // vascular endothelial growth factor receptor 2 binding  // cell adhesion molecule binding  // fibrinogen binding ○
17257801 83.89841 65.87026 1.2736918 0.3490162 0 main NM_015732 Axin2 axin2 NM_015732 RefSeq Mus musculus axin2 (Axin2), mRNA. FALSE 12006 Mm.71710 O88566 chr11 GO:0001756  // GO:0001934  // GO:0001957  // GO:0003139  // GO:0003413  // GO:0006355  // GO:0007275  // GO:0008219  // GO:0008283  // GO:0008285  // GO:0008285  // GO:0009950  // GO:0010718  // GO:0010942  // GO:0016055  // GO:0030111  // GO:0030282  // GO:0032423  // GO:0034613  // GO:0035412  // GO:0035414  // GO:0038032  // GO:0042476  // GO:0043547  // GO:0043570  // GO:0045668  // GO:0045860  // GO:0048255  // GO:0061181  // GO:0070602  // GO:0070602  // GO:0071407  // GO:0090090  // GO:0090244  // GO:2000054  // GO:0001934  // GO:0006355  // GO:0008219  // GO:0009950  // GO:0010718  // GO:0010942  // GO:0032423  // GO:0034613  // GO:0035412  // GO:0035414  // GO:0042476  // GO:0043547  // GO:0043570  // GO:0048255  // GO:0070602  // GO:0071407  // GO:0090090  // GO:0090090  // GO:0090244 somitogenesis  // positive regulation of protein phosphorylation  // intramembranous ossification  // secondary heart field specification  // chondrocyte differentiation involved in endochondral bone morphogenesis  // regulation of transcription, DNA-templated  // multicellular organismal development  // cell death  // cell proliferation  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // dorsal/ventral axis specification  // positive regulation of epithelial to mesenchymal transition  // positive regulation of cell death  // Wnt signaling pathway  // regulation of Wnt signaling pathway  // bone mineralization  // regulation of mismatch repair  // cellular protein localization  // regulation of catenin import into nucleus  // negative regulation of catenin import into nucleus  // termination of G-protein coupled receptor signaling pathway  // odontogenesis  // positive regulation of GTPase activity  // maintenance of DNA repeat elements  // negative regulation of osGO:0005622  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005813  // GO:0005813  // GO:0005881  // GO:0005886  // GO:0005938  // GO:0014069  // GO:0016023  // GO:0030877  // GO:0043234  // GO:0005737  // GO:0005813  // GO:0005881  // GO:0005886  // GO:0005938  // GO:0014069  // GO:0016023  // GO:0030877 intracellular  // nucleus  // nucleus  // cytoplasm  // centrosome  // centrosome  // cytoplasmic microtubule  // plasma membrane  // cell cortex  // postsynaptic density  // cytoplasmic membrane-bounded vesicle  // beta-catenin destruction complex  // protein complex  // cytoplasm  // centrosome  // cytoplasmic microtubule  // plasma membrane  // cell cortex  // postsynaptic density  // cytoplasmic membrane-bounded vesicle  // beta-catenin destruction complex GO:0004871  // GO:0005096  // GO:0005515  // GO:0008013  // GO:0019899  // GO:0019901  // GO:0031625  // GO:0031625  // GO:0070016  // GO:0070411  // GO:0005096  // GO:0008013  // GO:0019899  // GO:0019901  // GO:0070016 signal transducer activity  // GTPase activator activity  // protein binding  // beta-catenin binding  // enzyme binding  // protein kinase binding  // ubiquitin protein ligase binding  // ubiquitin protein ligase binding  // armadillo repeat domain binding  // I-SMAD binding  // GTPase activator activity  // beta-catenin binding  // enzyme binding  // protein kinase binding  // armadillo repeat domain binding ○
17258789 189.1216 226.4071 0.8353166 -0.259605 0 main NM_198022 Tnrc6c trinucleotide repeat containing 6C NM_198022 RefSeq Mus musculus trinucleotide repeat containing 6C (Tnrc6c), mRNA. FALSE 217351 Mm.40272 Q3UHC0 chr11 GO:0001706  // GO:0006417  // GO:0007492  // GO:0031047  // GO:0035162  // GO:0048568  // GO:0060213  // GO:0060964  // GO:1900153  // GO:0060213  // GO:1900153 endoderm formation  // regulation of translation  // endoderm development  // gene silencing by RNA  // embryonic hemopoiesis  // embryonic organ development  // positive regulation of nuclear-transcribed mRNA poly(A) tail shortening  // regulation of gene silencing by miRNA  // positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay  // positive regulation of nuclear-transcribed mRNA poly(A) tail shortening  // positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay GO:0005575 cellular_component GO:0000166  // GO:0003676  // GO:0003723  // GO:0003674 nucleotide binding  // nucleic acid binding  // RNA binding  // molecular_function ○
17261289 51.45292 45.55436 1.129484 0.1756638 0 main NM_146016 Eml6 echinoderm microtubule associated protein like 6 NM_146016 RefSeq Mus musculus echinoderm microtubule associated protein like 6 (Eml6), mRNA. FALSE 237711 Mm.445271 Q5SQM0 chr11 GO:0008150 biological_process GO:0005737  // GO:0005856  // GO:0005874  // GO:0005575 cytoplasm  // cytoskeleton  // microtubule  // cellular_component GO:0003674 molecular_function ○
17261896 27.95826 24.7414 1.1300193 0.1763474 0 main NM_010250 Gabra1 gamma-aminobutyric acid (GABA) A receptor, subunit alpha 1 NM_010250 RefSeq Mus musculus gamma-aminobutyric acid (GABA) A receptor, subunit alpha 1 (Gabra1), mRNA. FALSE 14394 Mm.439668 P62812 chr11 GO:0006810  // GO:0006811  // GO:0006821  // GO:0007165  // GO:0007214  // GO:0051932  // GO:0034220  // GO:0051932  // GO:1902476  // GO:0007165 transport  // ion transport  // chloride transport  // signal transduction  // gamma-aminobutyric acid signaling pathway  // synaptic transmission, GABAergic  // ion transmembrane transport  // synaptic transmission, GABAergic  // chloride transmembrane transport  // signal transduction GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0034707  // GO:0045202  // GO:0045211  // GO:0005886  // GO:0005887 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // cell junction  // chloride channel complex  // synapse  // postsynaptic membrane  // plasma membrane  // integral component of plasma membrane GO:0004890  // GO:0005216  // GO:0005230  // GO:0005254  // GO:0005515  // GO:0008144  // GO:0016917  // GO:0008144  // GO:0016917 GABA-A receptor activity  // ion channel activity  // extracellular ligand-gated ion channel activity  // chloride channel activity  // protein binding  // drug binding  // GABA receptor activity  // drug binding  // GABA receptor activity ○
17262055 57.27368 56.09911 1.0209374 0.0298944 0 main NM_172524 Nipal4 NIPA-like domain containing 4 NM_172524 RefSeq Mus musculus NIPA-like domain containing 4 (Nipal4), mRNA. FALSE 214112 Mm.225253 Q8BZF2 chr11 GO:0006810  // GO:0006811  // GO:0015693  // GO:0015693 transport  // ion transport  // magnesium ion transport  // magnesium ion transport GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0015095  // GO:0003674 magnesium ion transmembrane transporter activity  // molecular_function ○
17262964 29.18693 28.15368 1.0367004 0.051999 0 main NM_001029988 Fat2 FAT tumor suppressor homolog 2 (Drosophila) NM_001029988 RefSeq Mus musculus FAT tumor suppressor homolog 2 (Drosophila) (Fat2), mRNA. FALSE 245827 Mm.339363 Q5F226 chr11 GO:0007155  // GO:0007156  // GO:0010631  // GO:0007156  // GO:0007156  // GO:0010631  // GO:0010631 cell adhesion  // homophilic cell adhesion  // epithelial cell migration  // homophilic cell adhesion  // homophilic cell adhesion  // epithelial cell migration  // epithelial cell migration GO:0005634  // GO:0005886  // GO:0005913  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0070062  // GO:0005913  // GO:0005913 nucleus  // plasma membrane  // cell-cell adherens junction  // membrane  // integral component of membrane  // cell junction  // extracellular vesicular exosome  // cell-cell adherens junction  // cell-cell adherens junction GO:0005509 calcium ion binding ○
17266264 685.7847 808.1497 0.8485862 -0.236867 0 main NM_144825 Taok1 TAO kinase 1 NM_144825 RefSeq Mus musculus TAO kinase 1 (Taok1), mRNA. FALSE 216965 Mm.340436 Q5F2E8 chr11 GO:0000165  // GO:0000186  // GO:0006281  // GO:0006468  // GO:0006915  // GO:0006950  // GO:0006974  // GO:0016310  // GO:0031572  // GO:0032874  // GO:0035556  // GO:0045860  // GO:0046330  // GO:0051493  // GO:0097194  // GO:0000165  // GO:0000186  // GO:0006468  // GO:0006974  // GO:0006974  // GO:0031572  // GO:0031572  // GO:0032874  // GO:0032874  // GO:0035556  // GO:0046330  // GO:0046330  // GO:0051493  // GO:0097194  // GO:0097194 MAPK cascade  // activation of MAPKK activity  // DNA repair  // protein phosphorylation  // apoptotic process  // response to stress  // cellular response to DNA damage stimulus  // phosphorylation  // G2 DNA damage checkpoint  // positive regulation of stress-activated MAPK cascade  // intracellular signal transduction  // positive regulation of protein kinase activity  // positive regulation of JNK cascade  // regulation of cytoskeleton organization  // execution phase of apoptosis  // MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // cellular response to DNA damage stimulus  // cellular response to DNA damage stimulus  // G2 DNA damage checkpoint  // G2 DNA damage checkpoint  // positive regulation of stress-activated MAPK cascade  // positive regulation of stress-activated MAPK cascade  // intracellular signal transduction  // positive regulation of JNK cascade  // positive regulation of JNK cascade  // regulation of cytoskeleton organization  // execution phase of apoptosis  GO:0005737  // GO:0070062  // GO:0005737  // GO:0005737 cytoplasm  // extracellular vesicular exosome  // cytoplasm  // cytoplasm GO:0000166  // GO:0004672  // GO:0004674  // GO:0004709  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019901  // GO:0030295  // GO:0004674  // GO:0004674  // GO:0004709 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase binding  // protein kinase activator activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity ○
17266498 277.0902 313.5163 0.8838143 -0.178185 0 main NM_008702 Nlk nemo like kinase NM_008702 RefSeq Mus musculus nemo like kinase (Nlk), mRNA. FALSE 18099 Mm.9001 O54949 chr11 GO:0000165  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0007179  // GO:0016055  // GO:0016310  // GO:0018107  // GO:0030178  // GO:0033136  // GO:0035556  // GO:0046777  // GO:0000165  // GO:0006355  // GO:0006468  // GO:0007179  // GO:0007179 MAPK cascade  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // transforming growth factor beta receptor signaling pathway  // Wnt signaling pathway  // phosphorylation  // peptidyl-threonine phosphorylation  // negative regulation of Wnt signaling pathway  // serine phosphorylation of STAT3 protein  // intracellular signal transduction  // protein autophosphorylation  // MAPK cascade  // regulation of transcription, DNA-templated  // protein phosphorylation  // transforming growth factor beta receptor signaling pathway  // transforming growth factor beta receptor signaling pathway GO:0005634  // GO:0005737  // GO:0005634 nucleus  // cytoplasm  // nucleus GO:0000166  // GO:0000287  // GO:0004672  // GO:0004674  // GO:0004707  // GO:0005515  // GO:0005524  // GO:0008134  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0031625  // GO:0042169  // GO:0046872  // GO:0004672  // GO:0004674  // GO:0004707  // GO:0005524  // GO:0008134  // GO:0008134  // GO:0031625  // GO:0031625 nucleotide binding  // magnesium ion binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase activity  // protein binding  // ATP binding  // transcription factor binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // ubiquitin protein ligase binding  // SH2 domain binding  // metal ion binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase activity  // ATP binding  // transcription factor binding  // transcription factor binding  // ubiquitin protein ligase binding  // ubiquitin protein ligase binding ○
17266534 125.6685 102.0037 1.2319994 0.3010016 0 main NM_013571 Ksr1 kinase suppressor of ras 1 NM_013571 RefSeq Mus musculus kinase suppressor of ras 1 (Ksr1), mRNA. FALSE 16706 Mm.4745 Q61097 chr11 GO:0006468  // GO:0016310  // GO:0035556  // GO:0043410 protein phosphorylation  // phosphorylation  // intracellular signal transduction  // positive regulation of MAPK cascade GO:0005737  // GO:0005783  // GO:0016020  // GO:0005789 cytoplasm  // endoplasmic reticulum  // membrane  // endoplasmic reticulum membrane GO:0004672  // GO:0004674  // GO:0005078  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0031434  // GO:0046872  // GO:0031434 protein kinase activity  // protein serine/threonine kinase activity  // MAP-kinase scaffold activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // mitogen-activated protein kinase kinase binding  // metal ion binding  // mitogen-activated protein kinase kinase binding ○
17267632 101.8389 105.6088 0.9643032 -0.052441 0 main NM_019505 Dgke diacylglycerol kinase, epsilon NM_019505 RefSeq Mus musculus diacylglycerol kinase, epsilon (Dgke), mRNA. FALSE 56077 Mm.153695 Q9R1C6 chr11 GO:0007205  // GO:0008152  // GO:0016310  // GO:0035556 protein kinase C-activating G-protein coupled receptor signaling pathway  // metabolic process  // phosphorylation  // intracellular signal transduction GO:0005737  // GO:0016020  // GO:0016021  // GO:0005737  // GO:0016020 cytoplasm  // membrane  // integral component of membrane  // cytoplasm  // membrane GO:0000166  // GO:0003951  // GO:0004143  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0046872 nucleotide binding  // NAD+ kinase activity  // diacylglycerol kinase activity  // ATP binding  // kinase activity  // transferase activity  // metal ion binding ○
17270621 274.41 276.8301 0.9912578 -0.012668 0 main NM_001081045 Kansl1 KAT8 regulatory NSL complex subunit 1 NM_001081045 RefSeq Mus musculus KAT8 regulatory NSL complex subunit 1 (Kansl1), mRNA. FALSE 76719 Mm.136418 Q80TG1 chr11 GO:0016568  // GO:0043981  // GO:0043982  // GO:0043984  // GO:0043981  // GO:0043981  // GO:0043982  // GO:0043982  // GO:0043984  // GO:0043984 chromatin modification  // histone H4-K5 acetylation  // histone H4-K8 acetylation  // histone H4-K16 acetylation  // histone H4-K5 acetylation  // histone H4-K5 acetylation  // histone H4-K8 acetylation  // histone H4-K8 acetylation  // histone H4-K16 acetylation  // histone H4-K16 acetylation GO:0000123  // GO:0005634  // GO:0071339  // GO:0000123  // GO:0000123  // GO:0005634  // GO:0071339  // GO:0071339 histone acetyltransferase complex  // nucleus  // MLL1 complex  // histone acetyltransferase complex  // histone acetyltransferase complex  // nucleus  // MLL1 complex  // MLL1 complex GO:0043995  // GO:0043996  // GO:0046972  // GO:0043995  // GO:0043995  // GO:0043996  // GO:0043996  // GO:0046972  // GO:0046972 histone acetyltransferase activity (H4-K5 specific)  // histone acetyltransferase activity (H4-K8 specific)  // histone acetyltransferase activity (H4-K16 specific)  // histone acetyltransferase activity (H4-K5 specific)  // histone acetyltransferase activity (H4-K5 specific)  // histone acetyltransferase activity (H4-K8 specific)  // histone acetyltransferase activity (H4-K8 specific)  // histone acetyltransferase activity (H4-K16 specific)  // histone acetyltransferase activity (H4-K16 specific) ○
17272095 85.95374 96.8969 0.8870639 -0.17289 0 main NM_008211 H3f3b H3 histone, family 3B NM_008211 RefSeq Mus musculus H3 histone, family 3B (H3f3b), mRNA. FALSE 15081 Mm.371563 P84244 chr11 GO:0001649  // GO:0006997  // GO:0042692  // GO:0090230  // GO:1902340  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // nucleus organization  // muscle cell differentiation  // regulation of centromere complex assembly  // negative regulation of chromosome condensation  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0005634  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nuclear chromosome  // nuclear nucleosome  // nucleus  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○
17272530 1212.562 1443.771 0.8398576 -0.251783 0 main NM_011358 Srsf2 serine/arginine-rich splicing factor 2 NM_011358 RefSeq Mus musculus serine/arginine-rich splicing factor 2 (Srsf2), mRNA. FALSE 20382 Mm.21841  // Mm.469331 Q62093 chr11 GO:0006397  // GO:0008380 mRNA processing  // RNA splicing GO:0005634  // GO:0005634  // GO:0005681  // GO:0016607  // GO:0016607  // GO:0005634  // GO:0005654  // GO:0016607  // GO:0016607 nucleus  // nucleus  // spliceosomal complex  // nuclear speck  // nuclear speck  // nucleus  // nucleoplasm  // nuclear speck  // nuclear speck GO:0000166  // GO:0003676  // GO:0003723  // GO:0005515  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // protein binding  // poly(A) RNA binding ○
17273819 271.2213 307.9908 0.8806149 -0.183417 0 main NM_001099628 Atad2b ATPase family, AAA domain containing 2B NM_001099628 RefSeq Mus musculus ATPase family, AAA domain containing 2B (Atad2b), mRNA. FALSE 320817 Mm.210966 E9Q166 chr12 GO:0008150  // GO:0008152 biological_process  // metabolic process GO:0005634 nucleus GO:0000166  // GO:0005524  // GO:0070577  // GO:0017111  // GO:0070577 nucleotide binding  // ATP binding  // lysine-acetylated histone binding  // nucleoside-triphosphatase activity  // lysine-acetylated histone binding ○
17277017 40.16175 37.5067 1.0707887 0.0986738 0 main XM_006516065 Rgs6 regulator of G-protein signaling 6 XM_006516065 RefSeq PREDICTED: Mus musculus regulator of G-protein signaling 6 (Rgs6), transcript variant X2, mRNA. FALSE 50779 Mm.153013 Q9Z2H2 chr12 GO:0007165  // GO:0007186  // GO:0009968  // GO:0035556  // GO:0038032  // GO:0043547  // GO:0045666  // GO:0007186  // GO:0043547  // GO:0043547  // GO:0045666 signal transduction  // G-protein coupled receptor signaling pathway  // negative regulation of signal transduction  // intracellular signal transduction  // termination of G-protein coupled receptor signaling pathway  // positive regulation of GTPase activity  // positive regulation of neuron differentiation  // G-protein coupled receptor signaling pathway  // positive regulation of GTPase activity  // positive regulation of GTPase activity  // positive regulation of neuron differentiation GO:0005737  // GO:0005794  // GO:0005834  // GO:0005886  // GO:0016020  // GO:0043234  // GO:0005737  // GO:0005737  // GO:0005886 cytoplasm  // Golgi apparatus  // heterotrimeric G-protein complex  // plasma membrane  // membrane  // protein complex  // cytoplasm  // cytoplasm  // plasma membrane GO:0004871  // GO:0005096  // GO:0005096  // GO:0005515  // GO:0019904  // GO:0005096 signal transducer activity  // GTPase activator activity  // GTPase activator activity  // protein binding  // protein domain specific binding  // GTPase activator activity ○
17277177 50.57738 48.52398 1.0423172 0.0597944 0 main NM_028821 Dnal1 dynein, axonemal, light chain 1 NM_028821 RefSeq Mus musculus dynein, axonemal, light chain 1 (Dnal1), mRNA. FALSE 105000 Mm.101525 Q05A62 chr12 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17277387 96.99457 250.5789 0.387082 -1.369289 0 main 2Down ENSMUST00000134311 Fos FBJ osteosarcoma oncogene ENSMUST00000134311 ENSEMBL havana:putative chromosome:GRCm38:12:85474911:85476063:1 gene:ENSMUSG00000021250 gene_biotype:protein_coding transcript_biotype:processed_transcript FALSE 14281 Mm.246513  // Mm.472279 P01101 chr12 GO:0006355  // GO:0006355  // GO:0006366  // GO:0007179  // GO:0007399  // GO:0031668  // GO:0034614  // GO:0035914  // GO:0042493  // GO:0045672  // GO:0045893  // GO:0045944  // GO:0060395  // GO:0071277  // GO:0001661  // GO:0006355  // GO:0006366  // GO:0007179  // GO:0007565  // GO:0007568  // GO:0009409  // GO:0009416  // GO:0009612  // GO:0009629  // GO:0009636  // GO:0014070  // GO:0030431  // GO:0032496  // GO:0032570  // GO:0032870  // GO:0034097  // GO:0034614  // GO:0042493  // GO:0045893  // GO:0051412  // GO:0051591  // GO:0060395 regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // transforming growth factor beta receptor signaling pathway  // nervous system development  // cellular response to extracellular stimulus  // cellular response to reactive oxygen species  // skeletal muscle cell differentiation  // response to drug  // positive regulation of osteoclast differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // SMAD protein signal transduction  // cellular response to calcium ion  // conditioned taste aversion  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // transforming growth factor beta receptor signaling pathway  // female pregnancy  // aging  // response to cold  // response to light stimulus  // response to mechanical stimulus  // response to gravity  // response to toxic substance  // respGO:0005634  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0005783  // GO:0016020  // GO:0043005  // GO:0005634  // GO:0005634  // GO:0005829  // GO:0016020  // GO:0043005 nucleus  // nucleus  // nucleus  // transcription factor complex  // cytoplasm  // endoplasmic reticulum  // membrane  // neuron projection  // nucleus  // nucleus  // cytosol  // membrane  // neuron projection GO:0000979  // GO:0003677  // GO:0003677  // GO:0003690  // GO:0003700  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0008134  // GO:0043565  // GO:0044212  // GO:0046982  // GO:0070412  // GO:0003677  // GO:0003690  // GO:0003700  // GO:0008134  // GO:0043565  // GO:0044212  // GO:0070412 RNA polymerase II core promoter sequence-specific DNA binding  // DNA binding  // DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // transcription factor binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // protein heterodimerization activity  // R-SMAD binding  // DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // R-SMAD binding ○
17277521 61.92524 58.45456 1.059374 0.083212 0 main NM_177354 Vash1 vasohibin 1 NM_177354 RefSeq Mus musculus vasohibin 1 (Vash1), mRNA. FALSE 238328 Mm.216101 Q8C1W1 chr12 GO:0001525  // GO:0001937  // GO:0007049  // GO:0007050  // GO:0009611  // GO:0010596  // GO:0010628  // GO:0016525  // GO:0016525  // GO:0016525  // GO:0043537  // GO:0045765  // GO:1901491  // GO:2000772  // GO:0001525  // GO:0001525  // GO:0001937  // GO:0001937  // GO:0009611  // GO:0009611  // GO:0010596  // GO:0010628  // GO:0016525  // GO:0043537  // GO:1901491  // GO:1901491  // GO:2000772  // GO:2000772 angiogenesis  // negative regulation of endothelial cell proliferation  // cell cycle  // cell cycle arrest  // response to wounding  // negative regulation of endothelial cell migration  // positive regulation of gene expression  // negative regulation of angiogenesis  // negative regulation of angiogenesis  // negative regulation of angiogenesis  // negative regulation of blood vessel endothelial cell migration  // regulation of angiogenesis  // negative regulation of lymphangiogenesis  // regulation of cellular senescence  // angiogenesis  // angiogenesis  // negative regulation of endothelial cell proliferation  // negative regulation of endothelial cell proliferation  // response to wounding  // response to wounding  // negative regulation of endothelial cell migration  // positive regulation of gene expression  // negative regulation of angiogenesis  // negative regulation of blood vessel endothelial cell migration  // negative regulation of lymphangiogenesis  // negative regulation of lymphangiogenesisGO:0005576  // GO:0005615  // GO:0005737  // GO:0005783  // GO:0045177  // GO:0005615  // GO:0005737  // GO:0005737  // GO:0005783  // GO:0045177 extracellular region  // extracellular space  // cytoplasm  // endoplasmic reticulum  // apical part of cell  // extracellular space  // cytoplasm  // cytoplasm  // endoplasmic reticulum  // apical part of cell GO:0003674 molecular_function ○
17279210 384.4613 385.0033 0.9985922 -0.002032 0 main NM_001025358 Klc1 kinesin light chain 1 NM_001025358 RefSeq Mus musculus kinesin light chain 1 (Klc1), transcript variant b, mRNA. FALSE 16593 Mm.278357 O88447 chr12 GO:0006886  // GO:0007018  // GO:0008088  // GO:0035418  // GO:0035617  // GO:0008152  // GO:0006886  // GO:0035418 intracellular protein transport  // microtubule-based movement  // axon cargo transport  // protein localization to synapse  // stress granule disassembly  // metabolic process  // intracellular protein transport  // protein localization to synapse GO:0005622  // GO:0005623  // GO:0005737  // GO:0005829  // GO:0005856  // GO:0005871  // GO:0005871  // GO:0005874  // GO:0016020  // GO:0030424  // GO:0030424  // GO:0030426  // GO:0031410  // GO:0031982  // GO:0035253  // GO:0035253  // GO:0043005  // GO:0043005  // GO:0043025  // GO:0043227  // GO:0005737  // GO:0005871  // GO:0016023  // GO:0030426  // GO:0030426  // GO:0031410  // GO:0042995  // GO:0016020  // GO:0030424  // GO:0031982  // GO:0043005  // GO:0043025 intracellular  // cell  // cytoplasm  // cytosol  // cytoskeleton  // kinesin complex  // kinesin complex  // microtubule  // membrane  // axon  // axon  // growth cone  // cytoplasmic vesicle  // vesicle  // ciliary rootlet  // ciliary rootlet  // neuron projection  // neuron projection  // neuronal cell body  // membrane-bounded organelle  // cytoplasm  // kinesin complex  // cytoplasmic membrane-bounded vesicle  // growth cone  // growth cone  // cytoplasmic vesicle  // cell projection  // membrane  // axon  // vesicle  // neuron projection  // neuronal cell body GO:0003777  // GO:0005515  // GO:0015631  // GO:0015631 microtubule motor activity  // protein binding  // tubulin binding  // tubulin binding ○
17280913 217.6443 167.5096 1.2992945 0.3777285 0 main NM_021361 Nova1 neuro-oncological ventral antigen 1 NM_021361 RefSeq Mus musculus neuro-oncological ventral antigen 1 (Nova1), mRNA. FALSE 664883 Mm.247195 Q9JKN6 chr12 GO:0000398  // GO:0000398  // GO:0007399  // GO:0051252 mRNA splicing, via spliceosome  // mRNA splicing, via spliceosome  // nervous system development  // regulation of RNA metabolic process GO:0005634  // GO:0005634  // GO:0005730  // GO:0043231  // GO:0005634 nucleus  // nucleus  // nucleolus  // intracellular membrane-bounded organelle  // nucleus GO:0003723  // GO:0003729  // GO:0005515  // GO:0044822 RNA binding  // mRNA binding  // protein binding  // poly(A) RNA binding ○
17281228 370.9284 432.9735 0.8567 -0.223138 0 main NM_001003719 Ralgapa1 Ral GTPase activating protein, alpha subunit 1 NM_001003719 RefSeq Mus musculus Ral GTPase activating protein, alpha subunit 1 (Ralgapa1), transcript variant 3, mRNA. FALSE 56784 Mm.292180 Q6GYP7 chr12 GO:0006355  // GO:0032853  // GO:0032859  // GO:0051056  // GO:0032859  // GO:0032859 regulation of transcription, DNA-templated  // positive regulation of Ran GTPase activity  // activation of Ral GTPase activity  // regulation of small GTPase mediated signal transduction  // activation of Ral GTPase activity  // activation of Ral GTPase activity GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737  // GO:0005739 nucleus  // cytoplasm  // nucleus  // cytoplasm  // mitochondrion GO:0005096  // GO:0005098  // GO:0005515  // GO:0017123  // GO:0046982  // GO:0017123  // GO:0017123  // GO:0046982 GTPase activator activity  // Ran GTPase activator activity  // protein binding  // Ral GTPase activator activity  // protein heterodimerization activity  // Ral GTPase activator activity  // Ral GTPase activator activity  // protein heterodimerization activity ○
17284839 53.44313 54.55101 0.9796909 -0.029601 0 main NM_177290 Itgb8 integrin beta 8 NM_177290 RefSeq Mus musculus integrin beta 8 (Itgb8), mRNA. FALSE 320910 Mm.217000 Q0VBD0 chr12 GO:0001573  // GO:0007155  // GO:0007229  // GO:0007160  // GO:0007275 ganglioside metabolic process  // cell adhesion  // integrin-mediated signaling pathway  // cell-matrix adhesion  // multicellular organismal development GO:0016020  // GO:0016021  // GO:0070062  // GO:0008305 membrane  // integral component of membrane  // extracellular vesicular exosome  // integrin complex GO:0005102  // GO:0004872  // GO:0005102 receptor binding  // receptor activity  // receptor binding ○
17286595 478.4573 444.4544 1.0765048 0.1063548 0 main NM_001039188 Rreb1 ras responsive element binding protein 1 NM_001039188 RefSeq Mus musculus ras responsive element binding protein 1 (Rreb1), transcript variant 2, mRNA. FALSE 68750 Mm.491109 Q3UH06 chr13 GO:0006351  // GO:0006355  // GO:0045892 transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated GO:0005634  // GO:0005737  // GO:0070062  // GO:0005634  // GO:0016607 nucleus  // cytoplasm  // extracellular vesicular exosome  // nucleus  // nuclear speck GO:0003676  // GO:0003677  // GO:0003700  // GO:0046872 nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // metal ion binding ○
17286962 353.1282 611.6155 0.5773696 -0.792433 0 main NM_153789 Mylip myosin regulatory light chain interacting protein NM_153789 RefSeq Mus musculus myosin regulatory light chain interacting protein (Mylip), mRNA. FALSE 218203 Mm.212855 Q8BM54 chr13 GO:0006928  // GO:0007399  // GO:0010989  // GO:0016567  // GO:0016567  // GO:0031648  // GO:0032803  // GO:0042632  // GO:0042787  // GO:0045732  // GO:0055098  // GO:0006928  // GO:0007399  // GO:0016567 cellular component movement  // nervous system development  // negative regulation of low-density lipoprotein particle clearance  // protein ubiquitination  // protein ubiquitination  // protein destabilization  // regulation of low-density lipoprotein particle receptor catabolic process  // cholesterol homeostasis  // protein ubiquitination involved in ubiquitin-dependent protein catabolic process  // positive regulation of protein catabolic process  // response to low-density lipoprotein particle  // cellular component movement  // nervous system development  // protein ubiquitination GO:0005622  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0019898  // GO:0005622 intracellular  // cytoplasm  // cytoskeleton  // plasma membrane  // membrane  // extrinsic component of membrane  // intracellular GO:0004842  // GO:0004842  // GO:0008092  // GO:0008270  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0008092 ubiquitin-protein transferase activity  // ubiquitin-protein transferase activity  // cytoskeletal protein binding  // zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // cytoskeletal protein binding ○
17286998 34.79554 32.43024 1.072935 0.1015627 0 main NM_001081425 Rbm24 RNA binding motif protein 24 NM_001081425 RefSeq Mus musculus RNA binding motif protein 24 (Rbm24), mRNA. FALSE 666794 Mm.38269 D3Z4I3 chr13 GO:0010830  // GO:0030154  // GO:0043488 regulation of myotube differentiation  // cell differentiation  // regulation of mRNA stability GO:0005634  // GO:0005737  // GO:0005575 nucleus  // cytoplasm  // cellular_component GO:0000166  // GO:0003676  // GO:0003723  // GO:0003730 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA 3'-UTR binding ○
17287144 42.57329 46.63666 0.9128718 -0.131516 0 main AK029314 Tes3-ps testis derived transcript 3, pseudogene AK029314 GenBank HTC Mus musculus 0 day neonate head cDNA, RIKEN full-length enriched library, clone:4832420G24 product:testis derived transcript 3, pseudogene, full insert sequence. FALSE 54339 Mm.441473 Q9QZ73 chr13 --- --- GO:0000151 ubiquitin ligase complex --- --- ○
17289196 81.04126 62.01216 1.3068608 0.3861055 0 main NM_172589 Lhfpl2 lipoma HMGIC fusion partner-like 2 NM_172589 RefSeq Mus musculus lipoma HMGIC fusion partner-like 2 (Lhfpl2), mRNA. FALSE 218454 Mm.316553 Q8BGA2 chr13 GO:0008150 biological_process GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003674 molecular_function ○
17289824 219.6841 404.4613 0.5431523 -0.880571 0 main NM_172593 Mier3 mesoderm induction early response 1, family member 3 NM_172593 RefSeq Mus musculus mesoderm induction early response 1, family member 3 (Mier3), mRNA. FALSE 218613 Mm.31012 Q3UHF3 chr13 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0003677  // GO:0003682  // GO:0003674 DNA binding  // chromatin binding  // molecular_function ○
17290121 469.8768 534.5063 0.8790856 -0.185924 0 main XM_006517631 Paip1 polyadenylate binding protein-interacting protein 1 XM_006517631 RefSeq PREDICTED: Mus musculus polyadenylate binding protein-interacting protein 1 (Paip1), transcript variant X1, mRNA. FALSE 218693 Mm.490243 Q8VE62 chr13 GO:0006417  // GO:0045727  // GO:0045727 regulation of translation  // positive regulation of translation  // positive regulation of translation GO:0005737  // GO:0005575 cytoplasm  // cellular_component GO:0003723  // GO:0005515  // GO:0008494  // GO:0008494 RNA binding  // protein binding  // translation activator activity  // translation activator activity ○
17290363 133.7339 158.4648 0.8439344 -0.244797 0 main NM_001039388 Wdr37 WD repeat domain 37 NM_001039388 RefSeq Mus musculus WD repeat domain 37 (Wdr37), transcript variant 2, mRNA. FALSE 207615 Mm.284654 Q8CBE3 chr13 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17290815 230.501 241.5116 0.9544096 -0.067319 0 main NM_019491 Rala v-ral simian leukemia viral oncogene homolog A (ras related) NM_019491 RefSeq Mus musculus v-ral simian leukemia viral oncogene homolog A (ras related) (Rala), mRNA. FALSE 56044 Mm.27348 P63321 chr13 GO:0000910  // GO:0006184  // GO:0006887  // GO:0007049  // GO:0007165  // GO:0007264  // GO:0017157  // GO:0017157  // GO:0031532  // GO:0051301  // GO:0051491  // GO:0051665  // GO:0051665  // GO:0000910  // GO:0000910  // GO:0007265  // GO:0031532  // GO:0051491 cytokinesis  // GTP catabolic process  // exocytosis  // cell cycle  // signal transduction  // small GTPase mediated signal transduction  // regulation of exocytosis  // regulation of exocytosis  // actin cytoskeleton reorganization  // cell division  // positive regulation of filopodium assembly  // membrane raft localization  // membrane raft localization  // cytokinesis  // cytokinesis  // Ras protein signal transduction  // actin cytoskeleton reorganization  // positive regulation of filopodium assembly GO:0005886  // GO:0009986  // GO:0016020  // GO:0030139  // GO:0032154  // GO:0070062  // GO:0005886  // GO:0005886  // GO:0009986  // GO:0016020  // GO:0030139  // GO:0030496  // GO:0030659  // GO:0032154  // GO:0032154 plasma membrane  // cell surface  // membrane  // endocytic vesicle  // cleavage furrow  // extracellular vesicular exosome  // plasma membrane  // plasma membrane  // cell surface  // membrane  // endocytic vesicle  // midbody  // cytoplasmic vesicle membrane  // cleavage furrow  // cleavage furrow GO:0000166  // GO:0005515  // GO:0005525  // GO:0031755  // GO:0003924  // GO:0031755  // GO:0031755 nucleotide binding  // protein binding  // GTP binding  // Edg-2 lysophosphatidic acid receptor binding  // GTPase activity  // Edg-2 lysophosphatidic acid receptor binding  // Edg-2 lysophosphatidic acid receptor binding ○
17292174 353.9647 314.4709 1.1255881 0.170679 0 main NM_001199304 Atxn1 ataxin 1 NM_001199304 RefSeq Mus musculus ataxin 1 (Atxn1), transcript variant 3, mRNA. FALSE 20238 Mm.342683 P54254 chr13 GO:0006351  // GO:0006355  // GO:0008344  // GO:0008542  // GO:0042326  // GO:0043569  // GO:0045892  // GO:0045944  // GO:0051168  // GO:0060079  // GO:0000122  // GO:0045892  // GO:0048286  // GO:0051168  // GO:0045892  // GO:0051168 transcription, DNA-templated  // regulation of transcription, DNA-templated  // adult locomotory behavior  // visual learning  // negative regulation of phosphorylation  // negative regulation of insulin-like growth factor receptor signaling pathway  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // nuclear export  // regulation of excitatory postsynaptic membrane potential  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription, DNA-templated  // lung alveolus development  // nuclear export  // negative regulation of transcription, DNA-templated  // nuclear export GO:0005634  // GO:0005654  // GO:0005737  // GO:0016363  // GO:0042272  // GO:0042405  // GO:0042405  // GO:0043231  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0005737  // GO:0005737  // GO:0016363  // GO:0042272  // GO:0042405  // GO:0005654  // GO:0016363  // GO:0042272  // GO:0042405  // GO:0043231 nucleus  // nucleoplasm  // cytoplasm  // nuclear matrix  // nuclear RNA export factor complex  // nuclear inclusion body  // nuclear inclusion body  // intracellular membrane-bounded organelle  // nucleus  // nucleus  // nucleoplasm  // cytoplasm  // cytoplasm  // nuclear matrix  // nuclear RNA export factor complex  // nuclear inclusion body  // nucleoplasm  // nuclear matrix  // nuclear RNA export factor complex  // nuclear inclusion body  // intracellular membrane-bounded organelle GO:0003677  // GO:0003723  // GO:0005515  // GO:0008022  // GO:0008266  // GO:0034046  // GO:0042802  // GO:0043621  // GO:0003682  // GO:0003723  // GO:0008022  // GO:0008266  // GO:0034046  // GO:0043621  // GO:0008022  // GO:0008266  // GO:0034046  // GO:0042802  // GO:0043621 DNA binding  // RNA binding  // protein binding  // protein C-terminus binding  // poly(U) RNA binding  // poly(G) binding  // identical protein binding  // protein self-association  // chromatin binding  // RNA binding  // protein C-terminus binding  // poly(U) RNA binding  // poly(G) binding  // protein self-association  // protein C-terminus binding  // poly(U) RNA binding  // poly(G) binding  // identical protein binding  // protein self-association ○
17292346 420.8883 423.4393 0.9939755 -0.008718 0 main NM_011078 Phf2 PHD finger protein 2 NM_011078 RefSeq Mus musculus PHD finger protein 2 (Phf2), mRNA. FALSE 18676 Mm.486213 Q9WTU0 chr13 GO:0006351  // GO:0006355  // GO:0006482  // GO:0016568  // GO:0033169  // GO:0033169  // GO:0055114  // GO:0061188  // GO:0006482  // GO:0006482  // GO:0061188  // GO:0061188 transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein demethylation  // chromatin modification  // histone H3-K9 demethylation  // histone H3-K9 demethylation  // oxidation-reduction process  // negative regulation of chromatin silencing at rDNA  // protein demethylation  // protein demethylation  // negative regulation of chromatin silencing at rDNA  // negative regulation of chromatin silencing at rDNA GO:0005634  // GO:0005730  // GO:0005737  // GO:0005634  // GO:0005730  // GO:0005730 nucleus  // nucleolus  // cytoplasm  // nucleus  // nucleolus  // nucleolus GO:0000907  // GO:0003713  // GO:0005506  // GO:0008270  // GO:0016491  // GO:0018602  // GO:0019798  // GO:0032454  // GO:0032454  // GO:0034792  // GO:0035064  // GO:0043734  // GO:0046872  // GO:0051213  // GO:0052634  // GO:0052635  // GO:0003713  // GO:0003713  // GO:0005506  // GO:0005506  // GO:0008270  // GO:0008270  // GO:0032454  // GO:0032454  // GO:0035064  // GO:0035064 sulfonate dioxygenase activity  // transcription coactivator activity  // iron ion binding  // zinc ion binding  // oxidoreductase activity  // 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase activity  // procollagen-proline dioxygenase activity  // histone demethylase activity (H3-K9 specific)  // histone demethylase activity (H3-K9 specific)  // hypophosphite dioxygenase activity  // methylated histone binding  // DNA-N1-methyladenine dioxygenase activity  // metal ion binding  // dioxygenase activity  // C-19 gibberellin 2-beta-dioxygenase activity  // C-20 gibberellin 2-beta-dioxygenase activity  // transcription coactivator activity  // transcription coactivator activity  // iron ion binding  // iron ion binding  // zinc ion binding  // zinc ion binding  // histone demethylase activity (H3-K9 specific)  // histone demethylase activity (H3-K9 specific)  // methylated histone binding  // methylated histone binding ○
17292732 163.3297 170.0451 0.9605081 -0.05813 0 main NM_001146025 Rnf44 ring finger protein 44 NM_001146025 RefSeq Mus musculus ring finger protein 44 (Rnf44), transcript variant 1, mRNA. FALSE 105239 Mm.25366 Q3UHJ8 chr13 GO:0008150 biological_process GO:0005575 cellular_component GO:0008270  // GO:0046872  // GO:0003674 zinc ion binding  // metal ion binding  // molecular_function ○
17292759 60.33015 42.76512 1.4107326 0.4964446 0 main NM_033610 Sncb synuclein, beta NM_033610 RefSeq Mus musculus synuclein, beta (Sncb), mRNA. FALSE 104069 Mm.200843 Q91ZZ3 chr13 GO:0007268  // GO:0042417  // GO:0043524  // GO:0050808 synaptic transmission  // dopamine metabolic process  // negative regulation of neuron apoptotic process  // synapse organization GO:0005634  // GO:0005737  // GO:0005739  // GO:0005794  // GO:0030426  // GO:0043025  // GO:0043195  // GO:0043679  // GO:0045202  // GO:0005634  // GO:0005737  // GO:0005794  // GO:0030426  // GO:0043025  // GO:0043195  // GO:0043679 nucleus  // cytoplasm  // mitochondrion  // Golgi apparatus  // growth cone  // neuronal cell body  // terminal bouton  // axon terminus  // synapse  // nucleus  // cytoplasm  // Golgi apparatus  // growth cone  // neuronal cell body  // terminal bouton  // axon terminus GO:0005509  // GO:0043014  // GO:0048487  // GO:0005509  // GO:0043014  // GO:0048487 calcium ion binding  // alpha-tubulin binding  // beta-tubulin binding  // calcium ion binding  // alpha-tubulin binding  // beta-tubulin binding ○
17293085 262.4058 273.2763 0.9602216 -0.058561 0 main NM_029872 Hnrnpa0 heterogeneous nuclear ribonucleoprotein A0 NM_029872 RefSeq Mus musculus heterogeneous nuclear ribonucleoprotein A0 (Hnrnpa0), mRNA. FALSE 77134 Mm.490274 Q9CX86 chr13 GO:0006954  // GO:0032496  // GO:0070935 inflammatory response  // response to lipopolysaccharide  // 3'-UTR-mediated mRNA stabilization GO:0005634  // GO:0030529 nucleus  // ribonucleoprotein complex GO:0000166  // GO:0003676  // GO:0003723  // GO:0017091  // GO:0017091  // GO:0019901  // GO:0044822  // GO:0017091  // GO:0019901 nucleotide binding  // nucleic acid binding  // RNA binding  // AU-rich element binding  // AU-rich element binding  // protein kinase binding  // poly(A) RNA binding  // AU-rich element binding  // protein kinase binding ○
17296142 452.3061 591.9007 0.7641588 -0.388056 0 main NM_001122963 Gpbp1 GC-rich promoter binding protein 1 NM_001122963 RefSeq Mus musculus GC-rich promoter binding protein 1 (Gpbp1), transcript variant 1, mRNA. FALSE 73274 Mm.57286 Q6NXH3 chr13 GO:0006351  // GO:0006355  // GO:0045893  // GO:0045893 transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0005634  // GO:0005730  // GO:0005737  // GO:0005886  // GO:0043231  // GO:0005634 nucleus  // nucleolus  // cytoplasm  // plasma membrane  // intracellular membrane-bounded organelle  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0003677  // GO:0003700 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17297359 237.8828 225.8601 1.0532307 0.0748215 0 main NM_001113417 Thrb thyroid hormone receptor beta NM_001113417 RefSeq Mus musculus thyroid hormone receptor beta (Thrb), transcript variant 1, mRNA. FALSE 21834 Mm.32563 P37242 chr14 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006357  // GO:0006366  // GO:0007605  // GO:0007621  // GO:0008016  // GO:0008050  // GO:0008284  // GO:0009887  // GO:0019216  // GO:0030522  // GO:0030522  // GO:0032332  // GO:0043401  // GO:0045778  // GO:0045892  // GO:0045944  // GO:0060509  // GO:0090181  // GO:0090207  // GO:0006355  // GO:0030522  // GO:0030522 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // sensory perception of sound  // negative regulation of female receptivity  // regulation of heart contraction  // female courtship behavior  // positive regulation of cell proliferation  // organ morphogenesis  // regulation of lipid metabolic process  // intracellular receptor signaling pathway  // intracellular receptor signaling pathway  // positive regulation of chondrocyte differentiation  // steroid hormone mediated signaling pathway  // positive regulation of ossification  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // Type I pneumocyte differentiation  // regulation of cholesterol metabolic prGO:0000790  // GO:0005634  // GO:0005634  // GO:0005634 nuclear chromatin  // nucleus  // nucleus  // nucleus GO:0003677  // GO:0003690  // GO:0003700  // GO:0003707  // GO:0004887  // GO:0004887  // GO:0005515  // GO:0008270  // GO:0019899  // GO:0031490  // GO:0042803  // GO:0043565  // GO:0046872  // GO:0070324  // GO:0003700  // GO:0004887  // GO:0004887  // GO:0019899  // GO:0070324  // GO:0070324 DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // steroid hormone receptor activity  // thyroid hormone receptor activity  // thyroid hormone receptor activity  // protein binding  // zinc ion binding  // enzyme binding  // chromatin DNA binding  // protein homodimerization activity  // sequence-specific DNA binding  // metal ion binding  // thyroid hormone binding  // sequence-specific DNA binding transcription factor activity  // thyroid hormone receptor activity  // thyroid hormone receptor activity  // enzyme binding  // thyroid hormone binding  // thyroid hormone binding ○
17297913 798.386 821.9045 0.9713854 -0.041884 0 main NM_007479 Arf4 ADP-ribosylation factor 4 NM_007479 RefSeq Mus musculus ADP-ribosylation factor 4 (Arf4), mRNA. FALSE 11843 Mm.297768 P61750 chr14 GO:0006471  // GO:0006810  // GO:0007173  // GO:0007264  // GO:0015031  // GO:0016192  // GO:0016477  // GO:0031584  // GO:0043066  // GO:0045944  // GO:2000377  // GO:0007173  // GO:0007420  // GO:0015031  // GO:0048678 protein ADP-ribosylation  // transport  // epidermal growth factor receptor signaling pathway  // small GTPase mediated signal transduction  // protein transport  // vesicle-mediated transport  // cell migration  // activation of phospholipase D activity  // negative regulation of apoptotic process  // positive regulation of transcription from RNA polymerase II promoter  // regulation of reactive oxygen species metabolic process  // epidermal growth factor receptor signaling pathway  // brain development  // protein transport  // response to axon injury GO:0005622  // GO:0005737  // GO:0005794  // GO:0005829  // GO:0005886  // GO:0032587  // GO:0070062 intracellular  // cytoplasm  // Golgi apparatus  // cytosol  // plasma membrane  // ruffle membrane  // extracellular vesicular exosome GO:0000166  // GO:0005154  // GO:0005515  // GO:0005525  // GO:0005525  // GO:0005525 nucleotide binding  // epidermal growth factor receptor binding  // protein binding  // GTP binding  // GTP binding  // GTP binding ○
17299217 41.16053 50.95481 0.807785 -0.307957 0 main NM_019637 Styx serine/threonine/tyrosine interaction protein NM_019637 RefSeq Mus musculus serine/threonine/tyrosine interaction protein (Styx), mRNA. FALSE 56291 Mm.202561 Q60969 chr14 GO:0006470  // GO:0007283  // GO:0016311  // GO:0045204  // GO:0070372 protein dephosphorylation  // spermatogenesis  // dephosphorylation  // MAPK export from nucleus  // regulation of ERK1 and ERK2 cascade GO:0005737  // GO:0005634 cytoplasm  // nucleus GO:0004721  // GO:0005515  // GO:0008138  // GO:0016787  // GO:0016791 phosphoprotein phosphatase activity  // protein binding  // protein tyrosine/serine/threonine phosphatase activity  // hydrolase activity  // phosphatase activity ○
17299316 125.4103 157.564 0.7959324 -0.329282 0 main NM_080843 Socs4 suppressor of cytokine signaling 4 NM_080843 RefSeq Mus musculus suppressor of cytokine signaling 4 (Socs4), mRNA. FALSE 67296 Mm.425886 Q91ZA6 chr14 GO:0007175  // GO:0009968  // GO:0035556  // GO:0040008  // GO:0007175  // GO:0007175  // GO:0016567  // GO:0032436  // GO:0032436 negative regulation of epidermal growth factor-activated receptor activity  // negative regulation of signal transduction  // intracellular signal transduction  // regulation of growth  // negative regulation of epidermal growth factor-activated receptor activity  // negative regulation of epidermal growth factor-activated receptor activity  // protein ubiquitination  // positive regulation of proteasomal ubiquitin-dependent protein catabolic process  // positive regulation of proteasomal ubiquitin-dependent protein catabolic process GO:0005575 cellular_component GO:0003674 molecular_function ○
17300292 241.691 235.6604 1.0255902 0.0364544 0 main NM_022993 Lrp10 low-density lipoprotein receptor-related protein 10 NM_022993 RefSeq Mus musculus low-density lipoprotein receptor-related protein 10 (Lrp10), mRNA. FALSE 65107 Mm.472719 Q7TQH7 chr14 GO:0006629  // GO:0006869  // GO:0006898  // GO:0048839  // GO:0006897 lipid metabolic process  // lipid transport  // receptor-mediated endocytosis  // inner ear development  // endocytosis GO:0016021  // GO:0005905  // GO:0016020  // GO:0016021 integral component of membrane  // coated pit  // membrane  // integral component of membrane GO:0005041 low-density lipoprotein receptor activity ○
17300860 397.176 446.2243 0.8900815 -0.167991 0 main NM_029498 Zmym2 zinc finger, MYM-type 2 NM_029498 RefSeq Mus musculus zinc finger, MYM-type 2 (Zmym2), mRNA. FALSE 76007 Mm.31417  // Mm.486624 Q9CU65 chr14 GO:0006351  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634  // GO:0016605  // GO:0016605 nucleus  // PML body  // PML body GO:0005515  // GO:0008270  // GO:0031624  // GO:0046872  // GO:0031624 protein binding  // zinc ion binding  // ubiquitin conjugating enzyme binding  // metal ion binding  // ubiquitin conjugating enzyme binding ○
17301225 27.95084 27.66383 1.0103749 0.0148907 0 main NM_177628 Fam167a family with sequence similarity 167, member A NM_177628 RefSeq Mus musculus family with sequence similarity 167, member A (Fam167a), mRNA. FALSE 219148 Mm.37882 Q6P1G6 chr14 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17301849 35.85318 40.01425 0.8960103 -0.158413 0 main ENSMUST00000160445 Gm16549 predicted gene 16549 ENSMUST00000160445 ENSEMBL havana:known chromosome:GRCm38:14:72589752:72603367:1 gene:ENSMUSG00000090216 gene_biotype:antisense transcript_biotype:antisense FALSE --- --- Q8BX90 chr14 --- --- --- --- --- --- ○
17302600 51.29952 50.52592 1.015311 0.0219216 0 main NM_198865 Slitrk5 SLIT and NTRK-like family, member 5 NM_198865 RefSeq Mus musculus SLIT and NTRK-like family, member 5 (Slitrk5), mRNA. FALSE 75409 Mm.235097 Q810B7 chr14 GO:0007268  // GO:0007409  // GO:0007625  // GO:0009410  // GO:0021756  // GO:0030534  // GO:0043588  // GO:0048813  // GO:0072358 synaptic transmission  // axonogenesis  // grooming behavior  // response to xenobiotic stimulus  // striatum development  // adult behavior  // skin development  // dendrite morphogenesis  // cardiovascular system development GO:0016020  // GO:0016021  // GO:0043235  // GO:0016021  // GO:0043235 membrane  // integral component of membrane  // receptor complex  // integral component of membrane  // receptor complex GO:0003674 molecular_function ○
17303941 188.5184 193.7652 0.9729219 -0.039604 0 main NM_018829 Ap3m1 adaptor-related protein complex 3, mu 1 subunit NM_018829 RefSeq Mus musculus adaptor-related protein complex 3, mu 1 subunit (Ap3m1), mRNA. FALSE 55946 Mm.376269 Q9JKC8 chr14 GO:0006810  // GO:0006886  // GO:0008089  // GO:0015031  // GO:0016192  // GO:0048490 transport  // intracellular protein transport  // anterograde axon cargo transport  // protein transport  // vesicle-mediated transport  // anterograde synaptic vesicle transport GO:0005622  // GO:0005623  // GO:0005765  // GO:0005794  // GO:0016020  // GO:0030131  // GO:0031410  // GO:0005765  // GO:0030659 intracellular  // cell  // lysosomal membrane  // Golgi apparatus  // membrane  // clathrin adaptor complex  // cytoplasmic vesicle  // lysosomal membrane  // cytoplasmic vesicle membrane --- --- ○
17305662 534.8237 595.9213 0.8974737 -0.156058 0 main NM_146054 Fermt2 fermitin family homolog 2 (Drosophila) NM_146054 RefSeq Mus musculus fermitin family homolog 2 (Drosophila) (Fermt2), mRNA. FALSE 218952 Mm.210018 Q8CIB5 chr14 GO:0007155  // GO:0007160  // GO:0007160  // GO:0007179  // GO:0007229  // GO:0008360  // GO:0016055  // GO:0033622  // GO:0033622  // GO:0034446  // GO:0048041  // GO:0072657  // GO:0007179  // GO:0007179  // GO:0007229  // GO:0007229  // GO:0016055  // GO:0016055  // GO:0033622  // GO:0033622 cell adhesion  // cell-matrix adhesion  // cell-matrix adhesion  // transforming growth factor beta receptor signaling pathway  // integrin-mediated signaling pathway  // regulation of cell shape  // Wnt signaling pathway  // integrin activation  // integrin activation  // substrate adhesion-dependent cell spreading  // focal adhesion assembly  // protein localization to membrane  // transforming growth factor beta receptor signaling pathway  // transforming growth factor beta receptor signaling pathway  // integrin-mediated signaling pathway  // integrin-mediated signaling pathway  // Wnt signaling pathway  // Wnt signaling pathway  // integrin activation  // integrin activation GO:0001725  // GO:0005634  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0005925  // GO:0016020  // GO:0030054  // GO:0031234  // GO:0031941  // GO:0042995  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005925  // GO:0005925  // GO:0005938  // GO:0009986  // GO:0031234  // GO:0031234  // GO:0031258  // GO:0031674 stress fiber  // nucleus  // cytoplasm  // cytoskeleton  // plasma membrane  // focal adhesion  // membrane  // cell junction  // extrinsic component of cytoplasmic side of plasma membrane  // filamentous actin  // cell projection  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // focal adhesion  // focal adhesion  // cell cortex  // cell surface  // extrinsic component of cytoplasmic side of plasma membrane  // extrinsic component of cytoplasmic side of plasma membrane  // lamellipodium membrane  // I band GO:0005547  // GO:0008289  // GO:0005547  // GO:0005547 phosphatidylinositol-3,4,5-trisphosphate binding  // lipid binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // phosphatidylinositol-3,4,5-trisphosphate binding ○
17306230 218.8448 207.4168 1.0550968 0.0773754 0 main NM_201637 Chd8 chromodomain helicase DNA binding protein 8 NM_201637 RefSeq Mus musculus chromodomain helicase DNA binding protein 8 (Chd8), mRNA. FALSE 67772 Mm.289934 Q09XV5 chr14 GO:0001701  // GO:0006200  // GO:0006351  // GO:0006355  // GO:0016055  // GO:0016568  // GO:0030178  // GO:0032508  // GO:0043044  // GO:0043066  // GO:0043066  // GO:0045892  // GO:0045892  // GO:0045893  // GO:0045944  // GO:0045945  // GO:0060070  // GO:2000270  // GO:0006200  // GO:0006200  // GO:0030178  // GO:0030178  // GO:0032508  // GO:0043044  // GO:0043044  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045945  // GO:0045945  // GO:0060070  // GO:0060070  // GO:0008152 in utero embryonic development  // ATP catabolic process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // Wnt signaling pathway  // chromatin modification  // negative regulation of Wnt signaling pathway  // DNA duplex unwinding  // ATP-dependent chromatin remodeling  // negative regulation of apoptotic process  // negative regulation of apoptotic process  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase III promoter  // canonical Wnt signaling pathway  // negative regulation of fibroblast apoptotic process  // ATP catabolic process  // ATP catabolic process  // negative regulation of Wnt signaling pathway  // negative regulation of Wnt signaling pathway  // DNA duplex unwinding  // ATP-dependent chromatin remodeling  // ATP-deGO:0005634  // GO:0005634  // GO:0043234  // GO:0071339  // GO:0005634  // GO:0043234  // GO:0071339  // GO:0071339 nucleus  // nucleus  // protein complex  // MLL1 complex  // nucleus  // protein complex  // MLL1 complex  // MLL1 complex GO:0000166  // GO:0002039  // GO:0003676  // GO:0003677  // GO:0003677  // GO:0003678  // GO:0004386  // GO:0005515  // GO:0005524  // GO:0008013  // GO:0008094  // GO:0016787  // GO:0016817  // GO:0035064  // GO:0042393  // GO:0070016  // GO:0003677  // GO:0003677  // GO:0003678  // GO:0003678  // GO:0005524  // GO:0005524  // GO:0008013  // GO:0008013  // GO:0008094  // GO:0008094  // GO:0035064  // GO:0035064  // GO:0070016 nucleotide binding  // p53 binding  // nucleic acid binding  // DNA binding  // DNA binding  // DNA helicase activity  // helicase activity  // protein binding  // ATP binding  // beta-catenin binding  // DNA-dependent ATPase activity  // hydrolase activity  // hydrolase activity, acting on acid anhydrides  // methylated histone binding  // histone binding  // armadillo repeat domain binding  // DNA binding  // DNA binding  // DNA helicase activity  // DNA helicase activity  // ATP binding  // ATP binding  // beta-catenin binding  // beta-catenin binding  // DNA-dependent ATPase activity  // DNA-dependent ATPase activity  // methylated histone binding  // methylated histone binding  // armadillo repeat domain binding ○
17307709 205.5327 205.0916 1.0021507 0.0030995 0 main XM_006518890 Hmbox1 homeobox containing 1 XM_006518890 RefSeq PREDICTED: Mus musculus homeobox containing 1 (Hmbox1), transcript variant X9, mRNA. FALSE 219150 Mm.344074 Q8BJA3 chr14 GO:0006351  // GO:0006355  // GO:0045892  // GO:0045893  // GO:0045892  // GO:0045892 transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated GO:0005634  // GO:0005737  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737 nucleus  // cytoplasm  // nucleus  // nucleus  // cytoplasm  // cytoplasm GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17307935 136.4849 173.6408 0.7860186 -0.347365 0 main NM_028032 Ppp2r2a protein phosphatase 2, regulatory subunit B, alpha NM_028032 RefSeq Mus musculus protein phosphatase 2, regulatory subunit B, alpha (Ppp2r2a), transcript variant 1, mRNA. FALSE 71978 Mm.273997 Q6P1F6 chr14 GO:0006470  // GO:0007165  // GO:0043278  // GO:0006470  // GO:0050790 protein dephosphorylation  // signal transduction  // response to morphine  // protein dephosphorylation  // regulation of catalytic activity GO:0000159  // GO:0000159 protein phosphatase type 2A complex  // protein phosphatase type 2A complex GO:0004722  // GO:0008601  // GO:0004722 protein serine/threonine phosphatase activity  // protein phosphatase type 2A regulator activity  // protein serine/threonine phosphatase activity ○
17308132 228.4169 245.1689 0.9316716 -0.102107 0 main NM_026331 Slc25a37 solute carrier family 25, member 37 NM_026331 RefSeq Mus musculus solute carrier family 25, member 37 (Slc25a37), mRNA. FALSE 67712 Mm.293635 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17308165 98.43435 82.31371 1.1958439 0.2580291 0 main ENSMUST00000183695 Gm21464 predicted gene, 21464 ENSMUST00000183695 ENSEMBL havana:known chromosome:GRCm38:14:69365102:69503236:-1 gene:ENSMUSG00000093954 gene_biotype:protein_coding transcript_biotype:nonsense_mediated_decay FALSE 100862085 Mm.291443  // Mm.441111 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17308525 716.1914 788.4019 0.908409 -0.138586 0 main NM_207636 Fndc3a fibronectin type III domain containing 3A NM_207636 RefSeq Mus musculus fibronectin type III domain containing 3A (Fndc3a), mRNA. FALSE 319448 Mm.205421 Q8BX90 chr14 GO:0007286  // GO:0009566  // GO:0016337  // GO:0060009 spermatid development  // fertilization  // single organismal cell-cell adhesion  // Sertoli cell development GO:0001669  // GO:0005794  // GO:0005829  // GO:0012506  // GO:0016020  // GO:0016021  // GO:0031410  // GO:0000139  // GO:0005794 acrosomal vesicle  // Golgi apparatus  // cytosol  // vesicle membrane  // membrane  // integral component of membrane  // cytoplasmic vesicle  // Golgi membrane  // Golgi apparatus GO:0044822 poly(A) RNA binding ○
17309774 29.8855 29.32752 1.0190258 0.0271906 0 main NM_010201 Fgf14 fibroblast growth factor 14 NM_010201 RefSeq Mus musculus fibroblast growth factor 14 (Fgf14), transcript variant 1, mRNA. FALSE 14169 Mm.206362 P70379 chr14 GO:0007254  // GO:0007268  // GO:0007399  // GO:0008344  // GO:0008543  // GO:0010765  // GO:0050905  // GO:0007254 JNK cascade  // synaptic transmission  // nervous system development  // adult locomotory behavior  // fibroblast growth factor receptor signaling pathway  // positive regulation of sodium ion transport  // neuromuscular process  // JNK cascade GO:0005576  // GO:0005622  // GO:0005634 extracellular region  // intracellular  // nucleus GO:0005102  // GO:0005104  // GO:0008083  // GO:0008201  // GO:0008083  // GO:0008201 receptor binding  // fibroblast growth factor receptor binding  // growth factor activity  // heparin binding  // growth factor activity  // heparin binding ○
17310872 260.9909 311.0828 0.8389757 -0.253299 0 main NM_008304 Sdc2 syndecan 2 NM_008304 RefSeq Mus musculus syndecan 2 (Sdc2), mRNA. FALSE 15529 Mm.234266 P43407 chr15 GO:0007399  // GO:0030154  // GO:0048814  // GO:0001666  // GO:0031000  // GO:0042060  // GO:0048813 nervous system development  // cell differentiation  // regulation of dendrite morphogenesis  // response to hypoxia  // response to caffeine  // wound healing  // dendrite morphogenesis GO:0016020  // GO:0016021  // GO:0043025  // GO:0045202  // GO:0005796  // GO:0043025 membrane  // integral component of membrane  // neuronal cell body  // synapse  // Golgi lumen  // neuronal cell body GO:0005515  // GO:0008092  // GO:0030165  // GO:0030165 protein binding  // cytoskeletal protein binding  // PDZ domain binding  // PDZ domain binding ○
17311272 122.2655 118.9235 1.0281021 0.0399835 0 main NM_011766 Zfpm2 zinc finger protein, multitype 2 NM_011766 RefSeq Mus musculus zinc finger protein, multitype 2 (Zfpm2), mRNA. FALSE 22762 Mm.39496 Q8CCH7 chr15 GO:0000122  // GO:0001570  // GO:0001570  // GO:0001701  // GO:0003148  // GO:0003151  // GO:0003181  // GO:0003192  // GO:0003195  // GO:0003221  // GO:0006351  // GO:0006355  // GO:0007507  // GO:0007507  // GO:0030324  // GO:0045599  // GO:0045599  // GO:0045892  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0048568  // GO:0048568  // GO:0048738  // GO:0055008  // GO:0060412  // GO:0060548  // GO:0060979  // GO:2000020  // GO:2000195  // GO:0003148  // GO:0003221  // GO:0045892  // GO:0048568  // GO:0060412 negative regulation of transcription from RNA polymerase II promoter  // vasculogenesis  // vasculogenesis  // in utero embryonic development  // outflow tract septum morphogenesis  // outflow tract morphogenesis  // atrioventricular valve morphogenesis  // mitral valve formation  // tricuspid valve formation  // right ventricular cardiac muscle tissue morphogenesis  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // heart development  // heart development  // lung development  // negative regulation of fat cell differentiation  // negative regulation of fat cell differentiation  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // embryonic organ development  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005634 nucleus  // nucleus  // cytoplasm  // nucleus GO:0001071  // GO:0003676  // GO:0003677  // GO:0003714  // GO:0005515  // GO:0008134  // GO:0008134  // GO:0046872 nucleic acid binding transcription factor activity  // nucleic acid binding  // DNA binding  // transcription corepressor activity  // protein binding  // transcription factor binding  // transcription factor binding  // metal ion binding ○
17314421 22.20171 20.39221 1.0887349 0.1226527 0 main NM_001164593 Pdzrn4 PDZ domain containing RING finger 4 NM_001164593 RefSeq Mus musculus PDZ domain containing RING finger 4 (Pdzrn4), transcript variant 1, mRNA. FALSE 239618 Mm.309826 B9EKP7 chr15 GO:0008150 biological_process GO:0005575 cellular_component GO:0046872  // GO:0003674  // GO:0008270 metal ion binding  // molecular_function  // zinc ion binding ○
17315500 29.13863 25.73942 1.1320624 0.1789535 0 main NM_010462 Hoxc10 homeobox C10 NM_010462 RefSeq Mus musculus homeobox C10 (Hoxc10), mRNA. FALSE 209448 Mm.31665 P31257 chr15 GO:0001501  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0007275  // GO:0009952  // GO:0009954  // GO:0021520  // GO:0030326  // GO:0050905 skeletal system development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // multicellular organismal development  // anterior/posterior pattern specification  // proximal/distal pattern formation  // spinal cord motor neuron cell fate specification  // embryonic limb morphogenesis  // neuromuscular process GO:0005634  // GO:0019907  // GO:0019907 nucleus  // cyclin-dependent protein kinase activating kinase holoenzyme complex  // cyclin-dependent protein kinase activating kinase holoenzyme complex GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17315810 561.6248 705.8835 0.7956338 -0.329823 0 main NM_027707 Nipbl Nipped-B homolog (Drosophila) NM_027707 RefSeq Mus musculus Nipped-B homolog (Drosophila) (Nipbl), transcript variant a, mRNA. FALSE 71175 Mm.240329 Q6KCD5 chr15 GO:0000122  // GO:0003007  // GO:0003151  // GO:0006974  // GO:0007049  // GO:0007064  // GO:0007420  // GO:0007507  // GO:0007605  // GO:0019827  // GO:0031065  // GO:0034088  // GO:0034613  // GO:0035115  // GO:0035136  // GO:0035261  // GO:0040018  // GO:0042471  // GO:0042634  // GO:0045444  // GO:0045778  // GO:0045892  // GO:0045995  // GO:0048557  // GO:0048589  // GO:0048592  // GO:0048638  // GO:0048701  // GO:0048703  // GO:0050890  // GO:0060325  // GO:0061010  // GO:0061038  // GO:0071481  // GO:0000122  // GO:0003007  // GO:0003151  // GO:0006974  // GO:0007064  // GO:0007420  // GO:0007605  // GO:0031065  // GO:0034088  // GO:0034088  // GO:0034613  // GO:0035115  // GO:0035136  // GO:0035261  // GO:0042471  // GO:0042634  // GO:0045892  // GO:0045944  // GO:0045995  // GO:0048557  // GO:0048589  // GO:0048592  // GO:0048638  // GO:0050890  // GO:0060325  // GO:0061010  // GO:0061038  // GO:0071481 negative regulation of transcription from RNA polymerase II promoter  // heart morphogenesis  // outflow tract morphogenesis  // cellular response to DNA damage stimulus  // cell cycle  // mitotic sister chromatid cohesion  // brain development  // heart development  // sensory perception of sound  // stem cell maintenance  // positive regulation of histone deacetylation  // maintenance of mitotic sister chromatid cohesion  // cellular protein localization  // embryonic forelimb morphogenesis  // forelimb morphogenesis  // external genitalia morphogenesis  // positive regulation of multicellular organism growth  // ear morphogenesis  // regulation of hair cycle  // fat cell differentiation  // positive regulation of ossification  // negative regulation of transcription, DNA-templated  // regulation of embryonic development  // embryonic digestive tract morphogenesis  // developmental growth  // eye morphogenesis  // regulation of developmental growth  // embryonic cranial skeleton morphogenesis  // embryonic GO:0005634  // GO:0032116  // GO:0070062  // GO:0000785  // GO:0005634  // GO:0032116  // GO:0032116 nucleus  // SMC loading complex  // extracellular vesicular exosome  // chromatin  // nucleus  // SMC loading complex  // SMC loading complex GO:0003682  // GO:0008022  // GO:0036033  // GO:0042826  // GO:0047485  // GO:0070087  // GO:0008022  // GO:0042826  // GO:0047485  // GO:0070087 chromatin binding  // protein C-terminus binding  // mediator complex binding  // histone deacetylase binding  // protein N-terminus binding  // chromo shadow domain binding  // protein C-terminus binding  // histone deacetylase binding  // protein N-terminus binding  // chromo shadow domain binding ○
17316845 56.43475 58.41259 0.9661402 -0.049696 0 main NM_001285840 Sybu syntabulin (syntaxin-interacting) NM_001285840 RefSeq Mus musculus syntabulin (syntaxin-interacting) (Sybu), transcript variant d, mRNA. FALSE 319613 Mm.207715 Q8BHS8 chr15 GO:0061178  // GO:0061178  // GO:0061178 regulation of insulin secretion involved in cellular response to glucose stimulus  // regulation of insulin secretion involved in cellular response to glucose stimulus  // regulation of insulin secretion involved in cellular response to glucose stimulus GO:0005794  // GO:0016020  // GO:0016021  // GO:0097433  // GO:0000139  // GO:0097433  // GO:0097433 Golgi apparatus  // membrane  // integral component of membrane  // dense body  // Golgi membrane  // dense body  // dense body GO:0008017  // GO:0017075  // GO:0019894  // GO:0008017  // GO:0008017 microtubule binding  // syntaxin-1 binding  // kinesin binding  // microtubule binding  // microtubule binding ○
17316956 166.2788 193.3805 0.859853 -0.217838 0 main ENSMUST00000183421 Trps1 trichorhinophalangeal syndrome I (human) ENSMUST00000183421 ENSEMBL havana:putative chromosome:GRCm38:15:50819499:50827521:-1 gene:ENSMUSG00000038679 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 83925 Mm.30466  // Mm.473599  // Mm.484651 Q8BZ62 chr15 GO:0000122  // GO:0002062  // GO:0006351  // GO:0006355  // GO:0007178  // GO:0031063  // GO:0032330  // GO:0045892  // GO:1902043  // GO:0032330  // GO:0000122  // GO:0000122 negative regulation of transcription from RNA polymerase II promoter  // chondrocyte differentiation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transmembrane receptor protein serine/threonine kinase signaling pathway  // regulation of histone deacetylation  // regulation of chondrocyte differentiation  // negative regulation of transcription, DNA-templated  // positive regulation of extrinsic apoptotic signaling pathway via death domain receptors  // regulation of chondrocyte differentiation  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005634  // GO:0005634  // GO:0005634 nucleus  // nucleus  // nucleus  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0008270  // GO:0043565  // GO:0046872 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // zinc ion binding  // sequence-specific DNA binding  // metal ion binding ○
17316977 27.25347 27.01605 1.0087881 0.0126232 0 main NR_035444 Mir1907 microRNA 1907 NR_035444 RefSeq Mus musculus microRNA 1907 (Mir1907), microRNA. FALSE 100316685 --- Q925H1 chr15 --- --- --- --- --- --- ○
17319299 277.1267 309.8194 0.8944782 -0.160882 0 main NM_001205345 Sun2 Sad1 and UNC84 domain containing 2 NM_001205345 RefSeq Mus musculus Sad1 and UNC84 domain containing 2 (Sun2), transcript variant 1, mRNA. FALSE 223697 Mm.202715 Q8BJS4 chr15 GO:0006998  // GO:0030335  // GO:0031022  // GO:0051642  // GO:0090286  // GO:0090292  // GO:0006998  // GO:0090286  // GO:0090292 nuclear envelope organization  // positive regulation of cell migration  // nuclear migration along microfilament  // centrosome localization  // cytoskeletal anchoring at nuclear membrane  // nuclear matrix anchoring at nuclear membrane  // nuclear envelope organization  // cytoskeletal anchoring at nuclear membrane  // nuclear matrix anchoring at nuclear membrane GO:0000784  // GO:0000784  // GO:0000794  // GO:0000794  // GO:0005623  // GO:0005634  // GO:0005635  // GO:0005635  // GO:0005637  // GO:0005768  // GO:0016020  // GO:0016021  // GO:0031965  // GO:0034993  // GO:0005635  // GO:0005637  // GO:0010008  // GO:0031965  // GO:0034993 nuclear chromosome, telomeric region  // nuclear chromosome, telomeric region  // condensed nuclear chromosome  // condensed nuclear chromosome  // cell  // nucleus  // nuclear envelope  // nuclear envelope  // nuclear inner membrane  // endosome  // membrane  // integral component of membrane  // nuclear membrane  // SUN-KASH complex  // nuclear envelope  // nuclear inner membrane  // endosome membrane  // nuclear membrane  // SUN-KASH complex GO:0005515  // GO:0005521  // GO:0042802  // GO:0005521  // GO:0042802 protein binding  // lamin binding  // identical protein binding  // lamin binding  // identical protein binding ○
17320583 240.7783 216.8393 1.1103997 0.1510791 0 main NM_001033851 Cpne8 copine VIII NM_001033851 RefSeq Mus musculus copine VIII (Cpne8), transcript variant 2, mRNA. FALSE 66871 Mm.290991 Q9DC53 chr15 GO:0008150 biological_process GO:0070062 extracellular vesicular exosome GO:0003674 molecular_function ○
17322261 533.8728 431.9658 1.2359145 0.305579 0 main ENSMUST00000096143 Atf7 activating transcription factor 7 ENSMUST00000096143 ENSEMBL ensembl:known chromosome:GRCm38:15:102528636:102529025:-1 gene:ENSMUSG00000099083 gene_biotype:protein_coding transcript_biotype:protein_coding gene:ENSMUSG00000071584 FALSE --- --- Q7TNN1 chr15 --- --- --- --- --- --- ○
17322263 648.076 591.0241 1.0965306 0.132946 0 main NM_146065 Atf7 activating transcription factor 7 NM_146065 RefSeq Mus musculus activating transcription factor 7 (Atf7), mRNA. FALSE 223922 Mm.208714 Q8R0S1 chr15 GO:0006355  // GO:0006351  // GO:0006355 regulation of transcription, DNA-templated  // transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0034399  // GO:0005634  // GO:0005654  // GO:0034399 nuclear periphery  // nucleus  // nucleoplasm  // nuclear periphery GO:0008134  // GO:0051019  // GO:0003676  // GO:0003677  // GO:0003700  // GO:0043565  // GO:0046872 transcription factor binding  // mitogen-activated protein kinase binding  // nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // metal ion binding ○
17322359 111.1243 104.1711 1.0667479 0.0932192 0 main NM_013866 Zfp385a zinc finger protein 385A NM_013866 RefSeq Mus musculus zinc finger protein 385A (Zfp385a), mRNA. FALSE 29813 Mm.14099 Q8VD12 chr15 GO:0006351  // GO:0006355  // GO:0006417  // GO:0006915  // GO:0006974  // GO:0007049  // GO:0007599  // GO:0007611  // GO:0007626  // GO:0008298  // GO:0010609  // GO:0030220  // GO:0035855  // GO:0035855  // GO:0045600  // GO:0070889  // GO:1902164  // GO:1902166  // GO:2000765  // GO:0006974  // GO:1902164  // GO:1902164  // GO:1902166  // GO:1902166 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of translation  // apoptotic process  // cellular response to DNA damage stimulus  // cell cycle  // hemostasis  // learning or memory  // locomotory behavior  // intracellular mRNA localization  // mRNA localization resulting in posttranscriptional regulation of gene expression  // platelet formation  // megakaryocyte development  // megakaryocyte development  // positive regulation of fat cell differentiation  // platelet alpha granule organization  // positive regulation of DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator  // negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // regulation of cytoplasmic translation  // cellular response to DNA damage stimulus  // positive regulation of DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator GO:0000790  // GO:0005634  // GO:0005737  // GO:0030425  // GO:0042995  // GO:0043025  // GO:0000790  // GO:0005730  // GO:0030425 nuclear chromatin  // nucleus  // cytoplasm  // dendrite  // cell projection  // neuronal cell body  // nuclear chromatin  // nucleolus  // dendrite GO:0002039  // GO:0003676  // GO:0003723  // GO:0003730  // GO:0008270  // GO:0044822  // GO:0046872  // GO:0002039 p53 binding  // nucleic acid binding  // RNA binding  // mRNA 3'-UTR binding  // zinc ion binding  // poly(A) RNA binding  // metal ion binding  // p53 binding ○
17322950 96.59696 85.33616 1.1319581 0.1788206 0 main NM_028964 Snx29 sorting nexin 29 NM_028964 RefSeq Mus musculus sorting nexin 29 (Snx29), transcript variant 1, mRNA. FALSE 74478 Mm.325831 Q9D3S3 chr16 GO:0008150  // GO:0007018  // GO:0008152 biological_process  // microtubule-based movement  // metabolic process GO:0005871 kinesin complex GO:0035091  // GO:0003674  // GO:0003777 phosphatidylinositol binding  // molecular_function  // microtubule motor activity ○
17323465 169.8339 180.2454 0.9422371 -0.085838 0 main NM_023348 Snap29 synaptosomal-associated protein 29 NM_023348 RefSeq Mus musculus synaptosomal-associated protein 29 (Snap29), mRNA. FALSE 67474 Mm.271992 Q9ERB0 chr16 GO:0000046  // GO:0006810  // GO:0006914  // GO:0015031  // GO:0000046  // GO:0000046 autophagic vacuole fusion  // transport  // autophagy  // protein transport  // autophagic vacuole fusion  // autophagic vacuole fusion GO:0005737  // GO:0005813  // GO:0016020  // GO:0030054  // GO:0031201  // GO:0043005  // GO:0045202  // GO:0005634  // GO:0005737  // GO:0031201  // GO:0031201 cytoplasm  // centrosome  // membrane  // cell junction  // SNARE complex  // neuron projection  // synapse  // nucleus  // cytoplasm  // SNARE complex  // SNARE complex GO:0019905 syntaxin binding ○
17327445 13.71385 13.26748 1.0336439 0.0477393 0 main ENSMUST00000181507 Dennd1b DENN/MADD domain containing 1B ENSMUST00000181507 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:16:95016370:95067017:1 gene:ENSMUSG00000097551 gene_biotype:lincRNA transcript_biotype:lincRNA FALSE 329260 Mm.337604  // Mm.475093 Q3U1T9 chr16 GO:0006810  // GO:0015031  // GO:0032313  // GO:0032851  // GO:0043547  // GO:0032851 transport  // protein transport  // regulation of Rab GTPase activity  // positive regulation of Rab GTPase activity  // positive regulation of GTPase activity  // positive regulation of Rab GTPase activity GO:0005737  // GO:0031410  // GO:0005575  // GO:0005829  // GO:0030136 cytoplasm  // cytoplasmic vesicle  // cellular_component  // cytosol  // clathrin-coated vesicle GO:0005085  // GO:0017112  // GO:0017112  // GO:0017112 guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity ○
17327465 364.8452 528.1785 0.6907612 -0.533741 0 main NM_011809 Ets2 E26 avian leukemia oncogene 2, 3 domain NM_011809 RefSeq Mus musculus E26 avian leukemia oncogene 2, 3 domain (Ets2), mRNA. FALSE 23872 Mm.290207 P15037 chr16 GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0030154  // GO:0045893  // GO:0045944  // GO:0006357  // GO:0006366  // GO:0030154  // GO:0045893  // GO:0045944 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // cell differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // cell differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005634  // GO:0005634 nucleus  // nucleus  // nucleus GO:0000977  // GO:0000981  // GO:0003677  // GO:0003700  // GO:0035259  // GO:0043565  // GO:0000981  // GO:0003677  // GO:0003700  // GO:0035259  // GO:0043565 RNA polymerase II regulatory region sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // glucocorticoid receptor binding  // sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // glucocorticoid receptor binding  // sequence-specific DNA binding ○
17327482 43.9964 51.22802 0.8588347 -0.219548 0 main ENSMUST00000146222 Gm15342 predicted gene 15342 ENSMUST00000146222 ENSEMBL havana:known chromosome:GRCm38:16:96036090:96038743:1 gene:ENSMUSG00000085884 gene_biotype:processed_transcript transcript_biotype:processed_transcript FALSE --- Mm.399491 Q921C3 chr16 --- --- --- --- --- --- ○
17328104 50.50248 60.51356 0.8345647 -0.260904 0 main NM_001271603 Socs1 suppressor of cytokine signaling 1 NM_001271603 RefSeq Mus musculus suppressor of cytokine signaling 1 (Socs1), transcript variant 1, mRNA. FALSE 12703 Mm.130 O35716 chr16 GO:0001932  // GO:0007259  // GO:0009968  // GO:0019221  // GO:0019221  // GO:0035556  // GO:0040008  // GO:0042518  // GO:0043086  // GO:0045444  // GO:0046426  // GO:0046627  // GO:0060334  // GO:0071230  // GO:0016567  // GO:0046426 regulation of protein phosphorylation  // JAK-STAT cascade  // negative regulation of signal transduction  // cytokine-mediated signaling pathway  // cytokine-mediated signaling pathway  // intracellular signal transduction  // regulation of growth  // negative regulation of tyrosine phosphorylation of Stat3 protein  // negative regulation of catalytic activity  // fat cell differentiation  // negative regulation of JAK-STAT cascade  // negative regulation of insulin receptor signaling pathway  // regulation of interferon-gamma-mediated signaling pathway  // cellular response to amino acid stimulus  // protein ubiquitination  // negative regulation of JAK-STAT cascade GO:0005622  // GO:0005634  // GO:0005737  // GO:0031410  // GO:0005829  // GO:0016023 intracellular  // nucleus  // cytoplasm  // cytoplasmic vesicle  // cytosol  // cytoplasmic membrane-bounded vesicle GO:0005159  // GO:0005515  // GO:0019210  // GO:0019901  // GO:0005159  // GO:0019901 insulin-like growth factor receptor binding  // protein binding  // kinase inhibitor activity  // protein kinase binding  // insulin-like growth factor receptor binding  // protein kinase binding ○
17329258 111.7554 118.6727 0.9417111 -0.086644 0 main ENSMUST00000129913 Igf2bp2 insulin-like growth factor 2 mRNA binding protein 2 ENSMUST00000129913 ENSEMBL havana:known chromosome:GRCm38:16:22059055:22163019:-1 gene:ENSMUSG00000033581 gene_biotype:protein_coding transcript_biotype:retained_intron FALSE 319765 Mm.489442  // Mm.491007 Q5SF07 chr16 GO:0006417  // GO:0006810  // GO:0051028 regulation of translation  // transport  // mRNA transport GO:0005634  // GO:0005737  // GO:0005856  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005856  // GO:0005856 nucleus  // cytoplasm  // cytoskeleton  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // cytoskeleton  // cytoskeleton GO:0000166  // GO:0003676  // GO:0003723  // GO:0003729  // GO:0003730  // GO:0044822  // GO:0048027  // GO:0003730  // GO:0003730  // GO:0048027  // GO:0048027 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA binding  // mRNA 3'-UTR binding  // poly(A) RNA binding  // mRNA 5'-UTR binding  // mRNA 3'-UTR binding  // mRNA 3'-UTR binding  // mRNA 5'-UTR binding  // mRNA 5'-UTR binding ○
17331418 112.1973 145.4918 0.7711589 -0.3749 0 main NM_028059 Zfp654 zinc finger protein 654 NM_028059 RefSeq Mus musculus zinc finger protein 654 (Zfp654), mRNA. FALSE 72020 Mm.25960 Q9DAU9 chr16 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003677  // GO:0046872 DNA binding  // metal ion binding ○
17332395 195.937 251.0268 0.7805422 -0.357452 0 main NM_001103179 Brwd1 bromodomain and WD repeat domain containing 1 NM_001103179 RefSeq Mus musculus bromodomain and WD repeat domain containing 1 (Brwd1), transcript variant 2, mRNA. FALSE 93871 Mm.240871 Q921C3 chr16 GO:0006351  // GO:0006355  // GO:0006357  // GO:0007010  // GO:0008360  // GO:0007010  // GO:0007010  // GO:0008360  // GO:0008360 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // cytoskeleton organization  // regulation of cell shape  // cytoskeleton organization  // cytoskeleton organization  // regulation of cell shape  // regulation of cell shape GO:0005634  // GO:0005634  // GO:0005737  // GO:0005634  // GO:0005730 nucleus  // nucleus  // cytoplasm  // nucleus  // nucleolus GO:0005515 protein binding ○
17332628 187.4104 191.0261 0.9810722 -0.027569 0 main NM_174847 C2cd2 C2 calcium-dependent domain containing 2 NM_174847 RefSeq Mus musculus C2 calcium-dependent domain containing 2 (C2cd2), mRNA. FALSE 207781 Mm.1465 E9Q3C1 chr16 GO:0008150 biological_process GO:0005634  // GO:0005829  // GO:0005634  // GO:0005829 nucleus  // cytosol  // nucleus  // cytosol GO:0003674 molecular_function ○
17334241 226.1623 237.5832 0.9519288 -0.071074 0 main NM_001080127 Rnps1 ribonucleic acid binding protein S1 NM_001080127 RefSeq Mus musculus ribonucleic acid binding protein S1 (Rnps1), transcript variant 2, mRNA. FALSE 19826 Mm.1951 Q99M28 chr17 GO:0000184  // GO:0000381  // GO:0006397  // GO:0008380  // GO:0043065  // GO:0048025  // GO:0000184  // GO:0000381  // GO:0000381  // GO:0043065  // GO:0043065  // GO:0048025  // GO:0048025 nuclear-transcribed mRNA catabolic process, nonsense-mediated decay  // regulation of alternative mRNA splicing, via spliceosome  // mRNA processing  // RNA splicing  // positive regulation of apoptotic process  // negative regulation of mRNA splicing, via spliceosome  // nuclear-transcribed mRNA catabolic process, nonsense-mediated decay  // regulation of alternative mRNA splicing, via spliceosome  // regulation of alternative mRNA splicing, via spliceosome  // positive regulation of apoptotic process  // positive regulation of apoptotic process  // negative regulation of mRNA splicing, via spliceosome  // negative regulation of mRNA splicing, via spliceosome GO:0005634  // GO:0005737  // GO:0061574  // GO:0005634  // GO:0005737  // GO:0016607  // GO:0061574  // GO:0061574 nucleus  // cytoplasm  // ASAP complex  // nucleus  // cytoplasm  // nuclear speck  // ASAP complex  // ASAP complex GO:0000166  // GO:0003676  // GO:0003677  // GO:0003723  // GO:0003730  // GO:0044822  // GO:0003730 nucleotide binding  // nucleic acid binding  // DNA binding  // RNA binding  // mRNA 3'-UTR binding  // poly(A) RNA binding  // mRNA 3'-UTR binding ○
17335550 106.4903 101.6232 1.0478936 0.0674922 0 main NM_198647 Tbc1d22b TBC1 domain family, member 22B NM_198647 RefSeq Mus musculus TBC1 domain family, member 22B (Tbc1d22b), mRNA. FALSE 381085 Mm.328934 Q6PAT2 chr17 GO:0008150  // GO:0032313  // GO:0032851 biological_process  // regulation of Rab GTPase activity  // positive regulation of Rab GTPase activity GO:0005575 cellular_component GO:0003674  // GO:0005097 molecular_function  // Rab GTPase activator activity ○
17338460 37.94201 36.53804 1.0384249 0.0543969 0 main NM_027452 Lrfn2 leucine rich repeat and fibronectin type III domain containing 2 NM_027452 RefSeq Mus musculus leucine rich repeat and fibronectin type III domain containing 2 (Lrfn2), mRNA. FALSE 70530 Mm.133607 Q80TG9 chr17 --- --- GO:0005886  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0045202  // GO:0045211 plasma membrane  // membrane  // integral component of membrane  // cell junction  // synapse  // postsynaptic membrane GO:0005515 protein binding ○
17338521 126.3513 96.95976 1.3031313 0.3819825 0 main NM_013880 Plcl2 phospholipase C-like 2 NM_013880 RefSeq Mus musculus phospholipase C-like 2 (Plcl2), mRNA. FALSE 224860 Mm.217362 Q8K394 chr17 GO:0002322  // GO:0002337  // GO:0006629  // GO:0007165  // GO:0007214  // GO:0032228  // GO:0033135  // GO:0035556  // GO:0050859  // GO:1900122 B cell proliferation involved in immune response  // B-1a B cell differentiation  // lipid metabolic process  // signal transduction  // gamma-aminobutyric acid signaling pathway  // regulation of synaptic transmission, GABAergic  // regulation of peptidyl-serine phosphorylation  // intracellular signal transduction  // negative regulation of B cell receptor signaling pathway  // positive regulation of receptor binding GO:0005737 cytoplasm GO:0004435  // GO:0004871  // GO:0005509  // GO:0008081  // GO:0050811  // GO:0050811 phosphatidylinositol phospholipase C activity  // signal transducer activity  // calcium ion binding  // phosphoric diester hydrolase activity  // GABA receptor binding  // GABA receptor binding ○
17339973 201.6805 217.6629 0.9265727 -0.110024 0 main NM_134117 Pkdcc protein kinase domain containing, cytoplasmic NM_134117 RefSeq Mus musculus protein kinase domain containing, cytoplasmic (Pkdcc), mRNA. FALSE 106522 Mm.311974 Q5RJI4 chr17 GO:0001501  // GO:0001503  // GO:0006468  // GO:0006810  // GO:0007275  // GO:0015031  // GO:0016310  // GO:0030154  // GO:0030282  // GO:0030501  // GO:0032332  // GO:0035108  // GO:0035264  // GO:0042997  // GO:0048286  // GO:0048566  // GO:0060021  // GO:0006468 skeletal system development  // ossification  // protein phosphorylation  // transport  // multicellular organismal development  // protein transport  // phosphorylation  // cell differentiation  // bone mineralization  // positive regulation of bone mineralization  // positive regulation of chondrocyte differentiation  // limb morphogenesis  // multicellular organism growth  // negative regulation of Golgi to plasma membrane protein transport  // lung alveolus development  // embryonic digestive tract development  // palate development  // protein phosphorylation GO:0005794  // GO:0005794 Golgi apparatus  // Golgi apparatus GO:0000166  // GO:0004672  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672 nucleotide binding  // protein kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity ○
17340323 264.9203 303.9398 0.871621 -0.198227 0 main NM_180974 Foxn2 forkhead box N2 NM_180974 RefSeq Mus musculus forkhead box N2 (Foxn2), mRNA. FALSE 14236 Mm.112824 D3Z6Z3 chr17 GO:0006351  // GO:0006355  // GO:0035914 transcription, DNA-templated  // regulation of transcription, DNA-templated  // skeletal muscle cell differentiation GO:0005634  // GO:0043231  // GO:0043231  // GO:0005634 nucleus  // intracellular membrane-bounded organelle  // intracellular membrane-bounded organelle  // nucleus GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17340756 1251.231 1358.052 0.9213425 -0.118191 0 main NM_001159516 Qk quaking NM_001159516 RefSeq Mus musculus quaking (Qk), transcript variant 2, mRNA. FALSE 19317 Mm.384135  // Mm.393248 Q9QYS9 chr17 GO:0001570  // GO:0006397  // GO:0006417  // GO:0006810  // GO:0007275  // GO:0007286  // GO:0008366  // GO:0008380  // GO:0010628  // GO:0030154  // GO:0042552  // GO:0042692  // GO:0042759  // GO:0051028  // GO:0061158 vasculogenesis  // mRNA processing  // regulation of translation  // transport  // multicellular organismal development  // spermatid development  // axon ensheathment  // RNA splicing  // positive regulation of gene expression  // cell differentiation  // myelination  // muscle cell differentiation  // long-chain fatty acid biosynthetic process  // mRNA transport  // 3'-UTR-mediated mRNA destabilization GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003723  // GO:0017124  // GO:0044822  // GO:0003723  // GO:0003729 RNA binding  // SH3 domain binding  // poly(A) RNA binding  // RNA binding  // mRNA binding ○
17345038 640.0774 811.4113 0.7888446 -0.342187 0 main NM_009847 Cd2ap CD2-associated protein NM_009847 RefSeq Mus musculus CD2-associated protein (Cd2ap), mRNA. TRUE 12488 Mm.218637 Q9JLQ0 chr17 GO:0007049  // GO:0007067  // GO:0016050  // GO:0016337  // GO:0016477  // GO:0032911  // GO:0043161  // GO:0048259  // GO:0051301  // GO:1900182  // GO:2000249  // GO:0016050  // GO:0016337  // GO:0016477  // GO:0043161  // GO:0048259 cell cycle  // mitotic nuclear division  // vesicle organization  // single organismal cell-cell adhesion  // cell migration  // negative regulation of transforming growth factor beta1 production  // proteasome-mediated ubiquitin-dependent protein catabolic process  // regulation of receptor-mediated endocytosis  // cell division  // positive regulation of protein localization to nucleus  // regulation of actin cytoskeleton reorganization  // vesicle organization  // single organismal cell-cell adhesion  // cell migration  // proteasome-mediated ubiquitin-dependent protein catabolic process  // regulation of receptor-mediated endocytosis GO:0001726  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0005911  // GO:0005938  // GO:0030139  // GO:0031252  // GO:0031941  // GO:0042995  // GO:0043234  // GO:0048471  // GO:0070062  // GO:0001726  // GO:0005730  // GO:0005737  // GO:0005829  // GO:0005886  // GO:0005938  // GO:0030139  // GO:0031252  // GO:0031941  // GO:0043234  // GO:0048471 ruffle  // cytoplasm  // cytoskeleton  // plasma membrane  // cell-cell junction  // cell cortex  // endocytic vesicle  // cell leading edge  // filamentous actin  // cell projection  // protein complex  // perinuclear region of cytoplasm  // extracellular vesicular exosome  // ruffle  // nucleolus  // cytoplasm  // cytosol  // plasma membrane  // cell cortex  // endocytic vesicle  // cell leading edge  // filamentous actin  // protein complex  // perinuclear region of cytoplasm GO:0005172  // GO:0005515  // GO:0008013  // GO:0008022  // GO:0017124  // GO:0032403  // GO:0045296  // GO:0005172  // GO:0008013  // GO:0008022  // GO:0017124  // GO:0032403  // GO:0045296 vascular endothelial growth factor receptor binding  // protein binding  // beta-catenin binding  // protein C-terminus binding  // SH3 domain binding  // protein complex binding  // cadherin binding  // vascular endothelial growth factor receptor binding  // beta-catenin binding  // protein C-terminus binding  // SH3 domain binding  // protein complex binding  // cadherin binding ○
17345134 31.97208 31.27957 1.0221394 0.0315919 0 main NM_001146038 Runx2 runt related transcription factor 2 NM_001146038 RefSeq Mus musculus runt related transcription factor 2 (Runx2), transcript variant 1, mRNA. TRUE 12393 Mm.391013  // Mm.491666 Q08775 chr17 GO:0001501  // GO:0001649  // GO:0001649  // GO:0001958  // GO:0002051  // GO:0002062  // GO:0002062  // GO:0002063  // GO:0002076  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0008284  // GO:0008284  // GO:0030217  // GO:0030278  // GO:0030509  // GO:0032332  // GO:0035115  // GO:0040036  // GO:0042475  // GO:0042487  // GO:0045667  // GO:0045669  // GO:0045669  // GO:0045778  // GO:0045879  // GO:0045892  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0048469  // GO:0048469  // GO:0048701  // GO:0048705  // GO:0048863  // GO:0071773  // GO:1901522  // GO:0006355  // GO:0045892  // GO:0045893  // GO:0006357  // GO:0006366 skeletal system development  // osteoblast differentiation  // osteoblast differentiation  // endochondral ossification  // osteoblast fate commitment  // chondrocyte differentiation  // chondrocyte differentiation  // chondrocyte development  // osteoblast development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // T cell differentiation  // regulation of ossification  // BMP signaling pathway  // positive regulation of chondrocyte differentiation  // embryonic forelimb morphogenesis  // regulation of fibroblast growth factor receptor signaling pathway  // odontogenesis of dentin-containing tooth  // regulation of odontogenesis of dentin-containing tooth  // regulation of osteoblast differentiation  // positive regulation of osteoblast differentiation  // positive regulation of osteoblast differentiation  // positive regulation of osGO:0000790  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0005634  // GO:0005654  // GO:0016592 nuclear chromatin  // nucleus  // nucleus  // transcription factor complex  // cytoplasm  // nucleus  // nucleoplasm  // mediator complex GO:0000978  // GO:0001077  // GO:0003677  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0005524  // GO:0008134  // GO:0019904  // GO:0043425  // GO:0044212  // GO:0070491  // GO:0003677  // GO:0003700  // GO:0001104 RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // DNA binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // ATP binding  // transcription factor binding  // protein domain specific binding  // bHLH transcription factor binding  // transcription regulatory region DNA binding  // repressing transcription factor binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II transcription cofactor activity ○
17347680 536.5801 931.9779 0.5757434 -0.796502 0 main NM_001001806 Zfp36l2 zinc finger protein 36, C3H type-like 2 NM_001001806 RefSeq Mus musculus zinc finger protein 36, C3H type-like 2 (Zfp36l2), mRNA. TRUE 12193 Mm.259321 P23949 chr17 GO:0000288  // GO:0006402  // GO:0030097  // GO:0033077  // GO:0035019  // GO:0043488  // GO:0048103  // GO:0060216  // GO:1900153  // GO:2000737 nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay  // mRNA catabolic process  // hemopoiesis  // T cell differentiation in thymus  // somatic stem cell maintenance  // regulation of mRNA stability  // somatic stem cell division  // definitive hemopoiesis  // positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay  // negative regulation of stem cell differentiation GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003677  // GO:0003723  // GO:0017091  // GO:0035925  // GO:0044822  // GO:0046872  // GO:0017091 DNA binding  // RNA binding  // AU-rich element binding  // mRNA 3'-UTR AU-rich region binding  // poly(A) RNA binding  // metal ion binding  // AU-rich element binding ○
17348238 208.3686 276.0688 0.7547705 -0.40589 0 main NM_001278447 Rab18 RAB18, member RAS oncogene family NM_001278447 RefSeq Mus musculus RAB18, member RAS oncogene family (Rab18), transcript variant 1, mRNA. TRUE 19330 Mm.132802 P35293 chr18 GO:0006810  // GO:0007264  // GO:0007275  // GO:0015031  // GO:0034389  // GO:0001654  // GO:0007420  // GO:0034389 transport  // small GTPase mediated signal transduction  // multicellular organismal development  // protein transport  // lipid particle organization  // eye development  // brain development  // lipid particle organization GO:0005622  // GO:0005886  // GO:0016020  // GO:0005622  // GO:0009925  // GO:0016324 intracellular  // plasma membrane  // membrane  // intracellular  // basal plasma membrane  // apical plasma membrane GO:0000166  // GO:0005525  // GO:0019003  // GO:0019003  // GO:0019003 nucleotide binding  // GTP binding  // GDP binding  // GDP binding  // GDP binding ○
17348591 19.65303 19.43399 1.011271 0.0161696 0 main NM_001042418 Cabyr calcium-binding tyrosine-(Y)-phosphorylation regulated (fibrousheathin 2) NM_001042418 RefSeq Mus musculus calcium-binding tyrosine-(Y)-phosphorylation regulated (fibrousheathin 2) (Cabyr), transcript variant 3, mRNA. TRUE 71132 Mm.179740 Q9D424 chr18 GO:0019722  // GO:0048240  // GO:0051259  // GO:0001539 calcium-mediated signaling  // sperm capacitation  // protein oligomerization  // cilium or flagellum-dependent cell motility GO:0005622  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005856  // GO:0005929  // GO:0031514  // GO:0031514  // GO:0035686  // GO:0035686  // GO:0042995  // GO:0097228  // GO:0097229  // GO:0005634  // GO:0005730  // GO:0005737  // GO:0031514 intracellular  // nucleus  // cytoplasm  // cytoplasm  // cytoskeleton  // cilium  // motile cilium  // motile cilium  // sperm fibrous sheath  // sperm fibrous sheath  // cell projection  // sperm principal piece  // sperm end piece  // nucleus  // nucleolus  // cytoplasm  // motile cilium GO:0005509  // GO:0005509  // GO:0005509  // GO:0005515  // GO:0019899  // GO:0019904  // GO:0046872  // GO:0046982  // GO:0019899  // GO:0019899 calcium ion binding  // calcium ion binding  // calcium ion binding  // protein binding  // enzyme binding  // protein domain specific binding  // metal ion binding  // protein heterodimerization activity  // enzyme binding  // enzyme binding ○
17349243 326.1957 371.9801 0.8769171 -0.189488 0 main NM_011946 Map3k2 mitogen-activated protein kinase kinase kinase 2 NM_011946 RefSeq Mus musculus mitogen-activated protein kinase kinase kinase 2 (Map3k2), mRNA. TRUE 26405 Mm.211762 Q61083 chr18 GO:0000165  // GO:0000186  // GO:0006468  // GO:0016310  // GO:0045893  // GO:0000165  // GO:0000186  // GO:0006468  // GO:0045893  // GO:0071260 MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // phosphorylation  // positive regulation of transcription, DNA-templated  // MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // positive regulation of transcription, DNA-templated  // cellular response to mechanical stimulus GO:0005634  // GO:0005737  // GO:0005829  // GO:0005634  // GO:0005737  // GO:0005829 nucleus  // cytoplasm  // cytosol  // nucleus  // cytoplasm  // cytosol GO:0000166  // GO:0004672  // GO:0004674  // GO:0004709  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019901  // GO:0046872  // GO:0004672  // GO:0004672  // GO:0004709  // GO:0019901 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase binding  // metal ion binding  // protein kinase activity  // protein kinase activity  // MAP kinase kinase kinase activity  // protein kinase binding ○
17349572 238.104 254.2783 0.9363913 -0.094816 0 main NM_026420 Paip2 polyadenylate-binding protein-interacting protein 2 NM_026420 RefSeq Mus musculus polyadenylate-binding protein-interacting protein 2 (Paip2), mRNA. TRUE 67869 Mm.126534 Q9D6V8 chr18 GO:0006417  // GO:0007283  // GO:0007613  // GO:0017148  // GO:0017148  // GO:0045947  // GO:1900271  // GO:0006417  // GO:0017148  // GO:0045947 regulation of translation  // spermatogenesis  // memory  // negative regulation of translation  // negative regulation of translation  // negative regulation of translational initiation  // regulation of long-term synaptic potentiation  // regulation of translation  // negative regulation of translation  // negative regulation of translational initiation GO:0005737  // GO:0005737  // GO:0005737 cytoplasm  // cytoplasm  // cytoplasm GO:0000900  // GO:0003729  // GO:0008143  // GO:0030371  // GO:0000900  // GO:0008143  // GO:0030371 translation repressor activity, nucleic acid binding  // mRNA binding  // poly(A) binding  // translation repressor activity  // translation repressor activity, nucleic acid binding  // poly(A) binding  // translation repressor activity ○
17349671 412.55 469.3047 0.8790664 -0.185956 0 main NM_175375 Ankhd1 ankyrin repeat and KH domain containing 1 NM_175375 RefSeq Mus musculus ankyrin repeat and KH domain containing 1 (Ankhd1), mRNA. TRUE 108857 Mm.482287 E9PUR0 chr18 GO:0008150 biological_process --- --- GO:0044822  // GO:0003723 poly(A) RNA binding  // RNA binding ○
17349713 402.2929 385.6921 1.0430416 0.0607967 0 main ENSMUST00000140061 Ankhd1 ankyrin repeat and KH domain containing 1 ENSMUST00000140061 ENSEMBL havana:putative chromosome:GRCm38:18:36647860:36665917:1 gene:ENSMUSG00000024483 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 108857 Mm.482287  // Mm.394890  // Mm.410747 F6RUI8 chr18 GO:0008150 biological_process --- --- GO:0044822  // GO:0003723 poly(A) RNA binding  // RNA binding ○
17349807 78.50404 74.36163 1.0557063 0.0782085 0 main NM_001003671 Pcdhac1 protocadherin alpha subfamily C, 1 NM_001003671 RefSeq Mus musculus protocadherin alpha subfamily C, 1 (Pcdhac1), mRNA. TRUE 353236 Mm.308500 O88689 chr18 GO:0007155  // GO:0007156  // GO:0007155  // GO:0008150 cell adhesion  // homophilic cell adhesion  // cell adhesion  // biological_process GO:0005886  // GO:0016020  // GO:0016021  // GO:0016020 plasma membrane  // membrane  // integral component of membrane  // membrane GO:0005509  // GO:0005515  // GO:0003674 calcium ion binding  // protein binding  // molecular_function ○
17350011 618.4423 691.2709 0.8946454 -0.160612 0 main NM_022996 Ndfip1 Nedd4 family interacting protein 1 NM_022996 RefSeq Mus musculus Nedd4 family interacting protein 1 (Ndfip1), mRNA. TRUE 65113 Mm.102496 Q8R0W6 chr18 GO:0002761  // GO:0002829  // GO:0006879  // GO:0007165  // GO:0010629  // GO:0031398  // GO:0032410  // GO:0032713  // GO:0042130  // GO:0043123  // GO:0043162  // GO:0045619  // GO:0045732  // GO:0045732  // GO:0048294  // GO:0048302  // GO:0050728  // GO:0051224  // GO:0006879  // GO:0007165  // GO:0010629  // GO:0031398  // GO:0032410  // GO:0043123  // GO:0051224 regulation of myeloid leukocyte differentiation  // negative regulation of type 2 immune response  // cellular iron ion homeostasis  // signal transduction  // negative regulation of gene expression  // positive regulation of protein ubiquitination  // negative regulation of transporter activity  // negative regulation of interleukin-4 production  // negative regulation of T cell proliferation  // positive regulation of I-kappaB kinase/NF-kappaB signaling  // ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway  // regulation of lymphocyte differentiation  // positive regulation of protein catabolic process  // positive regulation of protein catabolic process  // negative regulation of isotype switching to IgE isotypes  // regulation of isotype switching to IgG isotypes  // negative regulation of inflammatory response  // negative regulation of protein transport  // cellular iron ion homeostasis  // signal transduction  // negative regulation of gene expression  // positivGO:0005576  // GO:0005768  // GO:0005794  // GO:0005938  // GO:0016020  // GO:0016021  // GO:0030173  // GO:0048471  // GO:0000139  // GO:0005794  // GO:0010008  // GO:0016021  // GO:0016021  // GO:0048471 extracellular region  // endosome  // Golgi apparatus  // cell cortex  // membrane  // integral component of membrane  // integral component of Golgi membrane  // perinuclear region of cytoplasm  // Golgi membrane  // Golgi apparatus  // endosome membrane  // integral component of membrane  // integral component of membrane  // perinuclear region of cytoplasm GO:0004871  // GO:0005515  // GO:0050699  // GO:0004871 signal transducer activity  // protein binding  // WW domain binding  // signal transducer activity ○
17351594 433.9506 416.0981 1.0429045 0.0606071 0 main NM_001083967 Tcf4 transcription factor 4 NM_001083967 RefSeq Mus musculus transcription factor 4 (Tcf4), transcript variant 2, mRNA. TRUE 21413 Mm.4269 Q60722 chr18 GO:0000122  // GO:0006351  // GO:0006352  // GO:0006355  // GO:0006367  // GO:0007275  // GO:0007399  // GO:0030154  // GO:0045666  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0065004  // GO:0006355 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // DNA-templated transcription, initiation  // regulation of transcription, DNA-templated  // transcription initiation from RNA polymerase II promoter  // multicellular organismal development  // nervous system development  // cell differentiation  // positive regulation of neuron differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // protein-DNA complex assembly  // regulation of transcription, DNA-templated GO:0005634  // GO:0005634  // GO:0005667  // GO:0005634 nucleus  // nucleus  // transcription factor complex  // nucleus GO:0000978  // GO:0001011  // GO:0001077  // GO:0001087  // GO:0001093  // GO:0003677  // GO:0003677  // GO:0003690  // GO:0003700  // GO:0003714  // GO:0005515  // GO:0008022  // GO:0043425  // GO:0046982  // GO:0046983  // GO:0070888  // GO:0003677 RNA polymerase II core promoter proximal region sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase recruiting transcription factor activity  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // TFIIB-class binding transcription factor activity  // TFIIB-class transcription factor binding  // DNA binding  // DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription corepressor activity  // protein binding  // protein C-terminus binding  // bHLH transcription factor binding  // protein heterodimerization activity  // protein dimerization activity  // E-box binding  // DNA binding ○
17352212 81.81394 94.76816 0.8633062 -0.212056 0 main NM_146090 Zadh2 zinc binding alcohol dehydrogenase, domain containing 2 NM_146090 RefSeq Mus musculus zinc binding alcohol dehydrogenase, domain containing 2 (Zadh2), mRNA. TRUE 225791 Mm.147052 Q8BGC4 chr18 GO:0055114 oxidation-reduction process GO:0005739  // GO:0005777  // GO:0005777 mitochondrion  // peroxisome  // peroxisome GO:0008270  // GO:0008748  // GO:0016491  // GO:0043738  // GO:0043826  // GO:0043883  // GO:0043914  // GO:0052693 zinc ion binding  // N-ethylmaleimide reductase activity  // oxidoreductase activity  // reduced coenzyme F420 dehydrogenase activity  // sulfur oxygenase reductase activity  // malolactic enzyme activity  // NADPH:sulfur oxidoreductase activity  // epoxyqueuosine reductase activity ○
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17352884 66.78529 82.01708 0.8142851 -0.296394 0 main NM_007664 Cdh2 cadherin 2 NM_007664 RefSeq Mus musculus cadherin 2 (Cdh2), mRNA. TRUE 12558 Mm.257437 P15116 chr18 GO:0007155  // GO:0007156  // GO:0007157  // GO:0007416  // GO:0016337  // GO:0016339  // GO:0016339  // GO:0016477  // GO:0031641  // GO:0032880  // GO:0035023  // GO:0043410  // GO:0048514  // GO:0050770  // GO:0051146  // GO:0051291  // GO:0090090  // GO:0007155  // GO:0007156 cell adhesion  // homophilic cell adhesion  // heterophilic cell-cell adhesion  // synapse assembly  // single organismal cell-cell adhesion  // calcium-dependent cell-cell adhesion  // calcium-dependent cell-cell adhesion  // cell migration  // regulation of myelination  // regulation of protein localization  // regulation of Rho protein signal transduction  // positive regulation of MAPK cascade  // blood vessel morphogenesis  // regulation of axonogenesis  // striated muscle cell differentiation  // protein heterooligomerization  // negative regulation of canonical Wnt signaling pathway  // cell adhesion  // homophilic cell adhesion GO:0005886  // GO:0005911  // GO:0005911  // GO:0005912  // GO:0005913  // GO:0005916  // GO:0005916  // GO:0014704  // GO:0014704  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0016342  // GO:0030027  // GO:0030315  // GO:0043234  // GO:0045202  // GO:0045202  // GO:0005886  // GO:0005911  // GO:0005913  // GO:0016020  // GO:0016020  // GO:0016342 plasma membrane  // cell-cell junction  // cell-cell junction  // adherens junction  // cell-cell adherens junction  // fascia adherens  // fascia adherens  // intercalated disc  // intercalated disc  // membrane  // integral component of membrane  // apical plasma membrane  // catenin complex  // lamellipodium  // T-tubule  // protein complex  // synapse  // synapse  // plasma membrane  // cell-cell junction  // cell-cell adherens junction  // membrane  // membrane  // catenin complex GO:0005509  // GO:0005515  // GO:0008013  // GO:0019901  // GO:0019903  // GO:0032403  // GO:0045294  // GO:0045295  // GO:0046872  // GO:0050998  // GO:0045294  // GO:0045295 calcium ion binding  // protein binding  // beta-catenin binding  // protein kinase binding  // protein phosphatase binding  // protein complex binding  // alpha-catenin binding  // gamma-catenin binding  // metal ion binding  // nitric-oxide synthase binding  // alpha-catenin binding  // gamma-catenin binding ○
17353581 43.51481 46.36912 0.9384437 -0.091658 0 main NM_178005 Lrrtm2 leucine rich repeat transmembrane neuronal 2 NM_178005 RefSeq Mus musculus leucine rich repeat transmembrane neuronal 2 (Lrrtm2), mRNA. TRUE 107065 Mm.39900 Q8BGA3 chr18 GO:0002091  // GO:0050808  // GO:0050808  // GO:0060291  // GO:0050808 negative regulation of receptor internalization  // synapse organization  // synapse organization  // long-term synaptic potentiation  // synapse organization GO:0005886  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0045202  // GO:0045211  // GO:0060076  // GO:0016021  // GO:0060076 plasma membrane  // membrane  // integral component of membrane  // cell junction  // synapse  // postsynaptic membrane  // excitatory synapse  // integral component of membrane  // excitatory synapse GO:0042043  // GO:0042043 neurexin family protein binding  // neurexin family protein binding ○
17353781 41.5438 43.39374 0.9573685 -0.062854 0 main ENSMUST00000097612 Gm10545 predicted gene 10545 ENSMUST00000097612 ENSEMBL ensembl:known chromosome:GRCm38:18:37008869:37020679:-1 gene:ENSMUSG00000073594 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE --- Mm.474985 Q3UTM7 chr18 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17354906 49.41687 51.26931 0.9638684 -0.053092 0 main NM_001039485 Piezo2 piezo-type mechanosensitive ion channel component 2 NM_001039485 RefSeq Mus musculus piezo-type mechanosensitive ion channel component 2 (Piezo2), mRNA. TRUE 667742 Mm.158720 Q8CD54 chr18 GO:0006810  // GO:0006811  // GO:0006812  // GO:0006812  // GO:0034220  // GO:0042391  // GO:0009612  // GO:0034220  // GO:0050974 transport  // ion transport  // cation transport  // cation transport  // ion transmembrane transport  // regulation of membrane potential  // response to mechanical stimulus  // ion transmembrane transport  // detection of mechanical stimulus involved in sensory perception GO:0005886  // GO:0016020  // GO:0016021 plasma membrane  // membrane  // integral component of membrane GO:0005261  // GO:0008381  // GO:0008381 cation channel activity  // mechanically-gated ion channel activity  // mechanically-gated ion channel activity ○
17355512 59.4944 49.08393 1.2120953 0.2775031 0 main NM_001164504 Rnf165 ring finger protein 165 NM_001164504 RefSeq Mus musculus ring finger protein 165 (Rnf165), mRNA. TRUE 225743 Mm.23293 E9QAU8 chr18 GO:0000209  // GO:0007409  // GO:0008045  // GO:0010259  // GO:0030163  // GO:0030513  // GO:0035136  // GO:0060173  // GO:0060384  // GO:0061061 protein polyubiquitination  // axonogenesis  // motor neuron axon guidance  // multicellular organismal aging  // protein catabolic process  // positive regulation of BMP signaling pathway  // forelimb morphogenesis  // limb development  // innervation  // muscle structure development GO:0005634  // GO:0043234 nucleus  // protein complex GO:0004842  // GO:0005515  // GO:0008270  // GO:0046872 ubiquitin-protein transferase activity  // protein binding  // zinc ion binding  // metal ion binding ○
17358119 689.5349 777.6544 0.8866855 -0.173506 0 main NM_009551 Zfand5 zinc finger, AN1-type domain 5 NM_009551 RefSeq Mus musculus zinc finger, AN1-type domain 5 (Zfand5), mRNA. TRUE 22682 Mm.292405 O88878 chr19 GO:0001701  // GO:0001944  // GO:0003016  // GO:0010761  // GO:0048008  // GO:0048705  // GO:0048745  // GO:0060324 in utero embryonic development  // vasculature development  // respiratory system process  // fibroblast migration  // platelet-derived growth factor receptor signaling pathway  // skeletal system morphogenesis  // smooth muscle tissue development  // face development GO:0005737 cytoplasm GO:0003677  // GO:0008270  // GO:0046872 DNA binding  // zinc ion binding  // metal ion binding ○
17358363 29.54216 23.29894 1.2679615 0.342511 0 main NM_177360 Dmrt3 doublesex and mab-3 related transcription factor 3 NM_177360 RefSeq Mus musculus doublesex and mab-3 related transcription factor 3 (Dmrt3), mRNA. TRUE 240590 Mm.62785 Q80WT2 chr19 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007548  // GO:0007628  // GO:0019226  // GO:0021521  // GO:0030154  // GO:0042487  // GO:0046661 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // sex differentiation  // adult walking behavior  // transmission of nerve impulse  // ventral spinal cord interneuron specification  // cell differentiation  // regulation of odontogenesis of dentin-containing tooth  // male sex differentiation GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003700  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // sequence-specific DNA binding ○
17358905 23.67311 26.00847 0.9102077 -0.135732 0 main NM_001163471 Hectd2 HECT domain containing 2 NM_001163471 RefSeq Mus musculus HECT domain containing 2 (Hectd2), transcript variant 1, mRNA. TRUE 226098 Mm.61107 Q8CDU6 chr19 GO:0042787  // GO:0016567  // GO:0042787 protein ubiquitination involved in ubiquitin-dependent protein catabolic process  // protein ubiquitination  // protein ubiquitination involved in ubiquitin-dependent protein catabolic process GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0004842  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0004842  // GO:0004842 ubiquitin-protein transferase activity  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // ubiquitin-protein transferase activity  // ubiquitin-protein transferase activity ○
17360501 197.3784 166.2378 1.1873256 0.2477157 0 main NM_001142918 Tcf7l2 transcription factor 7 like 2, T cell specific, HMG box NM_001142918 RefSeq Mus musculus transcription factor 7 like 2, T cell specific, HMG box (Tcf7l2), transcript variant 1, mRNA. TRUE 21416 Mm.139815 Q924A0 chr19 GO:0000122  // GO:0000122  // GO:0001568  // GO:0005977  // GO:0006006  // GO:0006351  // GO:0006355  // GO:0006355  // GO:0006357  // GO:0006357  // GO:0007050  // GO:0008283  // GO:0009267  // GO:0009749  // GO:0009791  // GO:0010867  // GO:0010909  // GO:0014003  // GO:0016055  // GO:0016055  // GO:0021915  // GO:0021983  // GO:0030282  // GO:0030514  // GO:0030538  // GO:0031641  // GO:0032024  // GO:0032024  // GO:0032092  // GO:0032252  // GO:0032350  // GO:0035019  // GO:0035019  // GO:0035264  // GO:0035411  // GO:0040037  // GO:0042475  // GO:0042593  // GO:0043065  // GO:0043433  // GO:0043570  // GO:0043588  // GO:0044334  // GO:0045444  // GO:0045599  // GO:0045722  // GO:0045892  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0046621  // GO:0046827  // GO:0046889  // GO:0048557  // GO:0048619  // GO:0048625  // GO:0048625  // GO:0048641  // GO:0048660  // GO:0048713  // GO:0050679  // GO:0051897  // GO:0060070  // GO:0060325  // GO:0061178  // GO:0061178  // GO:0negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // blood vessel development  // glycogen metabolic process  // glucose metabolic process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // cell cycle arrest  // cell proliferation  // cellular response to starvation  // response to glucose  // post-embryonic development  // positive regulation of triglyceride biosynthetic process  // positive regulation of heparan sulfate proteoglycan biosynthetic process  // oligodendrocyte development  // Wnt signaling pathway  // Wnt signaling pathway  // neural tube development  // pituitary gland development  // bone mineralization  // negative regulation of BMP signaling pathway  // embryonic genitalia morphogenesis  // reguGO:0000790  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0005667  // GO:0005737  // GO:0005829  // GO:0032993  // GO:0070369  // GO:0071664  // GO:0005634  // GO:0016605  // GO:0000790  // GO:0005654  // GO:0032993  // GO:0070369 nuclear chromatin  // nucleus  // nucleus  // nucleoplasm  // transcription factor complex  // cytoplasm  // cytosol  // protein-DNA complex  // beta-catenin-TCF7L2 complex  // catenin-TCF7L2 complex  // nucleus  // PML body  // nuclear chromatin  // nucleoplasm  // protein-DNA complex  // beta-catenin-TCF7L2 complex GO:0000978  // GO:0000978  // GO:0001103  // GO:0003677  // GO:0003682  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0008013  // GO:0008013  // GO:0008013  // GO:0008134  // GO:0019901  // GO:0035257  // GO:0043565  // GO:0043565  // GO:0044212  // GO:0044212  // GO:0045295  // GO:0070016  // GO:0003700  // GO:0008013  // GO:0000978  // GO:0001103  // GO:0003700  // GO:0008134  // GO:0019901  // GO:0035257  // GO:0043565  // GO:0044212  // GO:0045295  // GO:0070016 RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II repressing transcription factor binding  // DNA binding  // chromatin binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // beta-catenin binding  // beta-catenin binding  // beta-catenin binding  // transcription factor binding  // protein kinase binding  // nuclear hormone receptor binding  // sequence-specific DNA binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // transcription regulatory region DNA binding  // gamma-catenin binding  // armadillo repeat domain binding  // sequence-specific DNA binding transcription factor activity  // beta-catenin binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II repressing transcription factor binding  // sequence-specific DNA b○
17360845 19.77781 20.23818 0.9772524 -0.033197 0 main NM_010132 Emx2 empty spiracles homeobox 2 NM_010132 RefSeq Mus musculus empty spiracles homeobox 2 (Emx2), mRNA. TRUE 13797 Mm.245394 Q04744 chr19 GO:0006355  // GO:0007275  // GO:0007420  // GO:0009952  // GO:0009952  // GO:0010468  // GO:0021542  // GO:0021796  // GO:0021796  // GO:0021846  // GO:0021885  // GO:0021987  // GO:0030182  // GO:0030900  // GO:0030900  // GO:0042493  // GO:0072001 regulation of transcription, DNA-templated  // multicellular organismal development  // brain development  // anterior/posterior pattern specification  // anterior/posterior pattern specification  // regulation of gene expression  // dentate gyrus development  // cerebral cortex regionalization  // cerebral cortex regionalization  // cell proliferation in forebrain  // forebrain cell migration  // cerebral cortex development  // neuron differentiation  // forebrain development  // forebrain development  // response to drug  // renal system development GO:0005634 nucleus GO:0000976  // GO:0003677  // GO:0003700  // GO:0043565 transcription regulatory region sequence-specific DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17360873 58.23682 52.97997 1.0992233 0.1364846 0 main NM_178421 Nanos1 nanos homolog 1 (Drosophila) NM_178421 RefSeq Mus musculus nanos homolog 1 (Drosophila) (Nanos1), mRNA. TRUE 332397 Mm.186390 Q80WY3 chr19 GO:0006417  // GO:0010631  // GO:0016477  // GO:0010631  // GO:0010631  // GO:0016477  // GO:0016477  // GO:0017148 regulation of translation  // epithelial cell migration  // cell migration  // epithelial cell migration  // epithelial cell migration  // cell migration  // cell migration  // negative regulation of translation GO:0005737  // GO:0048471  // GO:0005737  // GO:0005737  // GO:0048471  // GO:0048471 cytoplasm  // perinuclear region of cytoplasm  // cytoplasm  // cytoplasm  // perinuclear region of cytoplasm  // perinuclear region of cytoplasm GO:0003723  // GO:0008270  // GO:0046872  // GO:0003674  // GO:0030371 RNA binding  // zinc ion binding  // metal ion binding  // molecular_function  // translation repressor activity ○
17363704 79.5396 75.98012 1.0468475 0.0660513 0 main NM_001166414 Rfx3 regulatory factor X, 3 (influences HLA class II expression) NM_001166414 RefSeq Mus musculus regulatory factor X, 3 (influences HLA class II expression) (Rfx3), transcript variant 2, mRNA. TRUE 19726 Mm.313321 P48381 chr19 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007368  // GO:0030154  // GO:0031018  // GO:0042384  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0048469  // GO:0050796  // GO:0060285  // GO:0060287  // GO:0072560  // GO:2000078  // GO:0006351  // GO:0006355  // GO:0045892  // GO:0045892  // GO:0045893 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // determination of left/right symmetry  // cell differentiation  // endocrine pancreas development  // cilium assembly  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // cell maturation  // regulation of insulin secretion  // cilium-dependent cell motility  // epithelial cilium movement involved in determination of left/right asymmetry  // type B pancreatic cell maturation  // positive regulation of type B pancreatic cell development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0000790  // GO:0000790  // GO:0005634  // GO:0005667  // GO:0000790 nuclear chromatin  // nuclear chromatin  // nucleus  // transcription factor complex  // nuclear chromatin GO:0003677  // GO:0003700  // GO:0005515  // GO:0044212  // GO:0044212  // GO:0044212 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // transcription regulatory region DNA binding  // transcription regulatory region DNA binding  // transcription regulatory region DNA binding ○
17366670 1983.607 1682.121 1.1792297 0.2378447 0 main NM_172471 Itih5 inter-alpha (globulin) inhibitor H5 NM_172471 RefSeq Mus musculus inter-alpha (globulin) inhibitor H5 (Itih5), mRNA. TRUE 209378 Mm.313876 Q8BJD1 chr2 GO:0010466  // GO:0030212  // GO:0008150  // GO:0010951 negative regulation of peptidase activity  // hyaluronan metabolic process  // biological_process  // negative regulation of endopeptidase activity GO:0005576  // GO:0005575 extracellular region  // cellular_component GO:0004867  // GO:0030414  // GO:0003674 serine-type endopeptidase inhibitor activity  // peptidase inhibitor activity  // molecular_function ○
17370043 100.0365 123.485 0.8101105 -0.303809 0 main NM_011923 Angptl2 angiopoietin-like 2 NM_011923 RefSeq Mus musculus angiopoietin-like 2 (Angptl2), mRNA. TRUE 26360 Mm.208919 Q9R045 chr2 --- --- GO:0005576  // GO:0070062 extracellular region  // extracellular vesicular exosome --- --- ○
17370799 51.21816 48.73185 1.0510202 0.0717904 0 main ENSMUST00000124210 A430018G15Rik RIKEN cDNA A430018G15 gene ENSMUST00000124210 ENSEMBL havana:known chromosome:GRCm38:2:52425012:52431893:1 gene:ENSMUSG00000085315 gene_biotype:processed_transcript transcript_biotype:processed_transcript TRUE --- --- Q8R0S4 chr2 --- --- --- --- --- --- ○
17372140 320.7285 368.3455 0.8707273 -0.199707 0 main NM_053263 Hnrnpa3 heterogeneous nuclear ribonucleoprotein A3 NM_053263 RefSeq Mus musculus heterogeneous nuclear ribonucleoprotein A3 (Hnrnpa3), transcript variant c, mRNA. TRUE 229279 Mm.316306  // Mm.331491  // Mm.379375 Q8BG05 chr2 GO:0006397  // GO:0008380  // GO:0051028  // GO:0055085 mRNA processing  // RNA splicing  // mRNA transport  // transmembrane transport GO:0005634  // GO:0005681  // GO:0005737  // GO:0019012  // GO:0019013  // GO:0030529  // GO:0035770  // GO:0043005  // GO:0005634 nucleus  // spliceosomal complex  // cytoplasm  // virion  // viral nucleocapsid  // ribonucleoprotein complex  // ribonucleoprotein granule  // neuron projection  // nucleus GO:0000166  // GO:0003676  // GO:0003723  // GO:0003729  // GO:0051033 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA binding  // RNA transmembrane transporter activity ○
17372161 156.7047 184.4413 0.8496183 -0.235113 0 main NM_172666 Agps alkylglycerone phosphate synthase NM_172666 RefSeq Mus musculus alkylglycerone phosphate synthase (Agps), mRNA. TRUE 228061 Mm.31227 Q8C0I1 chr2 GO:0006629  // GO:0008610  // GO:0055114  // GO:0008610  // GO:0008611  // GO:0008611 lipid metabolic process  // lipid biosynthetic process  // oxidation-reduction process  // lipid biosynthetic process  // ether lipid biosynthetic process  // ether lipid biosynthetic process GO:0005730  // GO:0005739  // GO:0005739  // GO:0005777  // GO:0005778  // GO:0043231  // GO:0005777  // GO:0005778  // GO:0043231 nucleolus  // mitochondrion  // mitochondrion  // peroxisome  // peroxisomal membrane  // intracellular membrane-bounded organelle  // peroxisome  // peroxisomal membrane  // intracellular membrane-bounded organelle GO:0003824  // GO:0008609  // GO:0008762  // GO:0016491  // GO:0016614  // GO:0016740  // GO:0050660  // GO:0008609  // GO:0008609  // GO:0071949 catalytic activity  // alkylglycerone-phosphate synthase activity  // UDP-N-acetylmuramate dehydrogenase activity  // oxidoreductase activity  // oxidoreductase activity, acting on CH-OH group of donors  // transferase activity  // flavin adenine dinucleotide binding  // alkylglycerone-phosphate synthase activity  // alkylglycerone-phosphate synthase activity  // FAD binding ○
17372294 183.1749 183.8365 0.9964011 -0.005201 0 main ENSMUST00000028398 Ube2e3 ubiquitin-conjugating enzyme E2E 3 ENSMUST00000028398 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:2:78869047:78921293:1 gene:ENSMUSG00000027011 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 22193 Mm.1485  // Mm.396925  // Mm.426742 P52483 chr2 GO:0040008  // GO:0070534  // GO:0070936  // GO:0070979  // GO:0070534  // GO:0070936  // GO:0070979  // GO:0016567  // GO:0070534  // GO:0070936  // GO:0070979 regulation of growth  // protein K63-linked ubiquitination  // protein K48-linked ubiquitination  // protein K11-linked ubiquitination  // protein K63-linked ubiquitination  // protein K48-linked ubiquitination  // protein K11-linked ubiquitination  // protein ubiquitination  // protein K63-linked ubiquitination  // protein K48-linked ubiquitination  // protein K11-linked ubiquitination GO:0005634  // GO:0005737  // GO:0005634 nucleus  // cytoplasm  // nucleus GO:0000166  // GO:0004842  // GO:0005515  // GO:0005524  // GO:0016874  // GO:0016881  // GO:0004842  // GO:0004842 nucleotide binding  // ubiquitin-protein transferase activity  // protein binding  // ATP binding  // ligase activity  // acid-amino acid ligase activity  // ubiquitin-protein transferase activity  // ubiquitin-protein transferase activity ○
17373696 27.95512 26.76316 1.0445373 0.0628641 0 main NM_011393 Slc1a2 solute carrier family 1 (glial high affinity glutamate transporter), member 2 NM_011393 RefSeq Mus musculus solute carrier family 1 (glial high affinity glutamate transporter), member 2 (Slc1a2), transcript variant 3, mRNA. TRUE 20511 Mm.267547 P43006 chr2 GO:0006810  // GO:0006835  // GO:0007399  // GO:0007632  // GO:0009416  // GO:0009611  // GO:0010259  // GO:0015813  // GO:0015813  // GO:0015813  // GO:0021537  // GO:0030534  // GO:0031668  // GO:0035264  // GO:0035725  // GO:0042493  // GO:0043200  // GO:0046326  // GO:0051938  // GO:0070779  // GO:1902475  // GO:0051938  // GO:0055085  // GO:0070779 transport  // dicarboxylic acid transport  // nervous system development  // visual behavior  // response to light stimulus  // response to wounding  // multicellular organismal aging  // L-glutamate transport  // L-glutamate transport  // L-glutamate transport  // telencephalon development  // adult behavior  // cellular response to extracellular stimulus  // multicellular organism growth  // sodium ion transmembrane transport  // response to drug  // response to amino acid  // positive regulation of glucose import  // L-glutamate import  // D-aspartate import  // L-alpha-amino acid transmembrane transport  // L-glutamate import  // transmembrane transport  // D-aspartate import GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0030424  // GO:0030673  // GO:0042734  // GO:0043005  // GO:0043197  // GO:0043198  // GO:0045202 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // axon  // axolemma  // presynaptic membrane  // neuron projection  // dendritic spine  // dendritic shaft  // synapse GO:0005313  // GO:0005313  // GO:0005314  // GO:0015293  // GO:0015501  // GO:0017153  // GO:0005313 L-glutamate transmembrane transporter activity  // L-glutamate transmembrane transporter activity  // high-affinity glutamate transmembrane transporter activity  // symporter activity  // glutamate:sodium symporter activity  // sodium:dicarboxylate symporter activity  // L-glutamate transmembrane transporter activity ○
17375961 43.94606 65.08957 0.6751629 -0.566693 0 main NM_009754 Bcl2l11 BCL2-like 11 (apoptosis facilitator) NM_009754 RefSeq Mus musculus BCL2-like 11 (apoptosis facilitator) (Bcl2l11), transcript variant 3, mRNA. TRUE 12125 Mm.141083 O54918 chr2 GO:0001701  // GO:0001776  // GO:0001776  // GO:0001782  // GO:0001782  // GO:0001783  // GO:0001822  // GO:0002260  // GO:0002260  // GO:0002262  // GO:0006915  // GO:0006919  // GO:0007160  // GO:0007283  // GO:0008584  // GO:0008630  // GO:0008630  // GO:0009791  // GO:0010942  // GO:0030879  // GO:0032464  // GO:0034976  // GO:0034976  // GO:0035148  // GO:0042475  // GO:0042981  // GO:0043029  // GO:0043029  // GO:0043065  // GO:0043065  // GO:0043065  // GO:0043280  // GO:0043525  // GO:0043583  // GO:0045787  // GO:0046620  // GO:0048066  // GO:0048070  // GO:0048536  // GO:0048538  // GO:0048563  // GO:0060139  // GO:0060154  // GO:0070242  // GO:0090200  // GO:0097192  // GO:0097192  // GO:1902110  // GO:1902263  // GO:2000271  // GO:2001244  // GO:0006919  // GO:0007420  // GO:0008630  // GO:0008630  // GO:0010942  // GO:0032464  // GO:0043065  // GO:0090200  // GO:2000271  // GO:2001244 in utero embryonic development  // leukocyte homeostasis  // leukocyte homeostasis  // B cell homeostasis  // B cell homeostasis  // B cell apoptotic process  // kidney development  // lymphocyte homeostasis  // lymphocyte homeostasis  // myeloid cell homeostasis  // apoptotic process  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // cell-matrix adhesion  // spermatogenesis  // male gonad development  // intrinsic apoptotic signaling pathway in response to DNA damage  // intrinsic apoptotic signaling pathway in response to DNA damage  // post-embryonic development  // positive regulation of cell death  // mammary gland development  // positive regulation of protein homooligomerization  // response to endoplasmic reticulum stress  // response to endoplasmic reticulum stress  // tube formation  // odontogenesis of dentin-containing tooth  // regulation of apoptotic process  // T cell homeostasis  // T cell homeostasis  // positive regulation of apoptotic process  // positiGO:0005622  // GO:0005737  // GO:0005739  // GO:0005739  // GO:0005739  // GO:0005829  // GO:0005874  // GO:0016020  // GO:0019898  // GO:0043231  // GO:0097140  // GO:0097141  // GO:0005739  // GO:0005829  // GO:0005874  // GO:0097140  // GO:0097141 intracellular  // cytoplasm  // mitochondrion  // mitochondrion  // mitochondrion  // cytosol  // microtubule  // membrane  // extrinsic component of membrane  // intracellular membrane-bounded organelle  // BIM-BCL-xl complex  // BIM-BCL-2 complex  // mitochondrion  // cytosol  // microtubule  // BIM-BCL-xl complex  // BIM-BCL-2 complex GO:0005515  // GO:0008017  // GO:0008017 protein binding  // microtubule binding  // microtubule binding ○
17376822 37.77847 34.65174 1.090233 0.1246365 0 main NM_001291056 Snap25 synaptosomal-associated protein 25 NM_001291056 RefSeq Mus musculus synaptosomal-associated protein 25 (Snap25), transcript variant 2, mRNA. TRUE 20614 Mm.45953 P60879 chr2 GO:0007269  // GO:0007616  // GO:0010975  // GO:0016197  // GO:0030431  // GO:0034765  // GO:0046887  // GO:0048791  // GO:0060291  // GO:0070201  // GO:0071805  // GO:0010975 neurotransmitter secretion  // long-term memory  // regulation of neuron projection development  // endosomal transport  // sleep  // regulation of ion transmembrane transport  // positive regulation of hormone secretion  // calcium ion-dependent exocytosis of neurotransmitter  // long-term synaptic potentiation  // regulation of establishment of protein localization  // potassium ion transmembrane transport  // regulation of neuron projection development GO:0005623  // GO:0005737  // GO:0005737  // GO:0005768  // GO:0005802  // GO:0005829  // GO:0005886  // GO:0005886  // GO:0008076  // GO:0015629  // GO:0016020  // GO:0030027  // GO:0030054  // GO:0030175  // GO:0030424  // GO:0030426  // GO:0031083  // GO:0031201  // GO:0043005  // GO:0043025  // GO:0043229  // GO:0044295  // GO:0045121  // GO:0045202  // GO:0048471  // GO:0070032  // GO:0070032  // GO:0070033  // GO:0070044  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0030424  // GO:0031083  // GO:0031083  // GO:0031201  // GO:0043005  // GO:0044295  // GO:0045202  // GO:0048471  // GO:0070032  // GO:0070044 cell  // cytoplasm  // cytoplasm  // endosome  // trans-Golgi network  // cytosol  // plasma membrane  // plasma membrane  // voltage-gated potassium channel complex  // actin cytoskeleton  // membrane  // lamellipodium  // cell junction  // filopodium  // axon  // growth cone  // BLOC-1 complex  // SNARE complex  // neuron projection  // neuronal cell body  // intracellular organelle  // axonal growth cone  // membrane raft  // synapse  // perinuclear region of cytoplasm  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin I complex  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin I complex  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin II complex  // synaptobrevin 2-SNAP-25-syntaxin-1a complex  // cytoplasm  // plasma membrane  // membrane  // axon  // BLOC-1 complex  // BLOC-1 complex  // SNARE complex  // neuron projection  // axonal growth cone  // synapse  // perinuclear region of cytoplasm  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin I complex  // synaptobrevin 2-SNAP-25-syntaxin-1a complex GO:0000149  // GO:0000149  // GO:0005249  // GO:0005515  // GO:0017022  // GO:0017075  // GO:0019904  // GO:0047485  // GO:0000149  // GO:0017075 SNARE binding  // SNARE binding  // voltage-gated potassium channel activity  // protein binding  // myosin binding  // syntaxin-1 binding  // protein domain specific binding  // protein N-terminus binding  // SNARE binding  // syntaxin-1 binding ○
17380268 219.3302 207.2804 1.0581328 0.0815208 0 main NM_019806 Vapb vesicle-associated membrane protein, associated protein B and C NM_019806 RefSeq Mus musculus vesicle-associated membrane protein, associated protein B and C (Vapb), mRNA. TRUE 56491 Mm.260456 Q9QY76 chr2 GO:0006874  // GO:0006986  // GO:0006987  // GO:0019048  // GO:0030968  // GO:0045070  // GO:0006874  // GO:0006987  // GO:0006874  // GO:0006987  // GO:0019048  // GO:0030968  // GO:0045070  // GO:0019048  // GO:0030968  // GO:0045070 cellular calcium ion homeostasis  // response to unfolded protein  // activation of signaling protein activity involved in unfolded protein response  // modulation by virus of host morphology or physiology  // endoplasmic reticulum unfolded protein response  // positive regulation of viral genome replication  // cellular calcium ion homeostasis  // activation of signaling protein activity involved in unfolded protein response  // cellular calcium ion homeostasis  // activation of signaling protein activity involved in unfolded protein response  // modulation by virus of host morphology or physiology  // endoplasmic reticulum unfolded protein response  // positive regulation of viral genome replication  // modulation by virus of host morphology or physiology  // endoplasmic reticulum unfolded protein response  // positive regulation of viral genome replication GO:0005783  // GO:0005789  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0005783  // GO:0005789  // GO:0016020  // GO:0005794  // GO:0005783  // GO:0005789  // GO:0005794 endoplasmic reticulum  // endoplasmic reticulum membrane  // Golgi apparatus  // membrane  // integral component of membrane  // endoplasmic reticulum  // endoplasmic reticulum membrane  // membrane  // Golgi apparatus  // endoplasmic reticulum  // endoplasmic reticulum membrane  // Golgi apparatus GO:0005198  // GO:0019899  // GO:0042803  // GO:0046982  // GO:0048487  // GO:0019899  // GO:0042803  // GO:0046982  // GO:0048487  // GO:0019899  // GO:0042803  // GO:0046982  // GO:0048487 structural molecule activity  // enzyme binding  // protein homodimerization activity  // protein heterodimerization activity  // beta-tubulin binding  // enzyme binding  // protein homodimerization activity  // protein heterodimerization activity  // beta-tubulin binding  // enzyme binding  // protein homodimerization activity  // protein heterodimerization activity  // beta-tubulin binding ○
17381357 55.05624 54.75213 1.0055543 0.007991 0 main NM_001290376 Camk1d calcium/calmodulin-dependent protein kinase ID NM_001290376 RefSeq Mus musculus calcium/calmodulin-dependent protein kinase ID (Camk1d), transcript variant 4, mRNA. TRUE 227541 Mm.191949 Q8BW96 chr2 GO:0006468  // GO:0006954  // GO:0007399  // GO:0008152  // GO:0010976  // GO:0016310  // GO:0032793  // GO:0043065  // GO:0043066  // GO:0050766  // GO:0050773  // GO:0060267  // GO:0071622  // GO:0090023  // GO:0006468  // GO:0032793  // GO:0032793  // GO:0050766  // GO:0050766  // GO:0050773  // GO:0050773  // GO:0060267  // GO:0060267  // GO:0071622  // GO:0071622 protein phosphorylation  // inflammatory response  // nervous system development  // metabolic process  // positive regulation of neuron projection development  // phosphorylation  // positive regulation of CREB transcription factor activity  // positive regulation of apoptotic process  // negative regulation of apoptotic process  // positive regulation of phagocytosis  // regulation of dendrite development  // positive regulation of respiratory burst  // regulation of granulocyte chemotaxis  // positive regulation of neutrophil chemotaxis  // protein phosphorylation  // positive regulation of CREB transcription factor activity  // positive regulation of CREB transcription factor activity  // positive regulation of phagocytosis  // positive regulation of phagocytosis  // regulation of dendrite development  // regulation of dendrite development  // positive regulation of respiratory burst  // positive regulation of respiratory burst  // regulation of granulocyte chemotaxis  // regulation of granulocyte chemotaGO:0005634  // GO:0005737  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737 nucleus  // cytoplasm  // nucleus  // nucleus  // cytoplasm  // cytoplasm GO:0000166  // GO:0003824  // GO:0004672  // GO:0004674  // GO:0004683  // GO:0005516  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004683 nucleotide binding  // catalytic activity  // protein kinase activity  // protein serine/threonine kinase activity  // calmodulin-dependent protein kinase activity  // calmodulin binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // calmodulin-dependent protein kinase activity ○
17384234 67.65528 67.00788 1.0096616 0.0138718 0 main NM_001290576 Pbx3 pre B cell leukemia homeobox 3 NM_001290576 RefSeq Mus musculus pre B cell leukemia homeobox 3 (Pbx3), transcript variant b, mRNA. TRUE 18516 Mm.239941 O35317 chr2 GO:0002087  // GO:0006351  // GO:0006355  // GO:0007585  // GO:0008344  // GO:0021516  // GO:0048666 regulation of respiratory gaseous exchange by neurological system process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // respiratory gaseous exchange  // adult locomotory behavior  // dorsal spinal cord development  // neuron development GO:0005634  // GO:0005667  // GO:0005634 nucleus  // transcription factor complex  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0043565  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // sequence-specific DNA binding  // sequence-specific DNA binding ○
17384587 385.8456 477.9493 0.807294 -0.308834 0 main NM_001100591 Rc3h2 ring finger and CCCH-type zinc finger domains 2 NM_001100591 RefSeq Mus musculus ring finger and CCCH-type zinc finger domains 2 (Rc3h2), transcript variant 1, mRNA. TRUE 319817 Mm.288785 P0C090 chr2 GO:0000209  // GO:0001782  // GO:0009791  // GO:0010468  // GO:0010608  // GO:0035264  // GO:0042098  // GO:0043029  // GO:0048286  // GO:0048535  // GO:0048536  // GO:0060173  // GO:0061470  // GO:1901224 protein polyubiquitination  // B cell homeostasis  // post-embryonic development  // regulation of gene expression  // posttranscriptional regulation of gene expression  // multicellular organism growth  // T cell proliferation  // T cell homeostasis  // lung alveolus development  // lymph node development  // spleen development  // limb development  // T follicular helper cell differentiation  // positive regulation of NIK/NF-kappaB signaling GO:0005634  // GO:0005737  // GO:0009986  // GO:0016020  // GO:0000932  // GO:0005737  // GO:0009986  // GO:0016020 nucleus  // cytoplasm  // cell surface  // membrane  // cytoplasmic mRNA processing body  // cytoplasm  // cell surface  // membrane GO:0003677  // GO:0003723  // GO:0003729  // GO:0004842  // GO:0005515  // GO:0008270  // GO:0044822  // GO:0046872  // GO:0003677 DNA binding  // RNA binding  // mRNA binding  // ubiquitin-protein transferase activity  // protein binding  // zinc ion binding  // poly(A) RNA binding  // metal ion binding  // DNA binding ○
17384813 491.8637 572.0389 0.8598431 -0.217855 0 main ENSMUST00000028087 Ppp6c protein phosphatase 6, catalytic subunit ENSMUST00000028087 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:2:39194354:39226451:-1 gene:ENSMUSG00000026753 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 67857 Mm.389242  // Mm.171389  // Mm.392662  // Mm.398121  // Mm.475023 Q9CQR6 chr2 GO:0006470  // GO:0007049  // GO:0006470  // GO:0006470 protein dephosphorylation  // cell cycle  // protein dephosphorylation  // protein dephosphorylation GO:0005737  // GO:0005829  // GO:0005829  // GO:0005829 cytoplasm  // cytosol  // cytosol  // cytosol GO:0004721  // GO:0004722  // GO:0016787  // GO:0046872  // GO:0005515  // GO:0004722  // GO:0004722 phosphoprotein phosphatase activity  // protein serine/threonine phosphatase activity  // hydrolase activity  // metal ion binding  // protein binding  // protein serine/threonine phosphatase activity  // protein serine/threonine phosphatase activity ○
17384951 267.1468 286.1652 0.9335405 -0.099216 0 main NM_001289521 Zeb2 zinc finger E-box binding homeobox 2 NM_001289521 RefSeq Mus musculus zinc finger E-box binding homeobox 2 (Zeb2), transcript variant 3, mRNA. TRUE 24136 Mm.440702 Q9R0G7 chr2 GO:0001755  // GO:0001756  // GO:0001843  // GO:0006351  // GO:0006355  // GO:0007417  // GO:0021766  // GO:0021846  // GO:0030177  // GO:0043507  // GO:0048598  // GO:0000122  // GO:0045636  // GO:0045944  // GO:0048023  // GO:0048066  // GO:0097324  // GO:1903056 neural crest cell migration  // somitogenesis  // neural tube closure  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // central nervous system development  // hippocampus development  // cell proliferation in forebrain  // positive regulation of Wnt signaling pathway  // positive regulation of JUN kinase activity  // embryonic morphogenesis  // negative regulation of transcription from RNA polymerase II promoter  // positive regulation of melanocyte differentiation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of melanin biosynthetic process  // developmental pigmentation  // melanocyte migration  // regulation of melanosome organization GO:0005634  // GO:0005634  // GO:0005730  // GO:0005737 nucleus  // nucleus  // nucleolus  // cytoplasm GO:0003676  // GO:0003677  // GO:0003700  // GO:0043565  // GO:0046872  // GO:0070412 nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // metal ion binding  // R-SMAD binding ○
17385281 20.33561 20.44731 0.9945372 -0.007903 0 main NM_001037099 Cacnb4 calcium channel, voltage-dependent, beta 4 subunit NM_001037099 RefSeq Mus musculus calcium channel, voltage-dependent, beta 4 subunit (Cacnb4), transcript variant 1, mRNA. TRUE 12298 Mm.330223 Q8R0S4 chr2 GO:0006810  // GO:0006811  // GO:0006816  // GO:0006816  // GO:0006874  // GO:0007214  // GO:0007528  // GO:0007628  // GO:0014051  // GO:0019227  // GO:0030217  // GO:0034765  // GO:0035249  // GO:0042391  // GO:0046058  // GO:0048536  // GO:0048538  // GO:0048541  // GO:0048747  // GO:0050852  // GO:0050877  // GO:0050908  // GO:0051932  // GO:0070588  // GO:0070588  // GO:1901385  // GO:0006816  // GO:0034765  // GO:0070588  // GO:1901385 transport  // ion transport  // calcium ion transport  // calcium ion transport  // cellular calcium ion homeostasis  // gamma-aminobutyric acid signaling pathway  // neuromuscular junction development  // adult walking behavior  // gamma-aminobutyric acid secretion  // neuronal action potential propagation  // T cell differentiation  // regulation of ion transmembrane transport  // synaptic transmission, glutamatergic  // regulation of membrane potential  // cAMP metabolic process  // spleen development  // thymus development  // Peyer's patch development  // muscle fiber development  // T cell receptor signaling pathway  // neurological system process  // detection of light stimulus involved in visual perception  // synaptic transmission, GABAergic  // calcium ion transmembrane transport  // calcium ion transmembrane transport  // regulation of voltage-gated calcium channel activity  // calcium ion transport  // regulation of ion transmembrane transport  // calcium ion transmembrane transport  // regulationGO:0005886  // GO:0005891  // GO:0005891  // GO:0005891  // GO:0045202  // GO:0005886  // GO:0005886  // GO:0005891  // GO:0045202 plasma membrane  // voltage-gated calcium channel complex  // voltage-gated calcium channel complex  // voltage-gated calcium channel complex  // synapse  // plasma membrane  // plasma membrane  // voltage-gated calcium channel complex  // synapse GO:0005244  // GO:0005245  // GO:0005245  // GO:0005262  // GO:0005515  // GO:0008331  // GO:0008331  // GO:0019901  // GO:0005245  // GO:0008331  // GO:0019901 voltage-gated ion channel activity  // voltage-gated calcium channel activity  // voltage-gated calcium channel activity  // calcium channel activity  // protein binding  // high voltage-gated calcium channel activity  // high voltage-gated calcium channel activity  // protein kinase binding  // voltage-gated calcium channel activity  // high voltage-gated calcium channel activity  // protein kinase binding ○
17385508 233.2379 281.8056 0.8276553 -0.272898 0 main NM_001001182 Baz2b bromodomain adjacent to zinc finger domain, 2B NM_001001182 RefSeq Mus musculus bromodomain adjacent to zinc finger domain, 2B (Baz2b), mRNA. TRUE 407823 Mm.228071 A0PJF0 chr2 GO:0008150 biological_process GO:0005575  // GO:0005634 cellular_component  // nucleus GO:0046872  // GO:0003674  // GO:0003677  // GO:0008270 metal ion binding  // molecular_function  // DNA binding  // zinc ion binding ○
17386591 280.0553 342.1402 0.8185396 -0.288876 0 main NM_001025093 Atf2 activating transcription factor 2 NM_001025093 RefSeq Mus musculus activating transcription factor 2 (Atf2), transcript variant 1, mRNA. TRUE 11909 Mm.209903 P16951 chr2 GO:0003151  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0006970  // GO:0006974  // GO:0016573  // GO:0031573  // GO:0032915  // GO:0045444  // GO:0045944  // GO:0045944  // GO:0051091  // GO:0060612  // GO:1902110  // GO:0006355  // GO:0006355  // GO:0006970  // GO:0006970  // GO:0006974  // GO:0006974  // GO:0016573  // GO:0031573  // GO:0031573  // GO:0051091  // GO:0051091  // GO:1902110  // GO:1902110 outflow tract morphogenesis  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // response to osmotic stress  // cellular response to DNA damage stimulus  // histone acetylation  // intra-S DNA damage checkpoint  // positive regulation of transforming growth factor beta2 production  // fat cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of sequence-specific DNA binding transcription factor activity  // adipose tissue development  // positive regulation of mitochondrial membrane permeability involved in apoptotic process  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // response to osmotic stress  // response to osmotic stress  // cellular response to DNA damage stimulus  // cellular response to DNA damage stimulus  // histone acetylation  // iGO:0005634  // GO:0005634  // GO:0005737  // GO:0005739  // GO:0005741  // GO:0016020  // GO:0035861  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005741  // GO:0005741  // GO:0016020  // GO:0035861  // GO:0035861 nucleus  // nucleus  // cytoplasm  // mitochondrion  // mitochondrial outer membrane  // membrane  // site of double-strand break  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // mitochondrial outer membrane  // mitochondrial outer membrane  // membrane  // site of double-strand break  // site of double-strand break GO:0000980  // GO:0001077  // GO:0001102  // GO:0003676  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0004402  // GO:0005515  // GO:0008140  // GO:0016740  // GO:0019901  // GO:0035497  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0000980  // GO:0001102  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0004402  // GO:0004402  // GO:0008140  // GO:0019901  // GO:0035497  // GO:0043565  // GO:0046982 RNA polymerase II distal enhancer sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // RNA polymerase II activating transcription factor binding  // nucleic acid binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // histone acetyltransferase activity  // protein binding  // cAMP response element binding protein binding  // transferase activity  // protein kinase binding  // cAMP response element binding  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // RNA polymerase II distal enhancer sequence-specific DNA binding  // RNA polymerase II activating transcription factor binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // histone acetyltransferase activity  // hi○
17388854 200.4437 243.8269 0.8220738 -0.28266 0 main NM_001111289 Caprin1 cell cycle associated protein 1 NM_001111289 RefSeq Mus musculus cell cycle associated protein 1 (Caprin1), transcript variant 2, mRNA. TRUE 53872 Mm.427589 Q60865 chr2 GO:0017148  // GO:0030154  // GO:0050775  // GO:0061003  // GO:0017148  // GO:0017148 negative regulation of translation  // cell differentiation  // positive regulation of dendrite morphogenesis  // positive regulation of dendritic spine morphogenesis  // negative regulation of translation  // negative regulation of translation GO:0000932  // GO:0005737  // GO:0010494  // GO:0010494  // GO:0042995  // GO:0000932  // GO:0000932  // GO:0005737  // GO:0005829  // GO:0010494  // GO:0010494  // GO:0030425 cytoplasmic mRNA processing body  // cytoplasm  // cytoplasmic stress granule  // cytoplasmic stress granule  // cell projection  // cytoplasmic mRNA processing body  // cytoplasmic mRNA processing body  // cytoplasm  // cytosol  // cytoplasmic stress granule  // cytoplasmic stress granule  // dendrite GO:0003723  // GO:0044822  // GO:0003723  // GO:0003723 RNA binding  // poly(A) RNA binding  // RNA binding  // RNA binding ○
17388931 1358.403 1523.968 0.8913593 -0.165921 0 main NM_001145824 Hipk3 homeodomain interacting protein kinase 3 NM_001145824 RefSeq Mus musculus homeodomain interacting protein kinase 3 (Hipk3), transcript variant 2, mRNA. TRUE 15259 Mm.257925 Q9ERH7 chr2 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0006468  // GO:0006915  // GO:0009299  // GO:0016310  // GO:0018105  // GO:0018107  // GO:0043066  // GO:0043388  // GO:0043508  // GO:0006468  // GO:0009299  // GO:0043066 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // protein phosphorylation  // apoptotic process  // mRNA transcription  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // negative regulation of apoptotic process  // positive regulation of DNA binding  // negative regulation of JUN kinase activity  // protein phosphorylation  // mRNA transcription  // negative regulation of apoptotic process GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0016605  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm  // cytoplasm  // PML body  // nucleus  // cytoplasm GO:0000166  // GO:0003677  // GO:0003714  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672  // GO:0004674  // GO:0003677 nucleotide binding  // DNA binding  // transcription corepressor activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity  // protein serine/threonine kinase activity  // DNA binding ○
17389724 41.66304 33.86496 1.2302699 0.2989748 0 main NM_138313 Bmf BCL2 modifying factor NM_138313 RefSeq Mus musculus BCL2 modifying factor (Bmf), mRNA. TRUE 171543 Mm.210125 Q91ZE9 chr2 GO:0006915  // GO:0032464  // GO:0043276  // GO:0090200  // GO:2001234  // GO:2001235  // GO:0043276  // GO:0043276 apoptotic process  // positive regulation of protein homooligomerization  // anoikis  // positive regulation of release of cytochrome c from mitochondria  // negative regulation of apoptotic signaling pathway  // positive regulation of apoptotic signaling pathway  // anoikis  // anoikis GO:0001669  // GO:0005737  // GO:0015629  // GO:0016459  // GO:0016459  // GO:0001669 acrosomal vesicle  // cytoplasm  // actin cytoskeleton  // myosin complex  // myosin complex  // acrosomal vesicle GO:0005515 protein binding ○
17392279 118.8745 126.0638 0.9429709 -0.084715 0 main NM_001081133 Kif16b kinesin family member 16B NM_001081133 RefSeq Mus musculus kinesin family member 16B (Kif16b), mRNA. TRUE 16558 Mm.251934 B1AVY7 chr2 GO:0001704  // GO:0001919  // GO:0006810  // GO:0006895  // GO:0007018  // GO:0007173  // GO:0007492  // GO:0008543  // GO:0032801  // GO:0045022  // GO:0001919  // GO:0001919  // GO:0007173  // GO:0007173  // GO:0032801  // GO:0032801  // GO:0045022  // GO:0045022 formation of primary germ layer  // regulation of receptor recycling  // transport  // Golgi to endosome transport  // microtubule-based movement  // epidermal growth factor receptor signaling pathway  // endoderm development  // fibroblast growth factor receptor signaling pathway  // receptor catabolic process  // early endosome to late endosome transport  // regulation of receptor recycling  // regulation of receptor recycling  // epidermal growth factor receptor signaling pathway  // epidermal growth factor receptor signaling pathway  // receptor catabolic process  // receptor catabolic process  // early endosome to late endosome transport  // early endosome to late endosome transport GO:0005622  // GO:0005623  // GO:0005737  // GO:0005768  // GO:0005769  // GO:0005856  // GO:0005871  // GO:0005874  // GO:0016020  // GO:0005768  // GO:0005768  // GO:0005769  // GO:0005769  // GO:0031901 intracellular  // cell  // cytoplasm  // endosome  // early endosome  // cytoskeleton  // kinesin complex  // microtubule  // membrane  // endosome  // endosome  // early endosome  // early endosome  // early endosome membrane GO:0000166  // GO:0003777  // GO:0005524  // GO:0005547  // GO:0008017  // GO:0008289  // GO:0008574  // GO:0017137  // GO:0032266  // GO:0035091  // GO:0043325  // GO:0080025  // GO:0005547  // GO:0005547  // GO:0008574  // GO:0008574  // GO:0032266  // GO:0032266  // GO:0043325  // GO:0043325  // GO:0080025  // GO:0080025 nucleotide binding  // microtubule motor activity  // ATP binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // microtubule binding  // lipid binding  // plus-end-directed microtubule motor activity  // Rab GTPase binding  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol binding  // phosphatidylinositol-3,4-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // plus-end-directed microtubule motor activity  // plus-end-directed microtubule motor activity  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol-3,4-bisphosphate binding  // phosphatidylinositol-3,4-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding ○
17396492 78.57981 77.80823 1.0099164 0.0142359 0 main NM_177586 Eif5a2 eukaryotic translation initiation factor 5A2 NM_177586 RefSeq Mus musculus eukaryotic translation initiation factor 5A2 (Eif5a2), mRNA. TRUE 208691 Mm.193670 Q8BGY2 chr3 GO:0006412  // GO:0006414  // GO:0006452  // GO:0006810  // GO:0008284  // GO:0008612  // GO:0015031  // GO:0045901  // GO:0045905  // GO:0051028  // GO:0008284 translation  // translational elongation  // translational frameshifting  // transport  // positive regulation of cell proliferation  // peptidyl-lysine modification to peptidyl-hypusine  // protein transport  // positive regulation of translational elongation  // positive regulation of translational termination  // mRNA transport  // positive regulation of cell proliferation GO:0005634  // GO:0005643  // GO:0005737  // GO:0005783  // GO:0016020  // GO:0005789 nucleus  // nuclear pore  // cytoplasm  // endoplasmic reticulum  // membrane  // endoplasmic reticulum membrane GO:0003723  // GO:0003746  // GO:0043022 RNA binding  // translation elongation factor activity  // ribosome binding ○
17396593 438.0964 499.3608 0.8773144 -0.188834 0 main NM_027016 Sec62 SEC62 homolog (S. cerevisiae) NM_027016 RefSeq Mus musculus SEC62 homolog (S. cerevisiae) (Sec62), mRNA. TRUE 69276 Mm.26017 Q8BU14 chr3 GO:0006620  // GO:0006810  // GO:0015031  // GO:0006620  // GO:0006620 posttranslational protein targeting to membrane  // transport  // protein transport  // posttranslational protein targeting to membrane  // posttranslational protein targeting to membrane GO:0005622  // GO:0005623  // GO:0005783  // GO:0016020  // GO:0016021  // GO:0005789  // GO:0016020  // GO:0016020  // GO:0016235  // GO:0045111 intracellular  // cell  // endoplasmic reticulum  // membrane  // integral component of membrane  // endoplasmic reticulum membrane  // membrane  // membrane  // aggresome  // intermediate filament cytoskeleton GO:0008565  // GO:0003674 protein transporter activity  // molecular_function ○
17397377 25.95703 23.07682 1.1248097 0.1696809 0 main NM_001098170 Pcdh10 protocadherin 10 NM_001098170 RefSeq Mus musculus protocadherin 10 (Pcdh10), transcript variant 1, mRNA. TRUE 18526 Mm.242644 E9PX28 chr3 GO:0007155  // GO:0007156  // GO:0007155  // GO:0007156 cell adhesion  // homophilic cell adhesion  // cell adhesion  // homophilic cell adhesion GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane GO:0005509  // GO:0005515 calcium ion binding  // protein binding ○
17397827 139.4749 108.7202 1.2828794 0.3593855 0 main NM_177855 Med12l mediator complex subunit 12-like NM_177855 RefSeq Mus musculus mediator complex subunit 12-like (Med12l), mRNA. TRUE 329650 Mm.240059 Q8BQM9 chr3 GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // biological_process GO:0005634  // GO:0016592 nucleus  // mediator complex GO:0001104  // GO:0008013  // GO:0008134 RNA polymerase II transcription cofactor activity  // beta-catenin binding  // transcription factor binding ○
17398082 243.0674 370.4981 0.6560557 -0.60811 0 main NM_178892 Tiparp TCDD-inducible poly(ADP-ribose) polymerase NM_178892 RefSeq Mus musculus TCDD-inducible poly(ADP-ribose) polymerase (Tiparp), mRNA. TRUE 99929 Mm.246398 Q8C1B2 chr3 GO:0001570  // GO:0001822  // GO:0006471  // GO:0006807  // GO:0008209  // GO:0008210  // GO:0008585  // GO:0009791  // GO:0010629  // GO:0030097  // GO:0044236  // GO:0045732  // GO:0048008  // GO:0048705  // GO:0048745  // GO:0060021  // GO:0060325  // GO:0071407  // GO:0010629  // GO:0045732  // GO:0071407 vasculogenesis  // kidney development  // protein ADP-ribosylation  // nitrogen compound metabolic process  // androgen metabolic process  // estrogen metabolic process  // female gonad development  // post-embryonic development  // negative regulation of gene expression  // hemopoiesis  // multicellular organismal metabolic process  // positive regulation of protein catabolic process  // platelet-derived growth factor receptor signaling pathway  // skeletal system morphogenesis  // smooth muscle tissue development  // palate development  // face morphogenesis  // cellular response to organic cyclic compound  // negative regulation of gene expression  // positive regulation of protein catabolic process  // cellular response to organic cyclic compound GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003950  // GO:0003950  // GO:0016740  // GO:0016757  // GO:0035326  // GO:0046872  // GO:0003950  // GO:0003950  // GO:0035326 NAD+ ADP-ribosyltransferase activity  // NAD+ ADP-ribosyltransferase activity  // transferase activity  // transferase activity, transferring glycosyl groups  // enhancer binding  // metal ion binding  // NAD+ ADP-ribosyltransferase activity  // NAD+ ADP-ribosyltransferase activity  // enhancer binding ○
17398769 342.2083 409.6244 0.8354197 -0.259427 0 main ENSMUST00000119109 Etv3 ets variant 3 ENSMUST00000119109 ENSEMBL havana:known chromosome:GRCm38:3:87525407:87540156:1 gene:ENSMUSG00000003382 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 27049 Mm.219460  // Mm.446456  // Mm.457227 Q8R4Z4 chr3 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0030154  // GO:0006366  // GO:0030154 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // cell differentiation  // transcription from RNA polymerase II promoter  // cell differentiation GO:0005634  // GO:0017053 nucleus  // transcriptional repressor complex GO:0000981  // GO:0003677  // GO:0003700  // GO:0005515  // GO:0043565  // GO:0000981 sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity ○
17398863 213.1138 233.9048 0.9111134 -0.134297 0 main NM_008231 Hdgf hepatoma-derived growth factor NM_008231 RefSeq Mus musculus hepatoma-derived growth factor (Hdgf), mRNA. TRUE 15191 Mm.292208 P51859 chr3 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0009987  // GO:0034504  // GO:0045944  // GO:0000122  // GO:0034504  // GO:0045944 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // cellular process  // protein localization to nucleus  // positive regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // protein localization to nucleus  // positive regulation of transcription from RNA polymerase II promoter GO:0005615  // GO:0005615  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0017053  // GO:0005634 extracellular space  // extracellular space  // nucleus  // nucleus  // cytoplasm  // transcriptional repressor complex  // nucleus GO:0000166  // GO:0001106  // GO:0001222  // GO:0003677  // GO:0005515  // GO:0008083  // GO:0008201  // GO:0044822  // GO:0008083  // GO:0008083 nucleotide binding  // RNA polymerase II transcription corepressor activity  // transcription corepressor binding  // DNA binding  // protein binding  // growth factor activity  // heparin binding  // poly(A) RNA binding  // growth factor activity  // growth factor activity ○
17399086 36.15137 35.28197 1.0246415 0.0351192 0 main NM_001029890 Mex3a mex3 homolog A (C. elegans) NM_001029890 RefSeq Mus musculus mex3 homolog A (C. elegans) (Mex3a), mRNA. TRUE 72640 Mm.275154 G3UYU0 chr3 GO:0008150 biological_process GO:0005575 cellular_component GO:0044822  // GO:0046872  // GO:0003723  // GO:0008270 poly(A) RNA binding  // metal ion binding  // RNA binding  // zinc ion binding ○
17400139 119.3036 138.1467 0.8636008 -0.211564 0 main NM_001165948 Pogz pogo transposable element with ZNF domain NM_001165948 RefSeq Mus musculus pogo transposable element with ZNF domain (Pogz), transcript variant 2, mRNA. TRUE 229584 Mm.274787 Q8BZH4 chr3 GO:0007049  // GO:0007064  // GO:0051301  // GO:0051382  // GO:0007064  // GO:0007064  // GO:0051382  // GO:0051382 cell cycle  // mitotic sister chromatid cohesion  // cell division  // kinetochore assembly  // mitotic sister chromatid cohesion  // mitotic sister chromatid cohesion  // kinetochore assembly  // kinetochore assembly GO:0000790  // GO:0005634  // GO:0005694  // GO:0005737  // GO:0000790  // GO:0000790  // GO:0005634  // GO:0005737  // GO:0005737 nuclear chromatin  // nucleus  // chromosome  // cytoplasm  // nuclear chromatin  // nuclear chromatin  // nucleus  // cytoplasm  // cytoplasm GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17400339 1010.162 1055.518 0.9570296 -0.063365 0 main NM_001037737 Arnt aryl hydrocarbon receptor nuclear translocator NM_001037737 RefSeq Mus musculus aryl hydrocarbon receptor nuclear translocator (Arnt), transcript variant 1, mRNA. TRUE 11863 Mm.250265 P53762 chr3 GO:0001666  // GO:0001666  // GO:0001892  // GO:0006351  // GO:0006355  // GO:0007165  // GO:0009636  // GO:0010575  // GO:0030154  // GO:0030522  // GO:0033235  // GO:0043619  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0046886  // GO:2001141  // GO:0001666  // GO:0006355  // GO:0006366  // GO:0010575  // GO:0043619  // GO:0045893  // GO:0045893  // GO:0046886 response to hypoxia  // response to hypoxia  // embryonic placenta development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // signal transduction  // response to toxic substance  // positive regulation vascular endothelial growth factor production  // cell differentiation  // intracellular receptor signaling pathway  // positive regulation of protein sumoylation  // regulation of transcription from RNA polymerase II promoter in response to oxidative stress  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of hormone biosynthetic process  // regulation of RNA biosynthetic process  // response to hypoxia  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // positive regulation vascular endothelial growth factor production  // regulation of transcription from RNA polymeraseGO:0005634  // GO:0005634  // GO:0005667  // GO:0005667  // GO:0005737  // GO:0005737  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0005737 nucleus  // nucleus  // transcription factor complex  // transcription factor complex  // cytoplasm  // cytoplasm  // nucleus  // nucleus  // transcription factor complex  // cytoplasm  // cytoplasm GO:0000989  // GO:0003677  // GO:0003700  // GO:0003705  // GO:0003713  // GO:0004871  // GO:0004874  // GO:0005515  // GO:0008134  // GO:0017162  // GO:0035326  // GO:0043565  // GO:0046982  // GO:0046982  // GO:0046983  // GO:0003677  // GO:0003700  // GO:0003705  // GO:0008134  // GO:0017162  // GO:0035326  // GO:0043565  // GO:0046982 transcription factor binding transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // transcription coactivator activity  // signal transducer activity  // aryl hydrocarbon receptor activity  // protein binding  // transcription factor binding  // aryl hydrocarbon receptor binding  // enhancer binding  // sequence-specific DNA binding  // protein heterodimerization activity  // protein heterodimerization activity  // protein dimerization activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // transcription factor binding  // aryl hydrocarbon receptor binding  // enhancer binding  // sequence-specific DNA binding  // protein heterodimerization activity ○
17401023 63.53728 55.56479 1.143481 0.1934324 0 main NM_207205 Igsf3 immunoglobulin superfamily, member 3 NM_207205 RefSeq Mus musculus immunoglobulin superfamily, member 3 (Igsf3), mRNA. TRUE 78908 Mm.489667 Q6ZQA6 chr3 GO:0032808 lacrimal gland development GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003674 molecular_function ○
17401749 51.81715 59.7676 0.8669773 -0.205934 0 main NM_181400 Wdr47 WD repeat domain 47 NM_181400 RefSeq Mus musculus WD repeat domain 47 (Wdr47), mRNA. TRUE 99512 Mm.285968 Q8CGF6 chr3 GO:0007275  // GO:0008150 multicellular organismal development  // biological_process GO:0005737  // GO:0005856  // GO:0005874  // GO:0005575 cytoplasm  // cytoskeleton  // microtubule  // cellular_component GO:0003674 molecular_function ○
17402698 50.57511 32.23404 1.5689969 0.6498425 0 main NM_020265 Dkk2 dickkopf homolog 2 (Xenopus laevis) NM_020265 RefSeq Mus musculus dickkopf homolog 2 (Xenopus laevis) (Dkk2), mRNA. TRUE 56811 Mm.103593 Q9QYZ8 chr3 GO:0007275  // GO:0016055  // GO:0030178  // GO:0090090  // GO:0090263  // GO:0090090  // GO:0090263 multicellular organismal development  // Wnt signaling pathway  // negative regulation of Wnt signaling pathway  // negative regulation of canonical Wnt signaling pathway  // positive regulation of canonical Wnt signaling pathway  // negative regulation of canonical Wnt signaling pathway  // positive regulation of canonical Wnt signaling pathway GO:0005576  // GO:0005615  // GO:0005576  // GO:0005615 extracellular region  // extracellular space  // extracellular region  // extracellular space --- --- ○
17405985 76.0041 121.4233 0.6259433 -0.675896 0 main NM_019745 Pdcd10 programmed cell death 10 NM_019745 RefSeq Mus musculus programmed cell death 10 (Pdcd10), mRNA. TRUE 56426 Mm.316473 Q8VE70 chr3 GO:0001525  // GO:0006915  // GO:0008284  // GO:0043066  // GO:0043406  // GO:0008284  // GO:0008284  // GO:0043066  // GO:0043066  // GO:0043406  // GO:0043406 angiogenesis  // apoptotic process  // positive regulation of cell proliferation  // negative regulation of apoptotic process  // positive regulation of MAP kinase activity  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // negative regulation of apoptotic process  // negative regulation of apoptotic process  // positive regulation of MAP kinase activity  // positive regulation of MAP kinase activity GO:0005737  // GO:0005794  // GO:0005829  // GO:0005886  // GO:0016020  // GO:0070062  // GO:0000139  // GO:0005829  // GO:0005829 cytoplasm  // Golgi apparatus  // cytosol  // plasma membrane  // membrane  // extracellular vesicular exosome  // Golgi membrane  // cytosol  // cytosol GO:0042803  // GO:0047485  // GO:0005515  // GO:0042803  // GO:0047485 protein homodimerization activity  // protein N-terminus binding  // protein binding  // protein homodimerization activity  // protein N-terminus binding ○
17406066 112.4812 115.5079 0.9737966 -0.038308 0 main NM_001162999 Fnip2 folliculin interacting protein 2 NM_001162999 RefSeq Mus musculus folliculin interacting protein 2 (Fnip2), mRNA. TRUE 329679 Mm.244005 Q80TD3 chr3 GO:0000122  // GO:0001932  // GO:0006468  // GO:0006974  // GO:0008630  // GO:0033138  // GO:0000122  // GO:0000122  // GO:0001932  // GO:0001932  // GO:0006468  // GO:0006468  // GO:0033138  // GO:0033138 negative regulation of transcription from RNA polymerase II promoter  // regulation of protein phosphorylation  // protein phosphorylation  // cellular response to DNA damage stimulus  // intrinsic apoptotic signaling pathway in response to DNA damage  // positive regulation of peptidyl-serine phosphorylation  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // regulation of protein phosphorylation  // regulation of protein phosphorylation  // protein phosphorylation  // protein phosphorylation  // positive regulation of peptidyl-serine phosphorylation  // positive regulation of peptidyl-serine phosphorylation GO:0005622  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005815  // GO:0005886  // GO:0005634  // GO:0005634  // GO:0005730  // GO:0005737  // GO:0005886  // GO:0005886 intracellular  // nucleus  // cytoplasm  // cytoplasm  // microtubule organizing center  // plasma membrane  // nucleus  // nucleus  // nucleolus  // cytoplasm  // plasma membrane  // plasma membrane GO:0003674 molecular_function ○
17407764 224.2357 153.1577 1.4640838 0.5499981 0 main NM_173347 Prune prune homolog (Drosophila) NM_173347 RefSeq Mus musculus prune homolog (Drosophila) (Prune), mRNA. TRUE 229589 Mm.14155 Q8BIW1 chr3 GO:0008150  // GO:0008152 biological_process  // metabolic process GO:0005634  // GO:0005737  // GO:0030054  // GO:0005737  // GO:0005925 nucleus  // cytoplasm  // cell junction  // cytoplasm  // focal adhesion GO:0004427  // GO:0016462  // GO:0016787  // GO:0030145  // GO:0046872  // GO:0003674 inorganic diphosphatase activity  // pyrophosphatase activity  // hydrolase activity  // manganese ion binding  // metal ion binding  // molecular_function ○
17408662 649.6923 743.4514 0.8738867 -0.194482 0 main NM_010432 Hipk1 homeodomain interacting protein kinase 1 NM_010432 RefSeq Mus musculus homeodomain interacting protein kinase 1 (Hipk1), mRNA. TRUE 15257 Mm.20827 O88904 chr3 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0007224  // GO:0008284  // GO:0009952  // GO:0010803  // GO:0010842  // GO:0016310  // GO:0016926  // GO:0030182  // GO:0042771  // GO:0043388  // GO:0048596  // GO:0060059  // GO:0060235  // GO:0061072  // GO:0072577  // GO:0097191  // GO:0006468  // GO:0010803  // GO:0016926  // GO:0072577  // GO:0097191 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // smoothened signaling pathway  // positive regulation of cell proliferation  // anterior/posterior pattern specification  // regulation of tumor necrosis factor-mediated signaling pathway  // retina layer formation  // phosphorylation  // protein desumoylation  // neuron differentiation  // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // positive regulation of DNA binding  // embryonic camera-type eye morphogenesis  // embryonic retina morphogenesis in camera-type eye  // lens induction in camera-type eye  // iris morphogenesis  // endothelial cell apoptotic process  // extrinsic apoptotic signaling pathway  // protein phosphorylation  // regulation of tumor necrosis factor-mediated signaling pathway  // protein desumoylation  // endothelial cell apoptotic process  // extrinsic apoptotic sigGO:0005622  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0016605  // GO:0016607  // GO:0005634  // GO:0005737 intracellular  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // PML body  // nuclear speck  // nucleus  // cytoplasm GO:0000166  // GO:0003677  // GO:0003714  // GO:0004672  // GO:0004674  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672  // GO:0003677 nucleotide binding  // DNA binding  // transcription corepressor activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity  // DNA binding ○
17409217 449.3233 540.6808 0.8310325 -0.267023 0 main NM_010306 Gnai3 guanine nucleotide binding protein (G protein), alpha inhibiting 3 NM_010306 RefSeq Mus musculus guanine nucleotide binding protein (G protein), alpha inhibiting 3 (Gnai3), mRNA. TRUE 14679 Mm.271703 Q9DC51 chr3 GO:0006184  // GO:0006906  // GO:0007049  // GO:0007165  // GO:0007186  // GO:0007188  // GO:0007193  // GO:0008016  // GO:0051301  // GO:0006184  // GO:0006906  // GO:0007186  // GO:0007188  // GO:0051301  // GO:0051301 GTP catabolic process  // vesicle fusion  // cell cycle  // signal transduction  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway  // regulation of heart contraction  // cell division  // GTP catabolic process  // vesicle fusion  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // cell division  // cell division GO:0005737  // GO:0005737  // GO:0005765  // GO:0005794  // GO:0005813  // GO:0005834  // GO:0005834  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0031234  // GO:0042588  // GO:0045121  // GO:0070062  // GO:0005737  // GO:0005765  // GO:0005813  // GO:0005813  // GO:0005815  // GO:0005834  // GO:0005886  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0030496  // GO:0042588  // GO:0045121 cytoplasm  // cytoplasm  // lysosomal membrane  // Golgi apparatus  // centrosome  // heterotrimeric G-protein complex  // heterotrimeric G-protein complex  // cytoskeleton  // plasma membrane  // membrane  // midbody  // extrinsic component of cytoplasmic side of plasma membrane  // zymogen granule  // membrane raft  // extracellular vesicular exosome  // cytoplasm  // lysosomal membrane  // centrosome  // centrosome  // microtubule organizing center  // heterotrimeric G-protein complex  // plasma membrane  // plasma membrane  // membrane  // midbody  // midbody  // zymogen granule  // membrane raft GO:0000166  // GO:0003924  // GO:0003924  // GO:0004871  // GO:0005515  // GO:0005525  // GO:0019001  // GO:0019904  // GO:0031683  // GO:0031821  // GO:0032794  // GO:0046872  // GO:0003924  // GO:0003924  // GO:0004871  // GO:0004871  // GO:0019904  // GO:0031683  // GO:0031683  // GO:0031821  // GO:0031821  // GO:0032794 nucleotide binding  // GTPase activity  // GTPase activity  // signal transducer activity  // protein binding  // GTP binding  // guanyl nucleotide binding  // protein domain specific binding  // G-protein beta/gamma-subunit complex binding  // G-protein coupled serotonin receptor binding  // GTPase activating protein binding  // metal ion binding  // GTPase activity  // GTPase activity  // signal transducer activity  // signal transducer activity  // protein domain specific binding  // G-protein beta/gamma-subunit complex binding  // G-protein beta/gamma-subunit complex binding  // G-protein coupled serotonin receptor binding  // G-protein coupled serotonin receptor binding  // GTPase activating protein binding ○
17409839 190.3191 229.1427 0.8305702 -0.267826 0 main NM_019550 Ptbp2 polypyrimidine tract binding protein 2 NM_019550 RefSeq Mus musculus polypyrimidine tract binding protein 2 (Ptbp2), mRNA. TRUE 56195 Mm.29966 Q91Z31 chr3 GO:0006376  // GO:0006376  // GO:0006397  // GO:0008380  // GO:0033119  // GO:2000177  // GO:0033119 mRNA splice site selection  // mRNA splice site selection  // mRNA processing  // RNA splicing  // negative regulation of RNA splicing  // regulation of neural precursor cell proliferation  // negative regulation of RNA splicing GO:0005634  // GO:0005681 nucleus  // spliceosomal complex GO:0000166  // GO:0003676  // GO:0003723  // GO:0003729  // GO:0005515  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA binding  // protein binding  // poly(A) RNA binding ○
17412552 471.9587 475.9423 0.9916301 -0.012126 0 main NM_019586 Ube2j1 ubiquitin-conjugating enzyme E2J 1 NM_019586 RefSeq Mus musculus ubiquitin-conjugating enzyme E2J 1 (Ube2j1), mRNA. TRUE 56228 Mm.259095 Q9JJZ4 chr4 GO:0016567  // GO:0018279  // GO:0030433  // GO:0016567  // GO:0018279  // GO:0018279  // GO:0030433  // GO:0030433  // GO:0008152 protein ubiquitination  // protein N-linked glycosylation via asparagine  // ER-associated ubiquitin-dependent protein catabolic process  // protein ubiquitination  // protein N-linked glycosylation via asparagine  // protein N-linked glycosylation via asparagine  // ER-associated ubiquitin-dependent protein catabolic process  // ER-associated ubiquitin-dependent protein catabolic process  // metabolic process GO:0005783  // GO:0016020  // GO:0016021  // GO:0005575  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // cellular_component  // endoplasmic reticulum membrane GO:0000166  // GO:0004842  // GO:0005524  // GO:0016874  // GO:0016881 nucleotide binding  // ubiquitin-protein transferase activity  // ATP binding  // ligase activity  // acid-amino acid ligase activity ○
17412627 41.90462 41.90457 1.0000012 1.721E-06 0 main XM_006537592 Cnr1 cannabinoid receptor 1 (brain) XM_006537592 RefSeq PREDICTED: Mus musculus cannabinoid receptor 1 (brain) (Cnr1), transcript variant X2, mRNA. TRUE 12801 Mm.7992 P47746 chr4 GO:0002866  // GO:0007165  // GO:0007186  // GO:0007188  // GO:0007568  // GO:0007611  // GO:0007613  // GO:0010976  // GO:0019216  // GO:0019233  // GO:0031622  // GO:0031999  // GO:0032228  // GO:0032496  // GO:0033004  // GO:0033602  // GO:0035094  // GO:0038171  // GO:0042220  // GO:0042593  // GO:0043065  // GO:0043271  // GO:0043278  // GO:0045471  // GO:0045759  // GO:0045776  // GO:0045777  // GO:0050796  // GO:0051001  // GO:0051966  // GO:0060259  // GO:0060405  // GO:0002866  // GO:0007186  // GO:0007188  // GO:0007188  // GO:0007283  // GO:0007413  // GO:0007568  // GO:0007584  // GO:0007611  // GO:0007613  // GO:0010976  // GO:0019216  // GO:0019233  // GO:0031622  // GO:0031999  // GO:0032228  // GO:0032496  // GO:0033004  // GO:0033602  // GO:0035094  // GO:0038171  // GO:0042220  // GO:0043065  // GO:0043271  // GO:0043278  // GO:0045471  // GO:0045759  // GO:0045776  // GO:0045777  // GO:0050796  // GO:0051001  // GO:0051966  // GO:0060135  // GO:0060259  // GO:0060405 positive regulation of acute inflammatory response to antigenic stimulus  // signal transduction  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // aging  // learning or memory  // memory  // positive regulation of neuron projection development  // regulation of lipid metabolic process  // sensory perception of pain  // positive regulation of fever generation  // negative regulation of fatty acid beta-oxidation  // regulation of synaptic transmission, GABAergic  // response to lipopolysaccharide  // negative regulation of mast cell activation  // negative regulation of dopamine secretion  // response to nicotine  // cannabinoid signaling pathway  // response to cocaine  // glucose homeostasis  // positive regulation of apoptotic process  // negative regulation of ion transport  // response to morphine  // response to ethanol  // negative regulation of action potential  // negative regulation of blood pressure  // positive regulatiGO:0005886  // GO:0016020  // GO:0016021  // GO:0043231  // GO:0030424  // GO:0030426 plasma membrane  // membrane  // integral component of membrane  // intracellular membrane-bounded organelle  // axon  // growth cone GO:0004871  // GO:0004930  // GO:0004949  // GO:0008144  // GO:0004949  // GO:0004949  // GO:0008144 signal transducer activity  // G-protein coupled receptor activity  // cannabinoid receptor activity  // drug binding  // cannabinoid receptor activity  // cannabinoid receptor activity  // drug binding ○
17414045 48.20338 47.23845 1.0204268 0.0291727 0 main NM_178756 E130309F12Rik RIKEN cDNA E130309F12 gene NM_178756 RefSeq Mus musculus RIKEN cDNA E130309F12 gene (E130309F12Rik), mRNA. TRUE 272031 Mm.299460 Q8BFZ2 chr4 GO:0007399  // GO:0007399  // GO:0008152 nervous system development  // nervous system development  // metabolic process GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003824 catalytic activity ○
17414228 64.56586 61.83185 1.0442169 0.0624214 0 main NM_139309 Fktn fukutin NM_139309 RefSeq Mus musculus fukutin (Fktn), mRNA. TRUE 246179 Mm.247210 Q8R507 chr4 GO:0001764  // GO:0008285  // GO:0046329  // GO:0060049  // GO:0008152  // GO:0008285  // GO:0008285  // GO:0046329  // GO:0046329 neuron migration  // negative regulation of cell proliferation  // negative regulation of JNK cascade  // regulation of protein glycosylation  // metabolic process  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // negative regulation of JNK cascade  // negative regulation of JNK cascade GO:0005634  // GO:0005783  // GO:0005794  // GO:0005794  // GO:0005801  // GO:0016020  // GO:0016021  // GO:0000139  // GO:0005634  // GO:0005634  // GO:0005783  // GO:0005783  // GO:0005794  // GO:0005801  // GO:0005801 nucleus  // endoplasmic reticulum  // Golgi apparatus  // Golgi apparatus  // cis-Golgi network  // membrane  // integral component of membrane  // Golgi membrane  // nucleus  // nucleus  // endoplasmic reticulum  // endoplasmic reticulum  // Golgi apparatus  // cis-Golgi network  // cis-Golgi network GO:0016740  // GO:0043842 transferase activity  // Kdo transferase activity ○
17414651 35.40636 29.78446 1.1887528 0.2494487 0 main ENSMUST00000107415 Zfp618 zinc finger protein 618 ENSMUST00000107415 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:4:62965573:63139708:1 gene:ENSMUSG00000028358 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 72701 Mm.26479  // Mm.482416 Q80YY7 chr4 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17415231 20.57583 18.09009 1.1374089 0.185751 0 main NM_007664 Cdh2 cadherin 2 NM_007664 RefSeq Mus musculus cadherin 2 (Cdh2), mRNA. TRUE 12558 Mm.257437 P15116 chr4 GO:0007155  // GO:0007156  // GO:0007157  // GO:0007416  // GO:0016337  // GO:0016339  // GO:0016339  // GO:0016477  // GO:0031641  // GO:0032880  // GO:0035023  // GO:0043410  // GO:0048514  // GO:0050770  // GO:0051146  // GO:0051291  // GO:0090090  // GO:0007155  // GO:0007156 cell adhesion  // homophilic cell adhesion  // heterophilic cell-cell adhesion  // synapse assembly  // single organismal cell-cell adhesion  // calcium-dependent cell-cell adhesion  // calcium-dependent cell-cell adhesion  // cell migration  // regulation of myelination  // regulation of protein localization  // regulation of Rho protein signal transduction  // positive regulation of MAPK cascade  // blood vessel morphogenesis  // regulation of axonogenesis  // striated muscle cell differentiation  // protein heterooligomerization  // negative regulation of canonical Wnt signaling pathway  // cell adhesion  // homophilic cell adhesion GO:0005886  // GO:0005911  // GO:0005911  // GO:0005912  // GO:0005913  // GO:0005916  // GO:0005916  // GO:0014704  // GO:0014704  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0016342  // GO:0030027  // GO:0030315  // GO:0043234  // GO:0045202  // GO:0045202  // GO:0005886  // GO:0005911  // GO:0005913  // GO:0016020  // GO:0016020  // GO:0016342 plasma membrane  // cell-cell junction  // cell-cell junction  // adherens junction  // cell-cell adherens junction  // fascia adherens  // fascia adherens  // intercalated disc  // intercalated disc  // membrane  // integral component of membrane  // apical plasma membrane  // catenin complex  // lamellipodium  // T-tubule  // protein complex  // synapse  // synapse  // plasma membrane  // cell-cell junction  // cell-cell adherens junction  // membrane  // membrane  // catenin complex GO:0005509  // GO:0005515  // GO:0008013  // GO:0019901  // GO:0019903  // GO:0032403  // GO:0045294  // GO:0045295  // GO:0046872  // GO:0050998  // GO:0045294  // GO:0045295 calcium ion binding  // protein binding  // beta-catenin binding  // protein kinase binding  // protein phosphatase binding  // protein complex binding  // alpha-catenin binding  // gamma-catenin binding  // metal ion binding  // nitric-oxide synthase binding  // alpha-catenin binding  // gamma-catenin binding ○
17417269 340.1795 367.2135 0.9263807 -0.110323 0 main NM_172698 Efcab14 EF-hand calcium binding domain 14 NM_172698 RefSeq Mus musculus EF-hand calcium binding domain 14 (Efcab14), mRNA. TRUE 230648 Mm.283565 Q8BGQ6 chr4 GO:0008150 biological_process GO:0005575 cellular_component GO:0046872  // GO:0003674  // GO:0005509 metal ion binding  // molecular_function  // calcium ion binding ○
17418043 38.61799 36.41235 1.060574 0.0848452 0 main ENSMUST00000106283 Rims3 regulating synaptic membrane exocytosis 3 ENSMUST00000106283 ENSEMBL havana:known chromosome:GRCm38:4:120861777:120896579:1 gene:ENSMUSG00000032890 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 242662 Mm.192502  // Mm.388896  // Mm.396765  // Mm.479706  // Mm.489236 Q80U57 chr4 GO:0006810  // GO:0006836  // GO:0006887  // GO:0017156  // GO:0042391  // GO:2000300  // GO:2000300 transport  // neurotransmitter transport  // exocytosis  // calcium ion-dependent exocytosis  // regulation of membrane potential  // regulation of synaptic vesicle exocytosis  // regulation of synaptic vesicle exocytosis GO:0005623  // GO:0030054  // GO:0045202 cell  // cell junction  // synapse GO:0044325  // GO:0005515 ion channel binding  // protein binding ○
17418857 132.3279 146.6255 0.902489 -0.148019 0 main NM_018774 Phc2 polyhomeotic-like 2 (Drosophila) NM_018774 RefSeq Mus musculus polyhomeotic-like 2 (Drosophila) (Phc2), transcript variant 1, mRNA. TRUE 54383 Mm.490300 Q9QWH1 chr4 GO:0007275  // GO:0007283 multicellular organismal development  // spermatogenesis GO:0000792  // GO:0005634  // GO:0005634  // GO:0031519  // GO:0031519  // GO:0035102  // GO:0005634  // GO:0031519  // GO:0035102 heterochromatin  // nucleus  // nucleus  // PcG protein complex  // PcG protein complex  // PRC1 complex  // nucleus  // PcG protein complex  // PRC1 complex GO:0003677  // GO:0005515  // GO:0008270  // GO:0046872 DNA binding  // protein binding  // zinc ion binding  // metal ion binding ○
17419524 270.071 278.9632 0.9681241 -0.046736 0 main ENSMUST00000084241 Wasf2 WAS protein family, member 2 ENSMUST00000084241 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:4:133130505:133199756:1 gene:ENSMUSG00000028868 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 242687 Mm.23566  // Mm.416453 Q8BH43 chr4 GO:0001525  // GO:0001667  // GO:0006897  // GO:0006928  // GO:0010592  // GO:0016601  // GO:0030032  // GO:0030036  // GO:0030048  // GO:0035855  // GO:0051497  // GO:0072673  // GO:0030036 angiogenesis  // ameboidal cell migration  // endocytosis  // cellular component movement  // positive regulation of lamellipodium assembly  // Rac protein signal transduction  // lamellipodium assembly  // actin cytoskeleton organization  // actin filament-based movement  // megakaryocyte development  // negative regulation of stress fiber assembly  // lamellipodium morphogenesis  // actin cytoskeleton organization GO:0001726  // GO:0005622  // GO:0005622  // GO:0005737  // GO:0005769  // GO:0005856  // GO:0005911  // GO:0030027  // GO:0030027  // GO:0031209  // GO:0070062  // GO:0005622  // GO:0005622  // GO:0030027  // GO:0030027 ruffle  // intracellular  // intracellular  // cytoplasm  // early endosome  // cytoskeleton  // cell-cell junction  // lamellipodium  // lamellipodium  // SCAR complex  // extracellular vesicular exosome  // intracellular  // intracellular  // lamellipodium  // lamellipodium GO:0003779  // GO:0005515  // GO:0032403  // GO:0005515 actin binding  // protein binding  // protein complex binding  // protein binding ○
17419773 63.50325 61.47142 1.0330532 0.0469146 0 main ENSMUST00000105868 Stmn1 stathmin 1 ENSMUST00000105868 ENSEMBL havana:known chromosome:GRCm38:4:134469742:134473499:1 gene:ENSMUSG00000028832 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 16765 Mm.378957 P54227 chr4 GO:0007019  // GO:0007052  // GO:0007275  // GO:0007399  // GO:0007409  // GO:0030154  // GO:0031110  // GO:0031115  // GO:0051272  // GO:0007420  // GO:0007019  // GO:0007052  // GO:0009615 microtubule depolymerization  // mitotic spindle organization  // multicellular organismal development  // nervous system development  // axonogenesis  // cell differentiation  // regulation of microtubule polymerization or depolymerization  // negative regulation of microtubule polymerization  // positive regulation of cellular component movement  // brain development  // microtubule depolymerization  // mitotic spindle organization  // response to virus GO:0005622  // GO:0005737  // GO:0005829  // GO:0005856  // GO:0005874  // GO:0016020  // GO:0070062  // GO:0005622  // GO:0005737 intracellular  // cytoplasm  // cytosol  // cytoskeleton  // microtubule  // membrane  // extracellular vesicular exosome  // intracellular  // cytoplasm GO:0005515  // GO:0015631  // GO:0015631 protein binding  // tubulin binding  // tubulin binding ○
17420024 33.76814 37.39769 0.9029472 -0.147286 0 main NM_177733 E2f2 E2F transcription factor 2 NM_177733 RefSeq Mus musculus E2F transcription factor 2 (E2f2), mRNA. TRUE 242705 Mm.307932 P56931 chr4 GO:0006351  // GO:0006355  // GO:0007049  // GO:0051726  // GO:0072332  // GO:1990086  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // cell cycle  // regulation of cell cycle  // intrinsic apoptotic signaling pathway by p53 class mediator  // lens fiber cell apoptotic process  // regulation of transcription, DNA-templated GO:0005634  // GO:0005667  // GO:0005634 nucleus  // transcription factor complex  // nucleus GO:0001047  // GO:0003677  // GO:0003700  // GO:0005515  // GO:0008134  // GO:0001047  // GO:0003700  // GO:0008134 core promoter binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // transcription factor binding  // core promoter binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding ○
17421394 66.82102 89.3279 0.748042 -0.418809 0 main NR_030771 Gm13034 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 5 pseudogene NR_030771 RefSeq Mus musculus predicted gene 13034 (Gm13034), non-coding RNA. TRUE 627585 Mm.424988 B2RT32 chr4 --- --- --- --- GO:0003677  // GO:0005524 DNA binding  // ATP binding ○
17421735 83.56946 67.4341 1.239276 0.3094975 0 main NM_001159344 Casz1 castor zinc finger 1 NM_001159344 RefSeq Mus musculus castor zinc finger 1 (Casz1), transcript variant 1, mRNA. TRUE 69743 Mm.233879 Q9CWL2 chr4 GO:0006351  // GO:0006355  // GO:0007275  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // biological_process GO:0005634  // GO:0005737  // GO:0043231  // GO:0005634  // GO:0005737  // GO:0043231 nucleus  // cytoplasm  // intracellular membrane-bounded organelle  // nucleus  // cytoplasm  // intracellular membrane-bounded organelle GO:0003677  // GO:0046872 DNA binding  // metal ion binding ○
17423107 65.06281 43.26445 1.50384 0.5886511 0 main NM_145711 Tox thymocyte selection-associated high mobility group box NM_145711 RefSeq Mus musculus thymocyte selection-associated high mobility group box (Tox), mRNA. TRUE 252838 Mm.435828 Q66JW3 chr4 --- --- GO:0005634 nucleus GO:0003677 DNA binding ○
17423146 587.9049 619.4202 0.9491213 -0.075336 0 main NM_001177849 Asph aspartate-beta-hydroxylase NM_001177849 RefSeq Mus musculus aspartate-beta-hydroxylase (Asph), transcript variant 3, mRNA. TRUE 65973 Mm.222206 Q8BSY0 chr4 GO:0007389  // GO:0008285  // GO:0010524  // GO:0018193  // GO:0031585  // GO:0031647  // GO:0032237  // GO:0033198  // GO:0035108  // GO:0042264  // GO:0045862  // GO:0045893  // GO:0051480  // GO:0055114  // GO:0060021  // GO:0060325  // GO:0070588  // GO:0071277  // GO:0090316  // GO:0097202  // GO:1901879  // GO:0010524  // GO:0031585  // GO:0032237  // GO:0033198  // GO:0045862  // GO:0045893  // GO:0055114  // GO:0070588  // GO:0071277  // GO:0090316  // GO:0097202 pattern specification process  // negative regulation of cell proliferation  // positive regulation of calcium ion transport into cytosol  // peptidyl-amino acid modification  // regulation of inositol 1,4,5-trisphosphate-sensitive calcium-release channel activity  // regulation of protein stability  // activation of store-operated calcium channel activity  // response to ATP  // limb morphogenesis  // peptidyl-aspartic acid hydroxylation  // positive regulation of proteolysis  // positive regulation of transcription, DNA-templated  // cytosolic calcium ion homeostasis  // oxidation-reduction process  // palate development  // face morphogenesis  // calcium ion transmembrane transport  // cellular response to calcium ion  // positive regulation of intracellular protein transport  // activation of cysteine-type endopeptidase activity  // regulation of protein depolymerization  // positive regulation of calcium ion transport into cytosol  // regulation of inositol 1,4,5-trisphosphate-sensitive calcium-release cGO:0005737  // GO:0005783  // GO:0005886  // GO:0016020  // GO:0016021  // GO:0030176  // GO:0032541  // GO:0005783  // GO:0005789  // GO:0005886  // GO:0016021  // GO:0030176  // GO:0032541 cytoplasm  // endoplasmic reticulum  // plasma membrane  // membrane  // integral component of membrane  // integral component of endoplasmic reticulum membrane  // cortical endoplasmic reticulum  // endoplasmic reticulum  // endoplasmic reticulum membrane  // plasma membrane  // integral component of membrane  // integral component of endoplasmic reticulum membrane  // cortical endoplasmic reticulum GO:0004597  // GO:0005509  // GO:0005515  // GO:0016491  // GO:0046872  // GO:0051213  // GO:0004597 peptide-aspartate beta-dioxygenase activity  // calcium ion binding  // protein binding  // oxidoreductase activity  // metal ion binding  // dioxygenase activity  // peptide-aspartate beta-dioxygenase activity ○
17424203 252.9208 311.8565 0.8110166 -0.302197 0 main NM_026893 Dcaf12 DDB1 and CUL4 associated factor 12 NM_026893 RefSeq Mus musculus DDB1 and CUL4 associated factor 12 (Dcaf12), mRNA. TRUE 68970 Mm.28891 Q8BGZ3 chr4 GO:0008150  // GO:0016567 biological_process  // protein ubiquitination GO:0005737  // GO:0005813  // GO:0005856  // GO:0080008  // GO:0005737  // GO:0005813  // GO:0005815  // GO:0080008  // GO:0080008 cytoplasm  // centrosome  // cytoskeleton  // Cul4-RING E3 ubiquitin ligase complex  // cytoplasm  // centrosome  // microtubule organizing center  // Cul4-RING E3 ubiquitin ligase complex  // Cul4-RING E3 ubiquitin ligase complex GO:0003674 molecular_function ○
17424215 19.6798 22.25351 0.8843459 -0.177317 0 main ENSMUST00000157313 Gm26049 predicted gene, 26049 ENSMUST00000157313 ENSEMBL ncrna:known chromosome:GRCm38:4:41312091:41312198:-1 gene:ENSMUSG00000087938 gene_biotype:snRNA transcript_biotype:snRNA TRUE --- --- Q8BGZ3 chr4 --- --- --- --- --- --- ○
17425708 467.0081 477.28 0.9784783 -0.031388 0 main NM_172381 AI314180 expressed sequence AI314180 NM_172381 RefSeq Mus musculus expressed sequence AI314180 (AI314180), mRNA. TRUE 230249 Mm.234801 Q6PDI5 chr4 GO:0030433 ER-associated ubiquitin-dependent protein catabolic process GO:0000502  // GO:0005634  // GO:0005737  // GO:0005768  // GO:0005769  // GO:0005770  // GO:0005771  // GO:0005783  // GO:0005813  // GO:0005856  // GO:0016023  // GO:0030134  // GO:0030139  // GO:0031410  // GO:0000502  // GO:0005634  // GO:0005771  // GO:0005771  // GO:0005783  // GO:0005793  // GO:0005815  // GO:0016023  // GO:0030139 proteasome complex  // nucleus  // cytoplasm  // endosome  // early endosome  // late endosome  // multivesicular body  // endoplasmic reticulum  // centrosome  // cytoskeleton  // cytoplasmic membrane-bounded vesicle  // ER to Golgi transport vesicle  // endocytic vesicle  // cytoplasmic vesicle  // proteasome complex  // nucleus  // multivesicular body  // multivesicular body  // endoplasmic reticulum  // endoplasmic reticulum-Golgi intermediate compartment  // microtubule organizing center  // cytoplasmic membrane-bounded vesicle  // endocytic vesicle --- --- ○
17425836 987.1689 1038.843 0.950258 -0.073609 0 main NM_144904 Ptbp3 polypyrimidine tract binding protein 3 NM_144904 RefSeq Mus musculus polypyrimidine tract binding protein 3 (Ptbp3), transcript variant 1, mRNA. TRUE 230257 Mm.331640 Q8BHD7 chr4 GO:0006397  // GO:0008380  // GO:0030154  // GO:0033119  // GO:0043249  // GO:0045595  // GO:0033119  // GO:0045595 mRNA processing  // RNA splicing  // cell differentiation  // negative regulation of RNA splicing  // erythrocyte maturation  // regulation of cell differentiation  // negative regulation of RNA splicing  // regulation of cell differentiation GO:0005634 nucleus GO:0000166  // GO:0003676  // GO:0003723  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // poly(A) RNA binding ○
17426497 204.9935 203.5372 1.007155 0.0102857 0 main NM_172694 Megf9 multiple EGF-like-domains 9 NM_172694 RefSeq Mus musculus multiple EGF-like-domains 9 (Megf9), mRNA. TRUE 230316 Mm.251188 Q8BH27 chr4 --- --- GO:0016020  // GO:0016021 membrane  // integral component of membrane --- --- ○
17430319 126.9374 145.1154 0.8747342 -0.193083 0 main ENSMUST00000106061 S100pbp S100P binding protein ENSMUST00000106061 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:4:129148005:129189542:-1 gene:ENSMUSG00000040928 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 74648 Mm.172064  // Mm.408391  // Mm.488265 Q9D5K4 chr4 GO:0008150 biological_process GO:0005634  // GO:0005634 nucleus  // nucleus GO:0048306  // GO:0048306 calcium-dependent protein binding  // calcium-dependent protein binding ○
17430835 170.4025 168.7541 1.0097681 0.0140239 0 main NM_175306 Phactr4 phosphatase and actin regulator 4 NM_175306 RefSeq Mus musculus phosphatase and actin regulator 4 (Phactr4), transcript variant 1, mRNA. TRUE 100169 Mm.158361 Q501J7 chr4 GO:0001755  // GO:0001843  // GO:0007266  // GO:0007275  // GO:0007399  // GO:0030036  // GO:0043085  // GO:0043085  // GO:0048484  // GO:0051726  // GO:0061386  // GO:2001045  // GO:0043086 neural crest cell migration  // neural tube closure  // Rho protein signal transduction  // multicellular organismal development  // nervous system development  // actin cytoskeleton organization  // positive regulation of catalytic activity  // positive regulation of catalytic activity  // enteric nervous system development  // regulation of cell cycle  // closure of optic fissure  // negative regulation of integrin-mediated signaling pathway  // negative regulation of catalytic activity GO:0005622  // GO:0005737  // GO:0030027  // GO:0042995  // GO:0030027 intracellular  // cytoplasm  // lamellipodium  // cell projection  // lamellipodium GO:0003779  // GO:0004864  // GO:0008157  // GO:0071862  // GO:0071862  // GO:0003779 actin binding  // protein phosphatase inhibitor activity  // protein phosphatase 1 binding  // protein phosphatase type 1 activator activity  // protein phosphatase type 1 activator activity  // actin binding ○
17431075 365.8918 392.0241 0.9333401 -0.099525 0 main NM_001080819 Arid1a AT rich interactive domain 1A (SWI-like) NM_001080819 RefSeq Mus musculus AT rich interactive domain 1A (SWI-like) (Arid1a), mRNA. TRUE 93760 Mm.22478 A2BH40 chr4 GO:0000122  // GO:0001843  // GO:0003205  // GO:0003408  // GO:0006325  // GO:0006337  // GO:0006338  // GO:0006351  // GO:0006355  // GO:0007399  // GO:0016568  // GO:0030520  // GO:0030521  // GO:0030900  // GO:0042921  // GO:0043044  // GO:0045893  // GO:0060674  // GO:0006337  // GO:0006338  // GO:0030520  // GO:0030520  // GO:0030521  // GO:0030521  // GO:0042921  // GO:0045893  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // neural tube closure  // cardiac chamber development  // optic cup formation involved in camera-type eye development  // chromatin organization  // nucleosome disassembly  // chromatin remodeling  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // nervous system development  // chromatin modification  // intracellular estrogen receptor signaling pathway  // androgen receptor signaling pathway  // forebrain development  // glucocorticoid receptor signaling pathway  // ATP-dependent chromatin remodeling  // positive regulation of transcription, DNA-templated  // placenta blood vessel development  // nucleosome disassembly  // chromatin remodeling  // intracellular estrogen receptor signaling pathway  // intracellular estrogen receptor signaling pathway  // androgen receptor signaling pathway  // androgen receptor signaling pathway  // glucocorticoid receptor signaling pathway  // positive regulation of transcGO:0000790  // GO:0000790  // GO:0005622  // GO:0005634  // GO:0016514  // GO:0016514  // GO:0071564  // GO:0071565  // GO:0090544  // GO:0000790  // GO:0005634  // GO:0016514 nuclear chromatin  // nuclear chromatin  // intracellular  // nucleus  // SWI/SNF complex  // SWI/SNF complex  // npBAF complex  // nBAF complex  // BAF-type complex  // nuclear chromatin  // nucleus  // SWI/SNF complex GO:0003677  // GO:0005515  // GO:0016922  // GO:0031491  // GO:0003677  // GO:0016922 DNA binding  // protein binding  // ligand-dependent nuclear receptor binding  // nucleosome binding  // DNA binding  // ligand-dependent nuclear receptor binding ○
17431272 102.9478 117.4933 0.8762015 -0.190665 0 main NM_001163794 Pdik1l PDLIM1 interacting kinase 1 like NM_001163794 RefSeq Mus musculus PDLIM1 interacting kinase 1 like (Pdik1l), transcript variant 2, mRNA. TRUE 230809 Mm.22778 Q8QZR7 chr4 GO:0006468  // GO:0016310 protein phosphorylation  // phosphorylation GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0000166  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups ○
17433359 41.34389 46.18327 0.8952136 -0.159696 0 main NM_001081557 Camta1 calmodulin binding transcription activator 1 NM_001081557 RefSeq Mus musculus calmodulin binding transcription activator 1 (Camta1), transcript variant 1, mRNA. TRUE 100072 Mm.318846 A2A891 chr4 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634  // GO:0005737 nucleus  // cytoplasm GO:0003677  // GO:0003674 DNA binding  // molecular_function ○
17433528 18.30831 19.26513 0.9503341 -0.073493 0 main NM_001099299 Ajap1 adherens junction associated protein 1 NM_001099299 RefSeq Mus musculus adherens junction associated protein 1 (Ajap1), mRNA. TRUE 230959 Mm.318874 A2ALI5 chr4 GO:0007155  // GO:0008150 cell adhesion  // biological_process GO:0005886  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0005575  // GO:0005912  // GO:0016323  // GO:0016324 plasma membrane  // membrane  // integral component of membrane  // cell junction  // cellular_component  // adherens junction  // basolateral plasma membrane  // apical plasma membrane GO:0003674 molecular_function ○
17435008 32.58324 33.75772 0.9652086 -0.051087 0 main NM_001170745 Magi2 membrane associated guanylate kinase, WW and PDZ domain containing 2 NM_001170745 RefSeq Mus musculus membrane associated guanylate kinase, WW and PDZ domain containing 2 (Magi2), transcript variant 3, mRNA. TRUE 50791 Mm.332231 Q9WVQ1 chr5 GO:0002092  // GO:0007165  // GO:0007399  // GO:0008285  // GO:0010976  // GO:0016482  // GO:0030336  // GO:0032516  // GO:0032926  // GO:0038180  // GO:0043113  // GO:0051291  // GO:0051898  // GO:0060395  // GO:0071850  // GO:1990090  // GO:0002092  // GO:0002092  // GO:0008285  // GO:0010976  // GO:0016482  // GO:0030336  // GO:0032516  // GO:0032516  // GO:0038180  // GO:0043113  // GO:0051291  // GO:0051898  // GO:0051898  // GO:0071850  // GO:0072015  // GO:1990090 positive regulation of receptor internalization  // signal transduction  // nervous system development  // negative regulation of cell proliferation  // positive regulation of neuron projection development  // cytoplasmic transport  // negative regulation of cell migration  // positive regulation of phosphoprotein phosphatase activity  // negative regulation of activin receptor signaling pathway  // nerve growth factor signaling pathway  // receptor clustering  // protein heterooligomerization  // negative regulation of protein kinase B signaling  // SMAD protein signal transduction  // mitotic cell cycle arrest  // cellular response to nerve growth factor stimulus  // positive regulation of receptor internalization  // positive regulation of receptor internalization  // negative regulation of cell proliferation  // positive regulation of neuron projection development  // cytoplasmic transport  // negative regulation of cell migration  // positive regulation of phosphoprotein phosphatase activity  // positiveGO:0005634  // GO:0005737  // GO:0005737  // GO:0005768  // GO:0005770  // GO:0005886  // GO:0005886  // GO:0005923  // GO:0014069  // GO:0016020  // GO:0030054  // GO:0030425  // GO:0036057  // GO:0043005  // GO:0043234  // GO:0045202  // GO:0048471  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005770  // GO:0005770  // GO:0005886  // GO:0005923  // GO:0005923  // GO:0014069  // GO:0030425  // GO:0036057  // GO:0043234  // GO:0045202  // GO:0045202  // GO:0048471 nucleus  // cytoplasm  // cytoplasm  // endosome  // late endosome  // plasma membrane  // plasma membrane  // tight junction  // postsynaptic density  // membrane  // cell junction  // dendrite  // slit diaphragm  // neuron projection  // protein complex  // synapse  // perinuclear region of cytoplasm  // nucleus  // nucleus  // cytoplasm  // late endosome  // late endosome  // plasma membrane  // tight junction  // tight junction  // postsynaptic density  // dendrite  // slit diaphragm  // protein complex  // synapse  // synapse  // perinuclear region of cytoplasm GO:0004871  // GO:0005515  // GO:0019902  // GO:0030159  // GO:0030159  // GO:0030165  // GO:0031697  // GO:0032403  // GO:0046332  // GO:0070699  // GO:0019902  // GO:0019902  // GO:0030159  // GO:0030159  // GO:0030165  // GO:0031697  // GO:0031697 signal transducer activity  // protein binding  // phosphatase binding  // receptor signaling complex scaffold activity  // receptor signaling complex scaffold activity  // PDZ domain binding  // beta-1 adrenergic receptor binding  // protein complex binding  // SMAD binding  // type II activin receptor binding  // phosphatase binding  // phosphatase binding  // receptor signaling complex scaffold activity  // receptor signaling complex scaffold activity  // PDZ domain binding  // beta-1 adrenergic receptor binding  // beta-1 adrenergic receptor binding ○
17435584 453.0652 392.2232 1.1551209 0.2080438 0 main NM_153526 Insig1 insulin induced gene 1 NM_153526 RefSeq Mus musculus insulin induced gene 1 (Insig1), mRNA. TRUE 231070 Mm.30221 Q8BGI3 chr5 GO:0006629  // GO:0006641  // GO:0006695  // GO:0006991  // GO:0008202  // GO:0008203  // GO:0010894  // GO:0016126  // GO:0032933  // GO:0042472  // GO:0042474  // GO:0045599  // GO:0045717  // GO:0060021  // GO:0060363  // GO:1901303  // GO:0008203  // GO:0032933  // GO:1901303 lipid metabolic process  // triglyceride metabolic process  // cholesterol biosynthetic process  // response to sterol depletion  // steroid metabolic process  // cholesterol metabolic process  // negative regulation of steroid biosynthetic process  // sterol biosynthetic process  // SREBP signaling pathway  // inner ear morphogenesis  // middle ear morphogenesis  // negative regulation of fat cell differentiation  // negative regulation of fatty acid biosynthetic process  // palate development  // cranial suture morphogenesis  // negative regulation of cargo loading into COPII-coated vesicle  // cholesterol metabolic process  // SREBP signaling pathway  // negative regulation of cargo loading into COPII-coated vesicle GO:0005783  // GO:0005783  // GO:0016020  // GO:0016021  // GO:0032937  // GO:0005783  // GO:0005789  // GO:0032937 endoplasmic reticulum  // endoplasmic reticulum  // membrane  // integral component of membrane  // SREBP-SCAP-Insig complex  // endoplasmic reticulum  // endoplasmic reticulum membrane  // SREBP-SCAP-Insig complex GO:0005515 protein binding ○
17437674 375.5458 461.9244 0.8130027 -0.298668 0 main NM_008453 Klf3 Kruppel-like factor 3 (basic) NM_008453 RefSeq Mus musculus Kruppel-like factor 3 (basic) (Klf3), mRNA. TRUE 16599 Mm.439720 Q60980 chr5 GO:0006351  // GO:0006355  // GO:1901653 transcription, DNA-templated  // regulation of transcription, DNA-templated  // cellular response to peptide GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872  // GO:0003677 nucleic acid binding  // DNA binding  // metal ion binding  // DNA binding ○
17438134 130.7116 123.686 1.0568019 0.079705 0 main NM_001190734 Dcun1d4 DCN1, defective in cullin neddylation 1, domain containing 4 (S. cerevisiae) NM_001190734 RefSeq Mus musculus DCN1, defective in cullin neddylation 1, domain containing 4 (S. cerevisiae) (Dcun1d4), transcript variant A, mRNA. TRUE 100737 Mm.220312 Q8CCA0 chr5 GO:0008150 biological_process GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0003674 molecular_function ○
17438272 124.9488 92.08356 1.3569067 0.4403215 0 main NM_001122733 Kit kit oncogene NM_001122733 RefSeq Mus musculus kit oncogene (Kit), transcript variant 1, mRNA. TRUE 16590 Mm.247073 P05532 chr5 GO:0000187  // GO:0001541  // GO:0002318  // GO:0002320  // GO:0002327  // GO:0002371  // GO:0002551  // GO:0002573  // GO:0006468  // GO:0006687  // GO:0006935  // GO:0006954  // GO:0007169  // GO:0007281  // GO:0007283  // GO:0007283  // GO:0007286  // GO:0008284  // GO:0008284  // GO:0008354  // GO:0008360  // GO:0008542  // GO:0009314  // GO:0010628  // GO:0016310  // GO:0018108  // GO:0018108  // GO:0019221  // GO:0019221  // GO:0030032  // GO:0030097  // GO:0030154  // GO:0030217  // GO:0030218  // GO:0030318  // GO:0030335  // GO:0031274  // GO:0031532  // GO:0032762  // GO:0035019  // GO:0035162  // GO:0035234  // GO:0035556  // GO:0035855  // GO:0038093  // GO:0038109  // GO:0038109  // GO:0038162  // GO:0042511  // GO:0042517  // GO:0042523  // GO:0043069  // GO:0043069  // GO:0043303  // GO:0043406  // GO:0043410  // GO:0043473  // GO:0043473  // GO:0045747  // GO:0046427  // GO:0046777  // GO:0046777  // GO:0048066  // GO:0048070  // GO:0048070  // GO:0048103  // GO:0048170  // GO:0048565  // GO:0activation of MAPK activity  // ovarian follicle development  // myeloid progenitor cell differentiation  // lymphoid progenitor cell differentiation  // immature B cell differentiation  // dendritic cell cytokine production  // mast cell chemotaxis  // myeloid leukocyte differentiation  // protein phosphorylation  // glycosphingolipid metabolic process  // chemotaxis  // inflammatory response  // transmembrane receptor protein tyrosine kinase signaling pathway  // germ cell development  // spermatogenesis  // spermatogenesis  // spermatid development  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // germ cell migration  // regulation of cell shape  // visual learning  // response to radiation  // positive regulation of gene expression  // phosphorylation  // peptidyl-tyrosine phosphorylation  // peptidyl-tyrosine phosphorylation  // cytokine-mediated signaling pathway  // cytokine-mediated signaling pathway  // lamellipodium assembly  // hemopoiesis  // cell diffGO:0001669  // GO:0005615  // GO:0005622  // GO:0005737  // GO:0005886  // GO:0005911  // GO:0009897  // GO:0009897  // GO:0009898  // GO:0009986  // GO:0016020  // GO:0016021  // GO:0042629  // GO:0001669  // GO:0005615  // GO:0005634  // GO:0005737  // GO:0005886  // GO:0009897  // GO:0009898  // GO:0042629  // GO:0042629 acrosomal vesicle  // extracellular space  // intracellular  // cytoplasm  // plasma membrane  // cell-cell junction  // external side of plasma membrane  // external side of plasma membrane  // cytoplasmic side of plasma membrane  // cell surface  // membrane  // integral component of membrane  // mast cell granule  // acrosomal vesicle  // extracellular space  // nucleus  // cytoplasm  // plasma membrane  // external side of plasma membrane  // cytoplasmic side of plasma membrane  // mast cell granule  // mast cell granule GO:0000166  // GO:0002020  // GO:0004672  // GO:0004713  // GO:0004714  // GO:0004716  // GO:0005020  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019955  // GO:0042803  // GO:0046872  // GO:0004713  // GO:0004714  // GO:0004714  // GO:0019955  // GO:0019955  // GO:0042803 nucleotide binding  // protease binding  // protein kinase activity  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // receptor signaling protein tyrosine kinase activity  // stem cell factor receptor activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // cytokine binding  // protein homodimerization activity  // metal ion binding  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // cytokine binding  // cytokine binding  // protein homodimerization activity ○
17438602 581.1381 802.8373 0.7238554 -0.466227 0 main NM_177680 Ythdc1 YTH domain containing 1 NM_177680 RefSeq Mus musculus YTH domain containing 1 (Ythdc1), mRNA. TRUE 231386 Mm.196325 E9Q5K9 chr5 GO:0000398  // GO:0006376  // GO:0006397  // GO:0008380  // GO:0006376 mRNA splicing, via spliceosome  // mRNA splice site selection  // mRNA processing  // RNA splicing  // mRNA splice site selection GO:0005634  // GO:0005654  // GO:0016604  // GO:0005634  // GO:0005634 nucleus  // nucleoplasm  // nuclear body  // nucleus  // nucleus GO:0003723  // GO:0044822  // GO:0003723  // GO:0003723 RNA binding  // poly(A) RNA binding  // RNA binding  // RNA binding ○
17438832 650.735 765.215 0.850395 -0.233795 0 main NM_001136260 Slc4a4 solute carrier family 4 (anion exchanger), member 4 NM_001136260 RefSeq Mus musculus solute carrier family 4 (anion exchanger), member 4 (Slc4a4), transcript variant 2, mRNA. TRUE 54403 Mm.41044 O88343 chr5 GO:0006810  // GO:0006811  // GO:0006814  // GO:0006820  // GO:0006885  // GO:0015698  // GO:0015701  // GO:0015701  // GO:0035725  // GO:0006814  // GO:0055085 transport  // ion transport  // sodium ion transport  // anion transport  // regulation of pH  // inorganic anion transport  // bicarbonate transport  // bicarbonate transport  // sodium ion transmembrane transport  // sodium ion transport  // transmembrane transport GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0070062  // GO:0016323 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // extracellular vesicular exosome  // basolateral plasma membrane GO:0005215  // GO:0005452  // GO:0005515  // GO:0008509  // GO:0008510  // GO:0015293 transporter activity  // inorganic anion exchanger activity  // protein binding  // anion transmembrane transporter activity  // sodium:bicarbonate symporter activity  // symporter activity ○
17441083 327.8651 292.1669 1.1221843 0.1663096 0 main NM_029012 Sppl3 signal peptide peptidase 3 NM_029012 RefSeq Mus musculus signal peptide peptidase 3 (Sppl3), mRNA. TRUE 74585 Mm.355894 Q9CUS9 chr5 GO:0006508  // GO:0006508  // GO:0006509 proteolysis  // proteolysis  // membrane protein ectodomain proteolysis GO:0005783  // GO:0005791  // GO:0016020  // GO:0016021  // GO:0030660  // GO:0071458  // GO:0071556  // GO:0005789  // GO:0005791  // GO:0005791  // GO:0030660  // GO:0030660  // GO:0071458  // GO:0071458  // GO:0071556  // GO:0071556 endoplasmic reticulum  // rough endoplasmic reticulum  // membrane  // integral component of membrane  // Golgi-associated vesicle membrane  // integral component of cytoplasmic side of endoplasmic reticulum membrane  // integral component of lumenal side of endoplasmic reticulum membrane  // endoplasmic reticulum membrane  // rough endoplasmic reticulum  // rough endoplasmic reticulum  // Golgi-associated vesicle membrane  // Golgi-associated vesicle membrane  // integral component of cytoplasmic side of endoplasmic reticulum membrane  // integral component of cytoplasmic side of endoplasmic reticulum membrane  // integral component of lumenal side of endoplasmic reticulum membrane  // integral component of lumenal side of endoplasmic reticulum membrane GO:0004190  // GO:0008233  // GO:0016787  // GO:0042500  // GO:0042803  // GO:0042500  // GO:0042500  // GO:0042803  // GO:0042803 aspartic-type endopeptidase activity  // peptidase activity  // hydrolase activity  // aspartic endopeptidase activity, intramembrane cleaving  // protein homodimerization activity  // aspartic endopeptidase activity, intramembrane cleaving  // aspartic endopeptidase activity, intramembrane cleaving  // protein homodimerization activity  // protein homodimerization activity ○
17441895 180.6132 221.6161 0.8149823 -0.295159 0 main NM_172722 Naa25 N(alpha)-acetyltransferase 25, NatB auxiliary subunit NM_172722 RefSeq Mus musculus N(alpha)-acetyltransferase 25, NatB auxiliary subunit (Naa25), mRNA. TRUE 231713 Mm.33919 Q8BWZ3 chr5 GO:0008150 biological_process GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0003674 molecular_function ○
17442970 445.4878 441.1571 1.0098167 0.0140934 0 main NM_001001327 Vkorc1l1 vitamin K epoxide reductase complex, subunit 1-like 1 NM_001001327 RefSeq Mus musculus vitamin K epoxide reductase complex, subunit 1-like 1 (Vkorc1l1), transcript variant 2, mRNA. TRUE 69568 Mm.288718 Q6TEK5 chr5 GO:0017187  // GO:0034599  // GO:0042373  // GO:0042373  // GO:0055114  // GO:0017187  // GO:0034599 peptidyl-glutamic acid carboxylation  // cellular response to oxidative stress  // vitamin K metabolic process  // vitamin K metabolic process  // oxidation-reduction process  // peptidyl-glutamic acid carboxylation  // cellular response to oxidative stress GO:0005783  // GO:0005789  // GO:0016020  // GO:0016021  // GO:0005789  // GO:0005789 endoplasmic reticulum  // endoplasmic reticulum membrane  // membrane  // integral component of membrane  // endoplasmic reticulum membrane  // endoplasmic reticulum membrane GO:0016491  // GO:0047057  // GO:0047057  // GO:0048038  // GO:0047057 oxidoreductase activity  // vitamin-K-epoxide reductase (warfarin-sensitive) activity  // vitamin-K-epoxide reductase (warfarin-sensitive) activity  // quinone binding  // vitamin-K-epoxide reductase (warfarin-sensitive) activity ○
17445280 288.0677 311.0507 0.9261117 -0.110742 0 main NM_001003909 Ankib1 ankyrin repeat and IBR domain containing 1 NM_001003909 RefSeq Mus musculus ankyrin repeat and IBR domain containing 1 (Ankib1), transcript variant 2, mRNA. TRUE 70797 Mm.130148 Q6ZPS6 chr5 GO:0008150 biological_process GO:0005575 cellular_component GO:0008270  // GO:0046872 zinc ion binding  // metal ion binding ○
17445467 27.60766 27.4274 1.0065723 0.0094507 0 main XR_376691 Adam22 a disintegrin and metallopeptidase domain 22 XR_376691 RefSeq PREDICTED: Mus musculus a disintegrin and metallopeptidase domain 22 (Adam22), transcript variant X16, misc_RNA. TRUE 11496 Mm.275895 Q9R1V6 chr5 GO:0006508  // GO:0007229  // GO:0008344  // GO:0014037  // GO:0022011  // GO:0042063 proteolysis  // integrin-mediated signaling pathway  // adult locomotory behavior  // Schwann cell differentiation  // myelination in peripheral nervous system  // gliogenesis GO:0005576  // GO:0016020  // GO:0016021 extracellular region  // membrane  // integral component of membrane GO:0004222  // GO:0005515  // GO:0008237  // GO:0008270 metalloendopeptidase activity  // protein binding  // metallopeptidase activity  // zinc ion binding ○
17445775 150.4821 174.3352 0.8631768 -0.212272 0 main NM_001080977 Rsbn1l round spermatid basic protein 1-like NM_001080977 RefSeq Mus musculus round spermatid basic protein 1-like (Rsbn1l), mRNA. TRUE 242860 Mm.254286 D3Z0K6 chr5 GO:0008150 biological_process GO:0005575  // GO:0005634 cellular_component  // nucleus GO:0003674 molecular_function ○
17448467 54.17751 65.95183 0.8214709 -0.283719 0 main NM_001164806 Bend4 BEN domain containing 4 NM_001164806 RefSeq Mus musculus BEN domain containing 4 (Bend4), mRNA. TRUE 666938 Mm.101339 P86174 chr5 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17450157 77.01868 67.48911 1.1412016 0.1905537 0 main NM_001081107 Helq helicase, POLQ-like NM_001081107 RefSeq Mus musculus helicase, POLQ-like (Helq), mRNA. TRUE 191578 Mm.21469 Q2VPA6 chr5 GO:0000724  // GO:0006200  // GO:0006259  // GO:0032508  // GO:0006259  // GO:0032508 double-strand break repair via homologous recombination  // ATP catabolic process  // DNA metabolic process  // DNA duplex unwinding  // DNA metabolic process  // DNA duplex unwinding GO:0005634  // GO:0017117  // GO:0005634  // GO:0005730  // GO:0017117 nucleus  // single-stranded DNA-dependent ATP-dependent DNA helicase complex  // nucleus  // nucleolus  // single-stranded DNA-dependent ATP-dependent DNA helicase complex GO:0000166  // GO:0003676  // GO:0004386  // GO:0005524  // GO:0016787  // GO:0017116  // GO:0017116 nucleotide binding  // nucleic acid binding  // helicase activity  // ATP binding  // hydrolase activity  // single-stranded DNA-dependent ATP-dependent DNA helicase activity  // single-stranded DNA-dependent ATP-dependent DNA helicase activity ○
17450283 25.18528 24.87324 1.0125452 0.0179863 0 main NM_001081567 Mapk10 mitogen-activated protein kinase 10 NM_001081567 RefSeq Mus musculus mitogen-activated protein kinase 10 (Mapk10), transcript variant 2, mRNA. TRUE 26414 Mm.39253 Q61831 chr5 GO:0006468  // GO:0007254  // GO:0007254  // GO:0007258  // GO:0007258  // GO:0016310  // GO:0006468  // GO:0000165 protein phosphorylation  // JNK cascade  // JNK cascade  // JUN phosphorylation  // JUN phosphorylation  // phosphorylation  // protein phosphorylation  // MAPK cascade GO:0005622  // GO:0005634  // GO:0005737  // GO:0005739  // GO:0005886  // GO:0016020  // GO:0005737  // GO:0005739 intracellular  // nucleus  // cytoplasm  // mitochondrion  // plasma membrane  // membrane  // cytoplasm  // mitochondrion GO:0000166  // GO:0004672  // GO:0004674  // GO:0004705  // GO:0004705  // GO:0004707  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0005524 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // JUN kinase activity  // JUN kinase activity  // MAP kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // ATP binding ○
17451748 48.33356 50.35988 0.9597632 -0.05925 0 main NM_001080808 Ccdc64 coiled-coil domain containing 64 NM_001080808 RefSeq Mus musculus coiled-coil domain containing 64 (Ccdc64), mRNA. TRUE 75665 Mm.233914 A0JNT9 chr5 GO:0006810  // GO:0007399  // GO:0031175  // GO:0055107 transport  // nervous system development  // neuron projection development  // Golgi to secretory granule transport GO:0005622  // GO:0005623  // GO:0005737  // GO:0005813  // GO:0005856  // GO:0005815 intracellular  // cell  // cytoplasm  // centrosome  // cytoskeleton  // microtubule organizing center GO:0005515  // GO:0017137  // GO:0034452 protein binding  // Rab GTPase binding  // dynactin binding ○
17452139 66.0265 54.63447 1.2085136 0.2732337 0 main NM_011286 Rph3a rabphilin 3A NM_011286 RefSeq Mus musculus rabphilin 3A (Rph3a), mRNA. TRUE 19894 Mm.181166 P47708 chr5 GO:0006810  // GO:0006886  // GO:0015031  // GO:0016079  // GO:0046879 transport  // intracellular protein transport  // protein transport  // synaptic vesicle exocytosis  // hormone secretion GO:0005794  // GO:0005829  // GO:0008021  // GO:0016020  // GO:0019898  // GO:0030054  // GO:0030141  // GO:0030672  // GO:0043005  // GO:0043234  // GO:0045202  // GO:0008021  // GO:0045202  // GO:0015629  // GO:0030141 Golgi apparatus  // cytosol  // synaptic vesicle  // membrane  // extrinsic component of membrane  // cell junction  // secretory granule  // synaptic vesicle membrane  // neuron projection  // protein complex  // synapse  // synaptic vesicle  // synapse  // actin cytoskeleton  // secretory granule GO:0005215  // GO:0005509  // GO:0005515  // GO:0005544  // GO:0005546  // GO:0008270  // GO:0008289  // GO:0008430  // GO:0017137  // GO:0032403  // GO:0042301  // GO:0046872  // GO:0070679  // GO:0005509  // GO:0005544  // GO:0017137  // GO:0051015 transporter activity  // calcium ion binding  // protein binding  // calcium-dependent phospholipid binding  // phosphatidylinositol-4,5-bisphosphate binding  // zinc ion binding  // lipid binding  // selenium binding  // Rab GTPase binding  // protein complex binding  // phosphate ion binding  // metal ion binding  // inositol 1,4,5 trisphosphate binding  // calcium ion binding  // calcium-dependent phospholipid binding  // Rab GTPase binding  // actin filament binding ○
17453064 24.29443 20.09243 1.2091335 0.2739735 0 main NM_001081388 Rimbp2 RIMS binding protein 2 NM_001081388 RefSeq Mus musculus RIMS binding protein 2 (Rimbp2), mRNA. TRUE 231760 Mm.233996 Q80U40 chr5 GO:0010923  // GO:0010923  // GO:0010923 negative regulation of phosphatase activity  // negative regulation of phosphatase activity  // negative regulation of phosphatase activity GO:0005886  // GO:0016020  // GO:0030054  // GO:0045202 plasma membrane  // membrane  // cell junction  // synapse --- --- ○
17453650 215.0258 329.1176 0.6533403 -0.614093 0 main ENSMUST00000126639 Ywhag tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, gamma polypeptide ENSMUST00000126639 ENSEMBL havana:known chromosome:GRCm38:5:135930685:135934616:-1 gene:ENSMUSG00000051391 gene_biotype:protein_coding transcript_biotype:processed_transcript TRUE 22628 Mm.233813  // Mm.490555 P61982 chr5 GO:0006605  // GO:0032869  // GO:0045664  // GO:0048167  // GO:0055114  // GO:0045664  // GO:0045664  // GO:0048167  // GO:0048167 protein targeting  // cellular response to insulin stimulus  // regulation of neuron differentiation  // regulation of synaptic plasticity  // oxidation-reduction process  // regulation of neuron differentiation  // regulation of neuron differentiation  // regulation of synaptic plasticity  // regulation of synaptic plasticity GO:0005622  // GO:0005623  // GO:0005737  // GO:0031988  // GO:0070062  // GO:0005829  // GO:0030659  // GO:0070062 intracellular  // cell  // cytoplasm  // membrane-bounded vesicle  // extracellular vesicular exosome  // cytosol  // cytoplasmic vesicle membrane  // extracellular vesicular exosome GO:0004497  // GO:0005080  // GO:0005159  // GO:0005515  // GO:0016491  // GO:0019904  // GO:0030971  // GO:0044822  // GO:0003779  // GO:0005080  // GO:0005080  // GO:0005159  // GO:0005159  // GO:0019904 monooxygenase activity  // protein kinase C binding  // insulin-like growth factor receptor binding  // protein binding  // oxidoreductase activity  // protein domain specific binding  // receptor tyrosine kinase binding  // poly(A) RNA binding  // actin binding  // protein kinase C binding  // protein kinase C binding  // insulin-like growth factor receptor binding  // insulin-like growth factor receptor binding  // protein domain specific binding ○
17453726 221.3746 220.5949 1.0035345 0.0050903 0 main NM_001291233 Cux1 cut-like homeobox 1 NM_001291233 RefSeq Mus musculus cut-like homeobox 1 (Cux1), transcript variant 3, mRNA. TRUE 13047 Mm.320317 P70403 chr5 GO:0000122  // GO:0001822  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0006810  // GO:0006891  // GO:0007275  // GO:0030324  // GO:0042491  // GO:0045944  // GO:0050775  // GO:0000301 negative regulation of transcription from RNA polymerase II promoter  // kidney development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // transport  // intra-Golgi vesicle-mediated transport  // multicellular organismal development  // lung development  // auditory receptor cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of dendrite morphogenesis  // retrograde transport, vesicle recycling within Golgi GO:0005634  // GO:0005737  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0030173  // GO:0097458  // GO:0000139  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // Golgi apparatus  // membrane  // integral component of membrane  // integral component of Golgi membrane  // neuron part  // Golgi membrane  // nucleus  // cytoplasm GO:0000977  // GO:0001205  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0043565  // GO:0003677  // GO:0030674 RNA polymerase II regulatory region sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // DNA binding  // protein binding, bridging ○
17454345 122.8578 122.6969 1.0013114 0.0018907 0 main NM_008808 Pdgfa platelet derived growth factor, alpha NM_008808 RefSeq Mus musculus platelet derived growth factor, alpha (Pdgfa), mRNA. TRUE 18590 Mm.2675 P20033 chr5 GO:0001525  // GO:0001942  // GO:0002053  // GO:0007275  // GO:0007596  // GO:0008284  // GO:0008284  // GO:0009611  // GO:0009887  // GO:0009887  // GO:0010512  // GO:0010544  // GO:0014068  // GO:0014910  // GO:0030031  // GO:0030036  // GO:0030335  // GO:0031954  // GO:0035793  // GO:0043406  // GO:0043410  // GO:0043588  // GO:0045740  // GO:0048008  // GO:0048146  // GO:0048286  // GO:0048565  // GO:0050730  // GO:0050919  // GO:0051781  // GO:0051897  // GO:0060683  // GO:0070374  // GO:0007596  // GO:0009611  // GO:0010512  // GO:0010544  // GO:0014068  // GO:0014068  // GO:0014910  // GO:0030335  // GO:0030335  // GO:0031954  // GO:0031954  // GO:0035793  // GO:0043406  // GO:0043406  // GO:0043410  // GO:0045740  // GO:0048008  // GO:0048008  // GO:0048146  // GO:0050919  // GO:0051897  // GO:0070374  // GO:0070374  // GO:0072124  // GO:2000278  // GO:0001666  // GO:0007179  // GO:0008284  // GO:0009611  // GO:0010033  // GO:0010035  // GO:0010512  // GO:0010544  // GO:0014068  // GO:0014910  // GO:0angiogenesis  // hair follicle development  // positive regulation of mesenchymal cell proliferation  // multicellular organismal development  // blood coagulation  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // response to wounding  // organ morphogenesis  // organ morphogenesis  // negative regulation of phosphatidylinositol biosynthetic process  // negative regulation of platelet activation  // positive regulation of phosphatidylinositol 3-kinase signaling  // regulation of smooth muscle cell migration  // cell projection assembly  // actin cytoskeleton organization  // positive regulation of cell migration  // positive regulation of protein autophosphorylation  // positive regulation of metanephric mesenchymal cell migration by platelet-derived growth factor receptor-beta signaling pathway  // positive regulation of MAP kinase activity  // positive regulation of MAPK cascade  // skin development  // positive regulation of DNA replication  // platelet-derivedGO:0005576  // GO:0005615  // GO:0005615  // GO:0005902  // GO:0009986  // GO:0016020  // GO:0009986  // GO:0005615  // GO:0009986 extracellular region  // extracellular space  // extracellular space  // microvillus  // cell surface  // membrane  // cell surface  // extracellular space  // cell surface GO:0005161  // GO:0005518  // GO:0008083  // GO:0042803  // GO:0046982  // GO:0048407  // GO:0005161  // GO:0005161  // GO:0005518  // GO:0008083  // GO:0008083  // GO:0042803  // GO:0005161  // GO:0005518  // GO:0042803  // GO:0046982  // GO:0048407 platelet-derived growth factor receptor binding  // collagen binding  // growth factor activity  // protein homodimerization activity  // protein heterodimerization activity  // platelet-derived growth factor binding  // platelet-derived growth factor receptor binding  // platelet-derived growth factor receptor binding  // collagen binding  // growth factor activity  // growth factor activity  // protein homodimerization activity  // platelet-derived growth factor receptor binding  // collagen binding  // protein homodimerization activity  // protein heterodimerization activity  // platelet-derived growth factor binding ○
17455903 15.43852 16.12076 0.9576794 -0.062385 0 main BC054745 Asb4 ankyrin repeat and SOCS box-containing 4 BC054745 GenBank Mus musculus ankyrin repeat and SOCS box-containing 4, mRNA (cDNA clone MGC:64746 IMAGE:6836490), complete cds. TRUE 65255 Mm.51340 Q9WV71 chr6 GO:0035556  // GO:0051865  // GO:2001214  // GO:0016567 intracellular signal transduction  // protein autoubiquitination  // positive regulation of vasculogenesis  // protein ubiquitination GO:0031462  // GO:0031462  // GO:0031466  // GO:0031466  // GO:0031462  // GO:0031466 Cul2-RING ubiquitin ligase complex  // Cul2-RING ubiquitin ligase complex  // Cul5-RING ubiquitin ligase complex  // Cul5-RING ubiquitin ligase complex  // Cul2-RING ubiquitin ligase complex  // Cul5-RING ubiquitin ligase complex GO:0004842  // GO:0019899  // GO:0031625 ubiquitin-protein transferase activity  // enzyme binding  // ubiquitin protein ligase binding ○
17456084 46.43985 53.29913 0.871306 -0.198749 0 main NM_001286607 Foxp2 forkhead box P2 NM_001286607 RefSeq Mus musculus forkhead box P2 (Foxp2), transcript variant 3, mRNA. TRUE 114142 Mm.332919 P58463 chr6 GO:0000122  // GO:0002053  // GO:0006351  // GO:0006355  // GO:0007389  // GO:0007519  // GO:0009790  // GO:0009791  // GO:0021549  // GO:0021757  // GO:0021758  // GO:0021987  // GO:0030324  // GO:0040007  // GO:0042297  // GO:0043010  // GO:0045892  // GO:0048286  // GO:0048745  // GO:0050679  // GO:0060013  // GO:0060501  // GO:0000122  // GO:0007389  // GO:0021757  // GO:0021757  // GO:0021757  // GO:0021758  // GO:0021758  // GO:0021758  // GO:0021987  // GO:0021987  // GO:0045892 negative regulation of transcription from RNA polymerase II promoter  // positive regulation of mesenchymal cell proliferation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // pattern specification process  // skeletal muscle tissue development  // embryo development  // post-embryonic development  // cerebellum development  // caudate nucleus development  // putamen development  // cerebral cortex development  // lung development  // growth  // vocal learning  // camera-type eye development  // negative regulation of transcription, DNA-templated  // lung alveolus development  // smooth muscle tissue development  // positive regulation of epithelial cell proliferation  // righting reflex  // positive regulation of epithelial cell proliferation involved in lung morphogenesis  // negative regulation of transcription from RNA polymerase II promoter  // pattern specification process  // caudate nucleus development  // caudate nucleus development  // caudate nucleus development  GO:0005634  // GO:0005737  // GO:0005737 nucleus  // cytoplasm  // cytoplasm GO:0003677  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0008301  // GO:0042803  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0000978  // GO:0001078  // GO:0003677  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0008301  // GO:0042803  // GO:0042803 DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding, bending  // protein homodimerization activity  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // DNA binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // DNA binding, bending  // protein homodimerization activity  // protein homodimerization activity ○
17457404 252.5834 305.8421 0.8258621 -0.276027 0 main NM_177185 Ubn2 ubinuclein 2 NM_177185 RefSeq Mus musculus ubinuclein 2 (Ubn2), mRNA. TRUE 320538 Mm.302831 Q80WC1 chr6 GO:0008150 biological_process GO:0005615  // GO:0005634  // GO:0005634 extracellular space  // nucleus  // nucleus GO:0003674 molecular_function ○
17460468 166.4571 167.5905 0.9932371 -0.00979 0 main NM_001040106 Aak1 AP2 associated kinase 1 NM_001040106 RefSeq Mus musculus AP2 associated kinase 1 (Aak1), transcript variant 1, mRNA. TRUE 269774 Mm.221038 Q3UHJ0 chr6 GO:0006468  // GO:0006897  // GO:0016310  // GO:0032880  // GO:0045747  // GO:0046777  // GO:0050821  // GO:2000369  // GO:0006468  // GO:0006468  // GO:0032880  // GO:0032880  // GO:0045747  // GO:0045747  // GO:0046777  // GO:0050821  // GO:0050821  // GO:2000369  // GO:2000369 protein phosphorylation  // endocytosis  // phosphorylation  // regulation of protein localization  // positive regulation of Notch signaling pathway  // protein autophosphorylation  // protein stabilization  // regulation of clathrin-mediated endocytosis  // protein phosphorylation  // protein phosphorylation  // regulation of protein localization  // regulation of protein localization  // positive regulation of Notch signaling pathway  // positive regulation of Notch signaling pathway  // protein autophosphorylation  // protein stabilization  // protein stabilization  // regulation of clathrin-mediated endocytosis  // regulation of clathrin-mediated endocytosis GO:0005886  // GO:0005905  // GO:0016020  // GO:0031252  // GO:0043195  // GO:0071439  // GO:0019897  // GO:0030136  // GO:0031252  // GO:0043195 plasma membrane  // coated pit  // membrane  // cell leading edge  // terminal bouton  // clathrin complex  // extrinsic component of plasma membrane  // clathrin-coated vesicle  // cell leading edge  // terminal bouton GO:0000166  // GO:0004672  // GO:0004674  // GO:0005112  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0035612  // GO:0004674  // GO:0004674  // GO:0005112  // GO:0005112  // GO:0035612  // GO:0035612 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // Notch binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // AP-2 adaptor complex binding  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // Notch binding  // Notch binding  // AP-2 adaptor complex binding  // AP-2 adaptor complex binding ○
17462149 732.5022 473.5093 1.5469648 0.6294403 0 main NM_001012477 Cxcl12 chemokine (C-X-C motif) ligand 12 NM_001012477 RefSeq Mus musculus chemokine (C-X-C motif) ligand 12 (Cxcl12), transcript variant 3, mRNA. TRUE 20315 Mm.303231 P40224 chr6 GO:0001569  // GO:0001667  // GO:0001764  // GO:0001938  // GO:0006935  // GO:0006955  // GO:0007281  // GO:0007420  // GO:0008045  // GO:0008284  // GO:0008344  // GO:0008354  // GO:0022029  // GO:0030334  // GO:0030334  // GO:0030335  // GO:0030335  // GO:0031100  // GO:0033603  // GO:0042098  // GO:0045666  // GO:0045785  // GO:0048842  // GO:0050930  // GO:0051924  // GO:0060326  // GO:0070098  // GO:0090026  // GO:1902230  // GO:2000107  // GO:2000406  // GO:0045785  // GO:0060326  // GO:2000406  // GO:0001666  // GO:0001764  // GO:0001938  // GO:0007420  // GO:0008284  // GO:0008344  // GO:0009314  // GO:0009408  // GO:0009612  // GO:0022029  // GO:0030335  // GO:0031100  // GO:0033603  // GO:0043434  // GO:0045666  // GO:0048842  // GO:0051924  // GO:0070098  // GO:0090026  // GO:1902230  // GO:2000107 patterning of blood vessels  // ameboidal cell migration  // neuron migration  // positive regulation of endothelial cell proliferation  // chemotaxis  // immune response  // germ cell development  // brain development  // motor neuron axon guidance  // positive regulation of cell proliferation  // adult locomotory behavior  // germ cell migration  // telencephalon cell migration  // regulation of cell migration  // regulation of cell migration  // positive regulation of cell migration  // positive regulation of cell migration  // organ regeneration  // positive regulation of dopamine secretion  // T cell proliferation  // positive regulation of neuron differentiation  // positive regulation of cell adhesion  // positive regulation of axon extension involved in axon guidance  // induction of positive chemotaxis  // regulation of calcium ion transport  // cell chemotaxis  // chemokine-mediated signaling pathway  // positive regulation of monocyte chemotaxis  // negative regulation of intrinsic apoptotic signalGO:0005576  // GO:0005615  // GO:0005886  // GO:0009897  // GO:0005615  // GO:0005886 extracellular region  // extracellular space  // plasma membrane  // external side of plasma membrane  // extracellular space  // plasma membrane GO:0005125  // GO:0008009  // GO:0008083  // GO:0042379  // GO:0045236  // GO:0008009  // GO:0042379  // GO:0042379  // GO:0045236 cytokine activity  // chemokine activity  // growth factor activity  // chemokine receptor binding  // CXCR chemokine receptor binding  // chemokine activity  // chemokine receptor binding  // chemokine receptor binding  // CXCR chemokine receptor binding ○
17463718 140.7549 149.5708 0.9410587 -0.087643 0 main NM_009875 Cdkn1b cyclin-dependent kinase inhibitor 1B NM_009875 RefSeq Mus musculus cyclin-dependent kinase inhibitor 1B (Cdkn1b), mRNA. TRUE 12576 Mm.2958 P46414 chr6 GO:0000082  // GO:0000082  // GO:0006813  // GO:0006919  // GO:0007049  // GO:0007050  // GO:0007050  // GO:0007605  // GO:0008219  // GO:0008284  // GO:0008285  // GO:0008285  // GO:0010942  // GO:0030308  // GO:0031116  // GO:0033673  // GO:0042326  // GO:0043066  // GO:0045736  // GO:0045892  // GO:0045930  // GO:0048102  // GO:0048839  // GO:0050680  // GO:0051271  // GO:0060770  // GO:0071236  // GO:0071285  // GO:0071407  // GO:0071850  // GO:0000082  // GO:0001666  // GO:0006919  // GO:0007050  // GO:0008219  // GO:0008285  // GO:0009749  // GO:0010942  // GO:0014070  // GO:0030308  // GO:0032355  // GO:0033673  // GO:0042326  // GO:0042493  // GO:0043200  // GO:0043434  // GO:0045732  // GO:0045892  // GO:0045930  // GO:0046686  // GO:0048102  // GO:0071285  // GO:0071285  // GO:0071850 G1/S transition of mitotic cell cycle  // G1/S transition of mitotic cell cycle  // potassium ion transport  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // cell cycle  // cell cycle arrest  // cell cycle arrest  // sensory perception of sound  // cell death  // positive regulation of cell proliferation  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // positive regulation of cell death  // negative regulation of cell growth  // positive regulation of microtubule polymerization  // negative regulation of kinase activity  // negative regulation of phosphorylation  // negative regulation of apoptotic process  // negative regulation of cyclin-dependent protein serine/threonine kinase activity  // negative regulation of transcription, DNA-templated  // negative regulation of mitotic cell cycle  // autophagic cell death  // inner ear development  // negative regulation of epithelial cell proliferation  // negative regulation of ceGO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005768  // GO:0005829  // GO:0043234  // GO:0005634  // GO:0005737  // GO:0043234 nucleus  // nucleus  // cytoplasm  // cytoplasm  // endosome  // cytosol  // protein complex  // nucleus  // cytoplasm  // protein complex GO:0004860  // GO:0004861  // GO:0005515  // GO:0008656  // GO:0019903  // GO:0030544  // GO:0032403  // GO:0051087  // GO:0004861  // GO:0008656  // GO:0019903  // GO:0030544  // GO:0032403  // GO:0051087 protein kinase inhibitor activity  // cyclin-dependent protein serine/threonine kinase inhibitor activity  // protein binding  // cysteine-type endopeptidase activator activity involved in apoptotic process  // protein phosphatase binding  // Hsp70 protein binding  // protein complex binding  // chaperone binding  // cyclin-dependent protein serine/threonine kinase inhibitor activity  // cysteine-type endopeptidase activator activity involved in apoptotic process  // protein phosphatase binding  // Hsp70 protein binding  // protein complex binding  // chaperone binding ○
17466033 827.0035 742.0398 1.1145002 0.1563969 0 main NM_001136065 Hipk2 homeodomain interacting protein kinase 2 NM_001136065 RefSeq Mus musculus homeodomain interacting protein kinase 2 (Hipk2), transcript variant 1, mRNA. TRUE 15258 Mm.23790 Q9QZR5 chr6 GO:0000122  // GO:0001934  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0006468  // GO:0006915  // GO:0006974  // GO:0006978  // GO:0007179  // GO:0007224  // GO:0007628  // GO:0008284  // GO:0008344  // GO:0009952  // GO:0010842  // GO:0016310  // GO:0018105  // GO:0018107  // GO:0030182  // GO:0030511  // GO:0030514  // GO:0032092  // GO:0042771  // GO:0043388  // GO:0043524  // GO:0045766  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0046330  // GO:0048596  // GO:0050882  // GO:0051091  // GO:0060059  // GO:0060235  // GO:0060395  // GO:0061072  // GO:0006468  // GO:0006978  // GO:0030511  // GO:0030511  // GO:0030514  // GO:0045766  // GO:0045893  // GO:0046330  // GO:0046330  // GO:0060395 negative regulation of transcription from RNA polymerase II promoter  // positive regulation of protein phosphorylation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // protein phosphorylation  // apoptotic process  // cellular response to DNA damage stimulus  // DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator  // transforming growth factor beta receptor signaling pathway  // smoothened signaling pathway  // adult walking behavior  // positive regulation of cell proliferation  // adult locomotory behavior  // anterior/posterior pattern specification  // retina layer formation  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // neuron differentiation  // positive regulation of transforming growth factor beta receptor signaling pathway  // negative regulation of BMP signaling pathway  // positive regulation of protein binding  // intrinsic GO:0005622  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0016604  // GO:0016605  // GO:0016605  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005813  // GO:0016604  // GO:0016605  // GO:0031965 intracellular  // nucleus  // nucleus  // cytoplasm  // nuclear body  // PML body  // PML body  // nucleus  // nucleus  // cytoplasm  // centrosome  // nuclear body  // PML body  // nuclear membrane GO:0000166  // GO:0001102  // GO:0001105  // GO:0003677  // GO:0003714  // GO:0003714  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0046332  // GO:0046790  // GO:0003714  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0046332  // GO:0046790  // GO:0046790  // GO:0003677 nucleotide binding  // RNA polymerase II activating transcription factor binding  // RNA polymerase II transcription coactivator activity  // DNA binding  // transcription corepressor activity  // transcription corepressor activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // SMAD binding  // virion binding  // transcription corepressor activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // SMAD binding  // virion binding  // virion binding  // DNA binding ○
17466845 154.9585 121.9362 1.2708162 0.3457554 0 main NM_010455 Hoxa7 homeobox A7 NM_010455 RefSeq Mus musculus homeobox A7 (Hoxa7), mRNA. TRUE 15404 Mm.294826 P02830 chr6 GO:0000122  // GO:0000122  // GO:0001953  // GO:0002686  // GO:0006351  // GO:0006355  // GO:0007275  // GO:0009952  // GO:0045617  // GO:0045656  // GO:0045892  // GO:0045944  // GO:0048704  // GO:0048863  // GO:0001525  // GO:0001953  // GO:0002686  // GO:0045617  // GO:0045656  // GO:0045892 negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of cell-matrix adhesion  // negative regulation of leukocyte migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // anterior/posterior pattern specification  // negative regulation of keratinocyte differentiation  // negative regulation of monocyte differentiation  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // embryonic skeletal system morphogenesis  // stem cell differentiation  // angiogenesis  // negative regulation of cell-matrix adhesion  // negative regulation of leukocyte migration  // negative regulation of keratinocyte differentiation  // negative regulation of monocyte differentiation  // negative regulation of transcription, DNA-templated GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003700  // GO:0008134  // GO:0043565  // GO:0003677  // GO:0003700  // GO:0008134  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding ○
17466861 159.6925 141.3279 1.1299432 0.1762503 0 main NR_045199 Mira mistral long non-coding RNA NR_045199 RefSeq Mus musculus mistral long non-coding RNA (Mira), long non-coding RNA. TRUE 100736249 Mm.294826 P02830 chr6 GO:0000122  // GO:0001525  // GO:0001953  // GO:0002686  // GO:0006351  // GO:0006355  // GO:0007275  // GO:0009952  // GO:0045617  // GO:0045656  // GO:0045892  // GO:0045944  // GO:0048704  // GO:0048863 negative regulation of transcription from RNA polymerase II promoter  // angiogenesis  // negative regulation of cell-matrix adhesion  // negative regulation of leukocyte migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // anterior/posterior pattern specification  // negative regulation of keratinocyte differentiation  // negative regulation of monocyte differentiation  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // embryonic skeletal system morphogenesis  // stem cell differentiation GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0008134  // GO:0043565 DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding ○
17467205 44.40188 41.80215 1.0621913 0.0870436 0 main NM_021432 Nap1l5 nucleosome assembly protein 1-like 5 NM_021432 RefSeq Mus musculus nucleosome assembly protein 1-like 5 (Nap1l5), mRNA. TRUE 58243 Mm.389747 Q9JJF0 chr6 GO:0006334  // GO:0008150 nucleosome assembly  // biological_process GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0003674 molecular_function ○
17469183 90.63854 86.74185 1.0449228 0.0633964 0 main NM_001029850 Magi1 membrane associated guanylate kinase, WW and PDZ domain containing 1 NM_001029850 RefSeq Mus musculus membrane associated guanylate kinase, WW and PDZ domain containing 1 (Magi1), transcript variant 3, mRNA. TRUE 14924 Mm.217216 Q6RHR9 chr6 GO:0070997 neuron death GO:0005634  // GO:0005737  // GO:0005886  // GO:0005923  // GO:0016020  // GO:0030054  // GO:0042995  // GO:0005634  // GO:0005737  // GO:0030054  // GO:0042995 nucleus  // cytoplasm  // plasma membrane  // tight junction  // membrane  // cell junction  // cell projection  // nucleus  // cytoplasm  // cell junction  // cell projection GO:0000166  // GO:0005515  // GO:0005524  // GO:0051393  // GO:0051393 nucleotide binding  // protein binding  // ATP binding  // alpha-actinin binding  // alpha-actinin binding ○
17469414 283.1289 262.5118 1.0785378 0.1090767 0 main NM_001197321 Foxp1 forkhead box P1 NM_001197321 RefSeq Mus musculus forkhead box P1 (Foxp1), transcript variant 2, mRNA. TRUE 108655 Mm.234965 P58462 chr6 GO:0000122  // GO:0000122  // GO:0001701  // GO:0002053  // GO:0002329  // GO:0002639  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0007389  // GO:0007507  // GO:0007519  // GO:0008045  // GO:0009790  // GO:0009790  // GO:0030324  // GO:0033152  // GO:0045214  // GO:0045892  // GO:0045893  // GO:0045944  // GO:0048745  // GO:0050679  // GO:0055007  // GO:0060043  // GO:0060043  // GO:0061140  // GO:0072358  // GO:0072358  // GO:1901249  // GO:1901250  // GO:2000727  // GO:0006366  // GO:0007389  // GO:0021517 negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // in utero embryonic development  // positive regulation of mesenchymal cell proliferation  // pre-B cell differentiation  // positive regulation of immunoglobulin production  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // pattern specification process  // heart development  // skeletal muscle tissue development  // motor neuron axon guidance  // embryo development  // embryo development  // lung development  // immunoglobulin V(D)J recombination  // sarcomere organization  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // smooth muscle tissue development  // positive regulation of epithelial cell proliferation  // cardiac muscle cell differentiatiGO:0005634  // GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003677  // GO:0003682  // GO:0003700  // GO:0003705  // GO:0003705  // GO:0005515  // GO:0008301  // GO:0042803  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0000978  // GO:0001078  // GO:0003677  // GO:0003700  // GO:0008301 DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding, bending  // protein homodimerization activity  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // DNA binding  // sequence-specific DNA binding transcription factor activity  // DNA binding, bending ○
17469446 328.6006 340.7397 0.9643743 -0.052335 0 main NM_025829 Eif4e3 eukaryotic translation initiation factor 4E member 3 NM_025829 RefSeq Mus musculus eukaryotic translation initiation factor 4E member 3 (Eif4e3), mRNA. TRUE 66892 Mm.32889 Q9DBB5 chr6 GO:0006412  // GO:0006413  // GO:0006417  // GO:0008150 translation  // translational initiation  // regulation of translation  // biological_process GO:0005737  // GO:0005575  // GO:0005845 cytoplasm  // cellular_component  // mRNA cap binding complex GO:0003723  // GO:0003743  // GO:0003674 RNA binding  // translation initiation factor activity  // molecular_function ○
17469848 168.1095 124.303 1.3524171 0.4355401 0 main NM_177683 Vgll4 vestigial like 4 (Drosophila) NM_177683 RefSeq Mus musculus vestigial like 4 (Drosophila) (Vgll4), mRNA. TRUE 232334 Mm.268357 Q80V24 chr6 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003674 molecular_function ○
17470010 145.5807 166.5737 0.8739717 -0.194342 0 main NM_177412 Tmcc1 transmembrane and coiled coil domains 1 NM_177412 RefSeq Mus musculus transmembrane and coiled coil domains 1 (Tmcc1), mRNA. TRUE 330401 Mm.425352 Q69ZZ6 chr6 GO:0008150 biological_process GO:0005783  // GO:0016020  // GO:0016021  // GO:0005575  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // cellular_component  // endoplasmic reticulum membrane GO:0003674 molecular_function ○
17470960 40.9565 33.90665 1.2079194 0.2725242 0 main NM_013488 Cd4 CD4 antigen NM_013488 RefSeq Mus musculus CD4 antigen (Cd4), mRNA. TRUE 12504 Mm.2209 P06332 chr6 GO:0001816  // GO:0001816  // GO:0002376  // GO:0006948  // GO:0006955  // GO:0007155  // GO:0007166  // GO:0030217  // GO:0030217  // GO:0032507  // GO:0042110  // GO:0045058  // GO:0045058  // GO:0045234  // GO:0045860  // GO:0050731  // GO:0050829  // GO:0050850  // GO:0050863  // GO:0050870  // GO:0006948  // GO:0030217  // GO:0032507  // GO:0032507  // GO:0042110  // GO:0045058  // GO:0045234  // GO:0045234  // GO:0045860  // GO:0050863 cytokine production  // cytokine production  // immune system process  // induction by virus of host cell-cell fusion  // immune response  // cell adhesion  // cell surface receptor signaling pathway  // T cell differentiation  // T cell differentiation  // maintenance of protein location in cell  // T cell activation  // T cell selection  // T cell selection  // protein palmitoleylation  // positive regulation of protein kinase activity  // positive regulation of peptidyl-tyrosine phosphorylation  // defense response to Gram-negative bacterium  // positive regulation of calcium-mediated signaling  // regulation of T cell activation  // positive regulation of T cell activation  // induction by virus of host cell-cell fusion  // T cell differentiation  // maintenance of protein location in cell  // maintenance of protein location in cell  // T cell activation  // T cell selection  // protein palmitoleylation  // protein palmitoleylation  // positive regulation of protein kinase activity  // regulation of T celGO:0005788  // GO:0005789  // GO:0005886  // GO:0005886  // GO:0009897  // GO:0009897  // GO:0009986  // GO:0016020  // GO:0016021  // GO:0045121  // GO:0005886  // GO:0009897 endoplasmic reticulum lumen  // endoplasmic reticulum membrane  // plasma membrane  // plasma membrane  // external side of plasma membrane  // external side of plasma membrane  // cell surface  // membrane  // integral component of membrane  // membrane raft  // plasma membrane  // external side of plasma membrane GO:0001948  // GO:0005515  // GO:0008270  // GO:0019899  // GO:0019901  // GO:0042803  // GO:0001948  // GO:0008270  // GO:0019899  // GO:0019901  // GO:0042803 glycoprotein binding  // protein binding  // zinc ion binding  // enzyme binding  // protein kinase binding  // protein homodimerization activity  // glycoprotein binding  // zinc ion binding  // enzyme binding  // protein kinase binding  // protein homodimerization activity ○
17471140 43.99953 35.32828 1.2454478 0.3166646 0 main NM_001164034 Ntf3 neurotrophin 3 NM_001164034 RefSeq Mus musculus neurotrophin 3 (Ntf3), transcript variant 1, mRNA. TRUE 18205 Mm.267570 P20181 chr6 GO:0000187  // GO:0002092  // GO:0007169  // GO:0007274  // GO:0007399  // GO:0007403  // GO:0007411  // GO:0007411  // GO:0007420  // GO:0007422  // GO:0008284  // GO:0008544  // GO:0021675  // GO:0030335  // GO:0032148  // GO:0032856  // GO:0033138  // GO:0042490  // GO:0042552  // GO:0043523  // GO:0043524  // GO:0045687  // GO:0045944  // GO:0048484  // GO:0048666  // GO:0048699  // GO:0050731  // GO:0050732  // GO:0050804  // GO:0050918  // GO:0050930  // GO:0051145  // GO:2000251  // GO:0000187  // GO:0002092  // GO:0007169  // GO:0007399  // GO:0008284  // GO:0030335  // GO:0032148  // GO:0032856  // GO:0033138  // GO:0042552  // GO:0045687  // GO:0050731  // GO:0050732  // GO:0050804  // GO:0050918  // GO:0050930  // GO:2000251 activation of MAPK activity  // positive regulation of receptor internalization  // transmembrane receptor protein tyrosine kinase signaling pathway  // neuromuscular synaptic transmission  // nervous system development  // glial cell fate determination  // axon guidance  // axon guidance  // brain development  // peripheral nervous system development  // positive regulation of cell proliferation  // epidermis development  // nerve development  // positive regulation of cell migration  // activation of protein kinase B activity  // activation of Ras GTPase activity  // positive regulation of peptidyl-serine phosphorylation  // mechanoreceptor differentiation  // myelination  // regulation of neuron apoptotic process  // negative regulation of neuron apoptotic process  // positive regulation of glial cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // enteric nervous system development  // neuron development  // generation of neurons  // positive regulation of peptGO:0005576  // GO:0016023  // GO:0005576  // GO:0005788 extracellular region  // cytoplasmic membrane-bounded vesicle  // extracellular region  // endoplasmic reticulum lumen GO:0005102  // GO:0005165  // GO:0005166  // GO:0005515  // GO:0008083  // GO:0042056  // GO:0048406  // GO:0008083  // GO:0042056  // GO:0048406 receptor binding  // neurotrophin receptor binding  // neurotrophin p75 receptor binding  // protein binding  // growth factor activity  // chemoattractant activity  // nerve growth factor binding  // growth factor activity  // chemoattractant activity  // nerve growth factor binding ○
17471155 32.24175 30.40067 1.0605605 0.0848269 0 main NM_010595 Kcna1 potassium voltage-gated channel, shaker-related subfamily, member 1 NM_010595 RefSeq Mus musculus potassium voltage-gated channel, shaker-related subfamily, member 1 (Kcna1), mRNA. TRUE 16485 Mm.40424 P16388 chr6 GO:0006810  // GO:0006811  // GO:0006813  // GO:0034765  // GO:0051260  // GO:0055085  // GO:0071805  // GO:0034765  // GO:0071805 transport  // ion transport  // potassium ion transport  // regulation of ion transmembrane transport  // protein homooligomerization  // transmembrane transport  // potassium ion transmembrane transport  // regulation of ion transmembrane transport  // potassium ion transmembrane transport GO:0008076  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0030425  // GO:0043025  // GO:0044224  // GO:0016324  // GO:0030425  // GO:0043025 voltage-gated potassium channel complex  // membrane  // integral component of membrane  // apical plasma membrane  // dendrite  // neuronal cell body  // juxtaparanode region of axon  // apical plasma membrane  // dendrite  // neuronal cell body GO:0005216  // GO:0005244  // GO:0005249  // GO:0005251  // GO:0005267  // GO:0005251  // GO:0005251 ion channel activity  // voltage-gated ion channel activity  // voltage-gated potassium channel activity  // delayed rectifier potassium channel activity  // potassium channel activity  // delayed rectifier potassium channel activity  // delayed rectifier potassium channel activity ○
17472588 17.87123 18.61188 0.9602055 -0.058585 0 main NM_011374 St8sia1 ST8 alpha-N-acetyl-neuraminide alpha-2,8-sialyltransferase 1 NM_011374 RefSeq Mus musculus ST8 alpha-N-acetyl-neuraminide alpha-2,8-sialyltransferase 1 (St8sia1), mRNA. TRUE 20449 Mm.260838 Q64687 chr6 GO:0006486  // GO:0006629  // GO:0006665  // GO:0008284  // GO:0034605  // GO:0097503  // GO:0006486  // GO:0097503 protein glycosylation  // lipid metabolic process  // sphingolipid metabolic process  // positive regulation of cell proliferation  // cellular response to heat  // sialylation  // protein glycosylation  // sialylation GO:0005794  // GO:0016020  // GO:0016021  // GO:0030173  // GO:0000139 Golgi apparatus  // membrane  // integral component of membrane  // integral component of Golgi membrane  // Golgi membrane GO:0003828  // GO:0008373  // GO:0016740  // GO:0016757  // GO:0008373 alpha-N-acetylneuraminate alpha-2,8-sialyltransferase activity  // sialyltransferase activity  // transferase activity  // transferase activity, transferring glycosyl groups  // sialyltransferase activity ○
17473018 107.7583 105.009 1.0261816 0.037286 0 main NM_181541 Caprin2 caprin family member 2 NM_181541 RefSeq Mus musculus caprin family member 2 (Caprin2), mRNA. TRUE 232560 Mm.150568 Q05A80 chr6 GO:0017148  // GO:0030154  // GO:0030308  // GO:0032092  // GO:0033138  // GO:0040008  // GO:0045944  // GO:0050775  // GO:0061003  // GO:0090263  // GO:0030308  // GO:0030308  // GO:0032092  // GO:0033138  // GO:0045944  // GO:0090263 negative regulation of translation  // cell differentiation  // negative regulation of cell growth  // positive regulation of protein binding  // positive regulation of peptidyl-serine phosphorylation  // regulation of growth  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of dendrite morphogenesis  // positive regulation of dendritic spine morphogenesis  // positive regulation of canonical Wnt signaling pathway  // negative regulation of cell growth  // negative regulation of cell growth  // positive regulation of protein binding  // positive regulation of peptidyl-serine phosphorylation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of canonical Wnt signaling pathway GO:0005634  // GO:0005737  // GO:0005739  // GO:0005813  // GO:0043235  // GO:0005737  // GO:0005737  // GO:0005739  // GO:0005739  // GO:0043235 nucleus  // cytoplasm  // mitochondrion  // centrosome  // receptor complex  // cytoplasm  // cytoplasm  // mitochondrion  // mitochondrion  // receptor complex GO:0003723  // GO:0005102  // GO:0005102 RNA binding  // receptor binding  // receptor binding ○
17474097 44.95425 45.59708 0.9859019 -0.020484 0 main NM_133234 Bbc3 BCL2 binding component 3 NM_133234 RefSeq Mus musculus BCL2 binding component 3 (Bbc3), mRNA. TRUE 170770 Mm.7660 Q99ML1 chr7 GO:0001836  // GO:0001836  // GO:0006915  // GO:0006919  // GO:0006919  // GO:0006974  // GO:0008340  // GO:0030308  // GO:0032464  // GO:0032471  // GO:0034976  // GO:0034976  // GO:0042771  // GO:0043065  // GO:0043525  // GO:0045926  // GO:0045926  // GO:0051209  // GO:0070059  // GO:0070245  // GO:0071479  // GO:0072332  // GO:0090200  // GO:0097190  // GO:0097194  // GO:0097194  // GO:1900740  // GO:1900740  // GO:2001056  // GO:2001244  // GO:0030308  // GO:0072332  // GO:0097190 release of cytochrome c from mitochondria  // release of cytochrome c from mitochondria  // apoptotic process  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // cellular response to DNA damage stimulus  // determination of adult lifespan  // negative regulation of cell growth  // positive regulation of protein homooligomerization  // negative regulation of endoplasmic reticulum calcium ion concentration  // response to endoplasmic reticulum stress  // response to endoplasmic reticulum stress  // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // positive regulation of apoptotic process  // positive regulation of neuron apoptotic process  // negative regulation of growth  // negative regulation of growth  // release of sequestered calcium ion into cytosol  // intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress  // positivGO:0005622  // GO:0005739  // GO:0005739  // GO:0005740  // GO:0005739  // GO:0005740 intracellular  // mitochondrion  // mitochondrion  // mitochondrial envelope  // mitochondrion  // mitochondrial envelope GO:0005515 protein binding ○
17479006 203.6382 209.9204 0.9700734 -0.043834 0 main NM_001081163 Chsy1 chondroitin sulfate synthase 1 NM_001081163 RefSeq Mus musculus chondroitin sulfate synthase 1 (Chsy1), mRNA. TRUE 269941 Mm.333916 Q6ZQ11 chr7 GO:0030206  // GO:0030279  // GO:0002063  // GO:0009954  // GO:0030206  // GO:0030206  // GO:0030279  // GO:0031667  // GO:0045880  // GO:0051216  // GO:0051923  // GO:0060349 chondroitin sulfate biosynthetic process  // negative regulation of ossification  // chondrocyte development  // proximal/distal pattern formation  // chondroitin sulfate biosynthetic process  // chondroitin sulfate biosynthetic process  // negative regulation of ossification  // response to nutrient levels  // positive regulation of smoothened signaling pathway  // cartilage development  // sulfation  // bone morphogenesis GO:0005576  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0032580  // GO:0005576 extracellular region  // Golgi apparatus  // membrane  // integral component of membrane  // Golgi cisterna membrane  // extracellular region GO:0016740  // GO:0016758  // GO:0046872  // GO:0047238  // GO:0050510  // GO:0016757  // GO:0047238 transferase activity  // transferase activity, transferring hexosyl groups  // metal ion binding  // glucuronosyl-N-acetylgalactosaminyl-proteoglycan 4-beta-N-acetylgalactosaminyltransferase activity  // N-acetylgalactosaminyl-proteoglycan 3-beta-glucuronosyltransferase activity  // transferase activity, transferring glycosyl groups  // glucuronosyl-N-acetylgalactosaminyl-proteoglycan 4-beta-N-acetylgalactosaminyltransferase activity ○
17480131 297.7383 433.1289 0.6874127 -0.540752 0 main NM_145151 Crebzf CREB/ATF bZIP transcription factor NM_145151 RefSeq Mus musculus CREB/ATF bZIP transcription factor (Crebzf), transcript variant 1, mRNA. TRUE 233490 Mm.29496 Q91ZR3 chr7 GO:0006351  // GO:0006355  // GO:0009615  // GO:0045892  // GO:0051090  // GO:0006351  // GO:0009615  // GO:0045814  // GO:0045814  // GO:0045892  // GO:0045892  // GO:0051090  // GO:0051090 transcription, DNA-templated  // regulation of transcription, DNA-templated  // response to virus  // negative regulation of transcription, DNA-templated  // regulation of sequence-specific DNA binding transcription factor activity  // transcription, DNA-templated  // response to virus  // negative regulation of gene expression, epigenetic  // negative regulation of gene expression, epigenetic  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // regulation of sequence-specific DNA binding transcription factor activity  // regulation of sequence-specific DNA binding transcription factor activity GO:0005634  // GO:0005634  // GO:0005634 nucleus  // nucleus  // nucleus GO:0003700  // GO:0005515  // GO:0042802  // GO:0043565  // GO:0042802 sequence-specific DNA binding transcription factor activity  // protein binding  // identical protein binding  // sequence-specific DNA binding  // identical protein binding ○
17480143 21.62683 24.78103 0.8727172 -0.196414 0 main NM_011807 Dlg2 discs, large homolog 2 (Drosophila) NM_011807 RefSeq Mus musculus discs, large homolog 2 (Drosophila) (Dlg2), transcript variant 1, mRNA. TRUE 23859 Mm.257035 Q91XM9 chr7 GO:0007268  // GO:0010923  // GO:0019233  // GO:0043113  // GO:0045161  // GO:0010923  // GO:0010923 synaptic transmission  // negative regulation of phosphatase activity  // sensory perception of pain  // receptor clustering  // neuronal ion channel clustering  // negative regulation of phosphatase activity  // negative regulation of phosphatase activity GO:0005737  // GO:0005886  // GO:0016020  // GO:0030054  // GO:0030425  // GO:0043025  // GO:0044224  // GO:0044224  // GO:0045202  // GO:0045211  // GO:0014069  // GO:0016020  // GO:0030054  // GO:0045211 cytoplasm  // plasma membrane  // membrane  // cell junction  // dendrite  // neuronal cell body  // juxtaparanode region of axon  // juxtaparanode region of axon  // synapse  // postsynaptic membrane  // postsynaptic density  // membrane  // cell junction  // postsynaptic membrane GO:0005515  // GO:0008022  // GO:0019903  // GO:0030165  // GO:0046982 protein binding  // protein C-terminus binding  // protein phosphatase binding  // PDZ domain binding  // protein heterodimerization activity ○
17480420 73.73545 79.57792 0.9265818 -0.11001 0 main NM_011035 Pak1 p21 protein (Cdc42/Rac)-activated kinase 1 NM_011035 RefSeq Mus musculus p21 protein (Cdc42/Rac)-activated kinase 1 (Pak1), mRNA. TRUE 18479 Mm.260227 O88643 chr7 GO:0001666  // GO:0001934  // GO:0006468  // GO:0006468  // GO:0006887  // GO:0006915  // GO:0006950  // GO:0007409  // GO:0007528  // GO:0008152  // GO:0010033  // GO:0016310  // GO:0016358  // GO:0023014  // GO:0030036  // GO:0031532  // GO:0032869  // GO:0032956  // GO:0033138  // GO:0033148  // GO:0035556  // GO:0042060  // GO:0043113  // GO:0043507  // GO:0046777  // GO:0048754  // GO:0048812  // GO:0051496  // GO:0060244  // GO:0001934  // GO:0006468  // GO:0007409  // GO:0023014  // GO:0030036  // GO:0031532  // GO:0033138  // GO:0033148  // GO:0035556  // GO:0042060  // GO:0043507  // GO:0046777  // GO:0048754  // GO:0051496  // GO:0060244  // GO:0001666  // GO:0001934  // GO:0010033  // GO:0031532  // GO:0032869  // GO:0032956  // GO:0033138  // GO:0033148  // GO:0042060  // GO:0043507  // GO:0046777  // GO:0048754  // GO:0048812  // GO:0051496  // GO:0060244  // GO:0006468  // GO:0006468 response to hypoxia  // positive regulation of protein phosphorylation  // protein phosphorylation  // protein phosphorylation  // exocytosis  // apoptotic process  // response to stress  // axonogenesis  // neuromuscular junction development  // metabolic process  // response to organic substance  // phosphorylation  // dendrite development  // signal transduction by phosphorylation  // actin cytoskeleton organization  // actin cytoskeleton reorganization  // cellular response to insulin stimulus  // regulation of actin cytoskeleton organization  // positive regulation of peptidyl-serine phosphorylation  // positive regulation of intracellular estrogen receptor signaling pathway  // intracellular signal transduction  // wound healing  // receptor clustering  // positive regulation of JUN kinase activity  // protein autophosphorylation  // branching morphogenesis of an epithelial tube  // neuron projection morphogenesis  // positive regulation of stress fiber assembly  // negative regulation of cell proliferaGO:0001726  // GO:0005622  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005829  // GO:0005886  // GO:0005911  // GO:0005925  // GO:0014704  // GO:0016020  // GO:0030018  // GO:0030054  // GO:0030424  // GO:0030424  // GO:0030425  // GO:0030426  // GO:0031965  // GO:0042995  // GO:0043234  // GO:0001726  // GO:0005737  // GO:0005737  // GO:0005794  // GO:0005886  // GO:0005886  // GO:0005911  // GO:0005925  // GO:0016020  // GO:0032587  // GO:0001726  // GO:0005794  // GO:0005829  // GO:0005911  // GO:0014704  // GO:0030018  // GO:0030424  // GO:0030425  // GO:0031965  // GO:0043234 ruffle  // intracellular  // nucleus  // cytoplasm  // cytoplasm  // cytosol  // plasma membrane  // cell-cell junction  // focal adhesion  // intercalated disc  // membrane  // Z disc  // cell junction  // axon  // axon  // dendrite  // growth cone  // nuclear membrane  // cell projection  // protein complex  // ruffle  // cytoplasm  // cytoplasm  // Golgi apparatus  // plasma membrane  // plasma membrane  // cell-cell junction  // focal adhesion  // membrane  // ruffle membrane  // ruffle  // Golgi apparatus  // cytosol  // cell-cell junction  // intercalated disc  // Z disc  // axon  // dendrite  // nuclear membrane  // protein complex GO:0000166  // GO:0003824  // GO:0004672  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0004702  // GO:0005515  // GO:0005518  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019901  // GO:0004672  // GO:0004674  // GO:0004702  // GO:0005518  // GO:0005518  // GO:0019901 nucleotide binding  // catalytic activity  // protein kinase activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // protein binding  // collagen binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase binding  // protein kinase activity  // protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // collagen binding  // collagen binding  // protein kinase binding ○
17481695 395.8581 547.2119 0.7234092 -0.467116 0 main NM_181517 Ipo7 importin 7 NM_181517 RefSeq Mus musculus importin 7 (Ipo7), mRNA. TRUE 233726 Mm.222328 Q9EPL8 chr7 GO:0006606  // GO:0006810  // GO:0006886  // GO:0015031  // GO:0045087 protein import into nucleus  // transport  // intracellular protein transport  // protein transport  // innate immune response GO:0005622  // GO:0005623  // GO:0005634  // GO:0005737  // GO:0005794 intracellular  // cell  // nucleus  // cytoplasm  // Golgi apparatus GO:0005515  // GO:0008536  // GO:0042393 protein binding  // Ran GTPase binding  // histone binding ○
17481936 801.5244 907.0876 0.883624 -0.178495 0 main NM_001166584 Tead1 TEA domain family member 1 NM_001166584 RefSeq Mus musculus TEA domain family member 1 (Tead1), transcript variant 1, mRNA. TRUE 21676 Mm.24685 P30051 chr7 GO:0003143  // GO:0006351  // GO:0006355  // GO:0006355  // GO:0007507  // GO:0030903  // GO:0035329  // GO:0035329  // GO:0042127  // GO:0045944  // GO:0048339  // GO:0048368  // GO:0006355  // GO:0035329 embryonic heart tube morphogenesis  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // heart development  // notochord development  // hippo signaling  // hippo signaling  // regulation of cell proliferation  // positive regulation of transcription from RNA polymerase II promoter  // paraxial mesoderm development  // lateral mesoderm development  // regulation of transcription, DNA-templated  // hippo signaling GO:0005622  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005667  // GO:0005737  // GO:0005794  // GO:0005634 intracellular  // nucleus  // nucleus  // transcription factor complex  // transcription factor complex  // cytoplasm  // Golgi apparatus  // nucleus GO:0003677  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0003677  // GO:0003700 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17483007 34.59482 35.45647 0.9756984 -0.035493 0 main NM_145587 Sbk1 SH3-binding kinase 1 NM_145587 RefSeq Mus musculus SH3-binding kinase 1 (Sbk1), mRNA. TRUE 104175 Mm.29660 Q8QZX0 chr7 GO:0006468  // GO:0016310  // GO:0018105  // GO:0018107 protein phosphorylation  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation GO:0005737  // GO:0005575 cytoplasm  // cellular_component GO:0000166  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004674  // GO:0004674 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity ○
17483772 370.0788 353.6464 1.0464656 0.0655249 0 main NM_001029982 Sec23ip Sec23 interacting protein NM_001029982 RefSeq Mus musculus Sec23 interacting protein (Sec23ip), mRNA. TRUE 207352 Mm.297105 Q6NZC7 chr7 GO:0001675  // GO:0007286  // GO:0007338 acrosome assembly  // spermatid development  // single fertilization GO:0005783  // GO:0005801  // GO:0016020  // GO:0031410  // GO:0043231  // GO:0048471  // GO:0070971  // GO:0097038  // GO:0012507  // GO:0043231 endoplasmic reticulum  // cis-Golgi network  // membrane  // cytoplasmic vesicle  // intracellular membrane-bounded organelle  // perinuclear region of cytoplasm  // endoplasmic reticulum exit site  // perinuclear endoplasmic reticulum  // ER to Golgi transport vesicle membrane  // intracellular membrane-bounded organelle GO:0044822  // GO:0046872 poly(A) RNA binding  // metal ion binding ○
17485389 52.50431 43.19404 1.2155452 0.2816036 0 main XM_006508520 Shank2 SH3/ankyrin domain gene 2 XM_006508520 RefSeq PREDICTED: Mus musculus SH3/ankyrin domain gene 2 (Shank2), transcript variant X2, mRNA. TRUE 210274 Mm.483624 Q80Z38 chr7 GO:0007416  // GO:0007612  // GO:0007612  // GO:0007613  // GO:0030534  // GO:0030534  // GO:0035176  // GO:0035176  // GO:0035640  // GO:0060291  // GO:0060292  // GO:0071625  // GO:0071625 synapse assembly  // learning  // learning  // memory  // adult behavior  // adult behavior  // social behavior  // social behavior  // exploration behavior  // long-term synaptic potentiation  // long term synaptic depression  // vocalization behavior  // vocalization behavior GO:0001750  // GO:0001917  // GO:0005737  // GO:0005883  // GO:0005886  // GO:0008328  // GO:0014069  // GO:0016020  // GO:0016324  // GO:0030054  // GO:0030426  // GO:0031526  // GO:0042995  // GO:0043005  // GO:0043025  // GO:0043197  // GO:0045202  // GO:0045211  // GO:0060170  // GO:0005886  // GO:0014069  // GO:0014069  // GO:0016324  // GO:0016324  // GO:0030426  // GO:0030426  // GO:0031526  // GO:0043025  // GO:0043197  // GO:0045211  // GO:0060170 photoreceptor outer segment  // photoreceptor inner segment  // cytoplasm  // neurofilament  // plasma membrane  // ionotropic glutamate receptor complex  // postsynaptic density  // membrane  // apical plasma membrane  // cell junction  // growth cone  // brush border membrane  // cell projection  // neuron projection  // neuronal cell body  // dendritic spine  // synapse  // postsynaptic membrane  // ciliary membrane  // plasma membrane  // postsynaptic density  // postsynaptic density  // apical plasma membrane  // apical plasma membrane  // growth cone  // growth cone  // brush border membrane  // neuronal cell body  // dendritic spine  // postsynaptic membrane  // ciliary membrane GO:0008022  // GO:0017124  // GO:0035255  // GO:0017124 protein C-terminus binding  // SH3 domain binding  // ionotropic glutamate receptor binding  // SH3 domain binding ○
17488312 88.08672 76.40424 1.1529036 0.2052718 0 main NM_001290528 Map3k10 mitogen-activated protein kinase kinase kinase 10 NM_001290528 RefSeq Mus musculus mitogen-activated protein kinase kinase kinase 10 (Map3k10), mRNA. TRUE 269881 Mm.389883 Q66L42 chr7 GO:0006468  // GO:0006468  // GO:0007224  // GO:0008219  // GO:0016310  // GO:0018105  // GO:0018107  // GO:0043065  // GO:0043433  // GO:0043507  // GO:0045892  // GO:0045892  // GO:0046330  // GO:0000165  // GO:0000186  // GO:0006468  // GO:0007224  // GO:0008219  // GO:0018105  // GO:0018107  // GO:0043065  // GO:0043433  // GO:0043507  // GO:0046330 protein phosphorylation  // protein phosphorylation  // smoothened signaling pathway  // cell death  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // positive regulation of apoptotic process  // negative regulation of sequence-specific DNA binding transcription factor activity  // positive regulation of JUN kinase activity  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of JNK cascade  // MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // smoothened signaling pathway  // cell death  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // positive regulation of apoptotic process  // negative regulation of sequence-specific DNA binding transcription factor activity  // positive regulation of JUN kinase activity  // positive regulation of JNK cascade GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0000166  // GO:0003714  // GO:0004672  // GO:0004674  // GO:0004709  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0043425  // GO:0004672  // GO:0004674  // GO:0043425 nucleotide binding  // transcription corepressor activity  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // bHLH transcription factor binding  // protein kinase activity  // protein serine/threonine kinase activity  // bHLH transcription factor binding ○
17489873 624.7025 666.848 0.9367989 -0.094189 0 main NM_011274 Uri1 URI1, prefoldin-like chaperone NM_011274 RefSeq Mus musculus URI1, prefoldin-like chaperone (Uri1), mRNA. TRUE 19777 Mm.387220 Q3TLD5 chr7 GO:0000122  // GO:0001558  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0006457  // GO:0009615  // GO:0010923  // GO:0071363  // GO:0071383  // GO:2001243  // GO:0000122  // GO:0000122  // GO:0001558  // GO:0001558  // GO:0006357  // GO:0009615  // GO:0010923  // GO:0010923  // GO:0071363  // GO:0071363  // GO:0071383  // GO:0071383  // GO:2001243  // GO:2001243 negative regulation of transcription from RNA polymerase II promoter  // regulation of cell growth  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // protein folding  // response to virus  // negative regulation of phosphatase activity  // cellular response to growth factor stimulus  // cellular response to steroid hormone stimulus  // negative regulation of intrinsic apoptotic signaling pathway  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // regulation of cell growth  // regulation of cell growth  // regulation of transcription from RNA polymerase II promoter  // response to virus  // negative regulation of phosphatase activity  // negative regulation of phosphatase activity  // cellular response to growth factor stimulus  // cellular response to growth factor stiGO:0005634  // GO:0005665  // GO:0005737  // GO:0005739  // GO:0016272  // GO:0042995  // GO:0005634  // GO:0005634  // GO:0005665  // GO:0005737  // GO:0005737  // GO:0030425 nucleus  // DNA-directed RNA polymerase II, core complex  // cytoplasm  // mitochondrion  // prefoldin complex  // cell projection  // nucleus  // nucleus  // DNA-directed RNA polymerase II, core complex  // cytoplasm  // cytoplasm  // dendrite GO:0001106  // GO:0003682  // GO:0004864  // GO:0051082  // GO:0001106  // GO:0001106  // GO:0003682  // GO:0003682 RNA polymerase II transcription corepressor activity  // chromatin binding  // protein phosphatase inhibitor activity  // unfolded protein binding  // RNA polymerase II transcription corepressor activity  // RNA polymerase II transcription corepressor activity  // chromatin binding  // chromatin binding ○
17491961 81.46486 67.79195 1.2016893 0.2650639 0 main NR_003961 Asb7 ankyrin repeat and SOCS box-containing 7 NR_003961 RefSeq Mus musculus ankyrin repeat and SOCS box-containing 7 (Asb7), transcript variant 2, non-coding RNA. TRUE 117589 Mm.34785 Q91ZU0 chr7 GO:0035556  // GO:0008150  // GO:0016567 intracellular signal transduction  // biological_process  // protein ubiquitination GO:0005575 cellular_component GO:0003674 molecular_function ○
17492772 30.00076 33.29714 0.9010011 -0.150399 0 main NM_021492 Ap3b2 adaptor-related protein complex 3, beta 2 subunit NM_021492 RefSeq Mus musculus adaptor-related protein complex 3, beta 2 subunit (Ap3b2), mRNA. TRUE 11775 Mm.322894 Q9JME5 chr7 GO:0006810  // GO:0006886  // GO:0008089  // GO:0015031  // GO:0016192  // GO:0048490  // GO:0006886  // GO:0016192 transport  // intracellular protein transport  // anterograde axon cargo transport  // protein transport  // vesicle-mediated transport  // anterograde synaptic vesicle transport  // intracellular protein transport  // vesicle-mediated transport GO:0005622  // GO:0005623  // GO:0005634  // GO:0005737  // GO:0005794  // GO:0005802  // GO:0016020  // GO:0030117  // GO:0030123  // GO:0031410  // GO:0005634  // GO:0005737  // GO:0005794  // GO:0030665 intracellular  // cell  // nucleus  // cytoplasm  // Golgi apparatus  // trans-Golgi network  // membrane  // membrane coat  // AP-3 adaptor complex  // cytoplasmic vesicle  // nucleus  // cytoplasm  // Golgi apparatus  // clathrin-coated vesicle membrane --- --- ○
17492943 76.99763 101.8014 0.7563514 -0.402871 0 main NM_030705 Mesdc1 mesoderm development candidate 1 NM_030705 RefSeq Mus musculus mesoderm development candidate 1 (Mesdc1), mRNA. TRUE 80889 Mm.272998 Q9ERE8 chr7 GO:0008150 biological_process GO:0005575 cellular_component GO:0005515 protein binding ○
17495172 151.408 146.0038 1.0370141 0.0524355 0 main NM_173739 Galnt18 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 18 NM_173739 RefSeq Mus musculus UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 18 (Galnt18), mRNA. TRUE 233733 Mm.323322 Q8K1B9 chr7 GO:0006486  // GO:0008150 protein glycosylation  // biological_process GO:0005794  // GO:0016020  // GO:0016021  // GO:0000139  // GO:0005575 Golgi apparatus  // membrane  // integral component of membrane  // Golgi membrane  // cellular_component GO:0004653  // GO:0016740  // GO:0016757  // GO:0046872  // GO:0003674 polypeptide N-acetylgalactosaminyltransferase activity  // transferase activity  // transferase activity, transferring glycosyl groups  // metal ion binding  // molecular_function ○
17495466 695.8717 710.9368 0.9788095 -0.0309 0 main NM_019419 Arl6ip1 ADP-ribosylation factor-like 6 interacting protein 1 NM_019419 RefSeq Mus musculus ADP-ribosylation factor-like 6 interacting protein 1 (Arl6ip1), mRNA. TRUE 54208 Mm.29924 Q9JKW0 chr7 GO:0006613 cotranslational protein targeting to membrane GO:0005737  // GO:0005784  // GO:0005829  // GO:0016020  // GO:0016021  // GO:0005783  // GO:0016021 cytoplasm  // Sec61 translocon complex  // cytosol  // membrane  // integral component of membrane  // endoplasmic reticulum  // integral component of membrane GO:0005515 protein binding ○
17496728 40.97626 40.59082 1.0094957 0.0136348 0 main NM_177226 Zfp629 zinc finger protein 629 NM_177226 RefSeq Mus musculus zinc finger protein 629 (Zfp629), mRNA. TRUE 320683 Mm.156718  // Mm.490212 Q6A085 chr7 GO:0006351  // GO:0006355  // GO:0006355  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0003700  // GO:0046872  // GO:0003700 nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // metal ion binding  // sequence-specific DNA binding transcription factor activity ○
17496763 136.8612 123.4425 1.1087041 0.1488743 0 main NM_024414 Stx1b syntaxin 1B NM_024414 RefSeq Mus musculus syntaxin 1B (Stx1b), mRNA. TRUE 56216 Mm.439759 P61264 chr7 GO:0006810  // GO:0006836  // GO:0006886  // GO:0015031  // GO:0016192  // GO:0017157  // GO:0015031  // GO:0016192  // GO:0017157 transport  // neurotransmitter transport  // intracellular protein transport  // protein transport  // vesicle-mediated transport  // regulation of exocytosis  // protein transport  // vesicle-mediated transport  // regulation of exocytosis GO:0016020  // GO:0016021  // GO:0016020 membrane  // integral component of membrane  // membrane GO:0005484  // GO:0005515  // GO:0019904  // GO:0000149  // GO:0019901  // GO:0019904 SNAP receptor activity  // protein binding  // protein domain specific binding  // SNARE binding  // protein kinase binding  // protein domain specific binding ○
17496989 209.9017 191.7734 1.0945298 0.1303112 0 main NM_001162855 Nsmce4a non-SMC element 4 homolog A (S. cerevisiae) NM_001162855 RefSeq Mus musculus non-SMC element 4 homolog A (S. cerevisiae) (Nsmce4a), mRNA. TRUE 67872 Mm.21714 E0CY57 chr7 GO:2001022  // GO:0006281  // GO:2001022 positive regulation of response to DNA damage stimulus  // DNA repair  // positive regulation of response to DNA damage stimulus GO:0005634  // GO:0030915  // GO:0005634  // GO:0030915 nucleus  // Smc5-Smc6 complex  // nucleus  // Smc5-Smc6 complex GO:0003674 molecular_function ○
17497131 93.38483 106.4291 0.877437 -0.188633 0 main NM_028095 Mettl10 methyltransferase like 10 NM_028095 RefSeq Mus musculus methyltransferase like 10 (Mettl10), mRNA. TRUE 72096 Mm.28631 Q9D853 chr7 GO:0032259  // GO:0008150 methylation  // biological_process GO:0005575 cellular_component GO:0000179  // GO:0003880  // GO:0004809  // GO:0008168  // GO:0008169  // GO:0008170  // GO:0008171  // GO:0008172  // GO:0008173  // GO:0008174  // GO:0008175  // GO:0008276  // GO:0008425  // GO:0008649  // GO:0008650  // GO:0008988  // GO:0009008  // GO:0009019  // GO:0009383  // GO:0016205  // GO:0016273  // GO:0016274  // GO:0016278  // GO:0016279  // GO:0016300  // GO:0016423  // GO:0016426  // GO:0016427  // GO:0016428  // GO:0016429  // GO:0016433  // GO:0016434  // GO:0016435  // GO:0016436  // GO:0016740  // GO:0018423  // GO:0018707  // GO:0019702  // GO:0030792  // GO:0034541  // GO:0034807  // GO:0034931  // GO:0034933  // GO:0043770  // GO:0043776  // GO:0043777  // GO:0043780  // GO:0043782  // GO:0043791  // GO:0043803  // GO:0043827  // GO:0043833  // GO:0043834  // GO:0043851  // GO:0043852  // GO:0051994  // GO:0051995  // GO:0052624  // GO:0052665  // GO:0052666  // GO:0052667  // GO:0052735  // GO:0070677  // GO:0071424  // GO:0080012  // GO:0003674 rRNA (adenine-N6,N6-)-dimethyltransferase activity  // protein C-terminal carboxyl O-methyltransferase activity  // tRNA (guanine-N2-)-methyltransferase activity  // methyltransferase activity  // C-methyltransferase activity  // N-methyltransferase activity  // O-methyltransferase activity  // S-methyltransferase activity  // RNA methyltransferase activity  // mRNA methyltransferase activity  // tRNA methyltransferase activity  // protein methyltransferase activity  // 2-polyprenyl-6-methoxy-1,4-benzoquinone methyltransferase activity  // rRNA methyltransferase activity  // rRNA (uridine-2'-O-)-methyltransferase activity  // rRNA (adenine-N6-)-methyltransferase activity  // DNA-methyltransferase activity  // tRNA (guanine-N1-)-methyltransferase activity  // rRNA (cytosine-C5-)-methyltransferase activity  // selenocysteine methyltransferase activity  // arginine N-methyltransferase activity  // protein-arginine N-methyltransferase activity  // lysine N-methyltransferase activity  // protein-lysine N-methyltra○
17498245 86.02513 139.7296 0.6156543 -0.699808 0 main NM_001161624 Cdkn1c cyclin-dependent kinase inhibitor 1C (P57) NM_001161624 RefSeq Mus musculus cyclin-dependent kinase inhibitor 1C (P57) (Cdkn1c), transcript variant 1, mRNA. TRUE 12577 Mm.168789 P49919 chr7 GO:0000122  // GO:0001501  // GO:0001822  // GO:0001890  // GO:0007049  // GO:0007050  // GO:0007568  // GO:0016310  // GO:0030099  // GO:0030325  // GO:0035264  // GO:0042326  // GO:0042551  // GO:0043010  // GO:0055123  // GO:0060065  // GO:0060669  // GO:0071514  // GO:0006469  // GO:0030511  // GO:0033673  // GO:0042326  // GO:0045892  // GO:0045893  // GO:0050680  // GO:0071901 negative regulation of transcription from RNA polymerase II promoter  // skeletal system development  // kidney development  // placenta development  // cell cycle  // cell cycle arrest  // aging  // phosphorylation  // myeloid cell differentiation  // adrenal gland development  // multicellular organism growth  // negative regulation of phosphorylation  // neuron maturation  // camera-type eye development  // digestive system development  // uterus development  // embryonic placenta morphogenesis  // genetic imprinting  // negative regulation of protein kinase activity  // positive regulation of transforming growth factor beta receptor signaling pathway  // negative regulation of kinase activity  // negative regulation of phosphorylation  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // negative regulation of epithelial cell proliferation  // negative regulation of protein serine/threonine kinase activity GO:0005634  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm GO:0004860  // GO:0004861  // GO:0005515  // GO:0016301  // GO:0016740 protein kinase inhibitor activity  // cyclin-dependent protein serine/threonine kinase inhibitor activity  // protein binding  // kinase activity  // transferase activity ○
17499038 118.6376 133.8171 0.8865653 -0.173701 0 main NM_001113517 Arhgef7 Rho guanine nucleotide exchange factor (GEF7) NM_001113517 RefSeq Mus musculus Rho guanine nucleotide exchange factor (GEF7) (Arhgef7), transcript variant 1, mRNA. TRUE 54126 Mm.244068 Q9ES28 chr8 GO:0002244  // GO:0007264  // GO:0007399  // GO:0030032  // GO:0035023  // GO:0035556  // GO:0043065  // GO:0043547  // GO:0043615  // GO:0032321  // GO:0043065  // GO:0043065  // GO:0043547 hematopoietic progenitor cell differentiation  // small GTPase mediated signal transduction  // nervous system development  // lamellipodium assembly  // regulation of Rho protein signal transduction  // intracellular signal transduction  // positive regulation of apoptotic process  // positive regulation of GTPase activity  // astrocyte cell migration  // positive regulation of Rho GTPase activity  // positive regulation of apoptotic process  // positive regulation of apoptotic process  // positive regulation of GTPase activity GO:0005737  // GO:0005925  // GO:0030027  // GO:0030054  // GO:0030426  // GO:0042995  // GO:0043005  // GO:0043025  // GO:0043234  // GO:0001726  // GO:0005737  // GO:0005925  // GO:0005938  // GO:0030027  // GO:0043005  // GO:0043025  // GO:0043234 cytoplasm  // focal adhesion  // lamellipodium  // cell junction  // growth cone  // cell projection  // neuron projection  // neuronal cell body  // protein complex  // ruffle  // cytoplasm  // focal adhesion  // cell cortex  // lamellipodium  // neuron projection  // neuronal cell body  // protein complex GO:0005085  // GO:0005089  // GO:0005515  // GO:0019901  // GO:0019901  // GO:0005085 guanyl-nucleotide exchange factor activity  // Rho guanyl-nucleotide exchange factor activity  // protein binding  // protein kinase binding  // protein kinase binding  // guanyl-nucleotide exchange factor activity ○
17500104 63.18318 47.08564 1.3418779 0.4242534 0 main ENSMUST00000141741 Gm16933 predicted gene, 16933 ENSMUST00000141741 ENSEMBL havana:known chromosome:GRCm38:8:25037052:25041757:1 gene:ENSMUSG00000086289 gene_biotype:processed_transcript transcript_biotype:processed_transcript TRUE --- Mm.478658  // Mm.486819 Q9ERS5 chr8 --- --- --- --- --- --- ○
17500432 18.06791 16.30284 1.1082676 0.1483063 0 main ENSMUST00000181702 Nrg1 neuregulin 1 ENSMUST00000181702 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:8:32008504:32015759:1 gene:ENSMUSG00000097928 gene_biotype:lincRNA transcript_biotype:lincRNA TRUE 211323 Mm.153432  // Mm.373295 Q3TD94 chr8 GO:0000165  // GO:0000902  // GO:0003161  // GO:0007399  // GO:0007416  // GO:0007422  // GO:0007507  // GO:0007517  // GO:0007626  // GO:0010001  // GO:0016477  // GO:0021781  // GO:0042177  // GO:0043624  // GO:0045213  // GO:0045595  // GO:0045860  // GO:0045892  // GO:0046579  // GO:0048663  // GO:0051897  // GO:0009790  // GO:0045892  // GO:0051155  // GO:0055007  // GO:0003222  // GO:0007169  // GO:0008283  // GO:0010667  // GO:0030307  // GO:0038127  // GO:0042060  // GO:0043497  // GO:0043624  // GO:0045785  // GO:0045892  // GO:0051048  // GO:0055012  // GO:0060045  // GO:0060379  // GO:0060956  // GO:0061098  // GO:2000727  // GO:2001240 MAPK cascade  // cell morphogenesis  // cardiac conduction system development  // nervous system development  // synapse assembly  // peripheral nervous system development  // heart development  // muscle organ development  // locomotory behavior  // glial cell differentiation  // cell migration  // glial cell fate commitment  // negative regulation of protein catabolic process  // cellular protein complex disassembly  // neurotransmitter receptor metabolic process  // regulation of cell differentiation  // positive regulation of protein kinase activity  // negative regulation of transcription, DNA-templated  // positive regulation of Ras protein signal transduction  // neuron fate commitment  // positive regulation of protein kinase B signaling  // embryo development  // negative regulation of transcription, DNA-templated  // positive regulation of striated muscle cell differentiation  // cardiac muscle cell differentiation  // ventricular trabecula myocardium morphogenesis  // transmembrane receptor proteinGO:0005737  // GO:0005886  // GO:0005887  // GO:0030424  // GO:0031594  // GO:0045202  // GO:0005615  // GO:0016324 cytoplasm  // plasma membrane  // integral component of plasma membrane  // axon  // neuromuscular junction  // synapse  // extracellular space  // apical plasma membrane GO:0003712  // GO:0005176  // GO:0005176  // GO:0003712  // GO:0005102  // GO:0003712  // GO:0008083  // GO:0030296  // GO:0043125 transcription cofactor activity  // ErbB-2 class receptor binding  // ErbB-2 class receptor binding  // transcription cofactor activity  // receptor binding  // transcription cofactor activity  // growth factor activity  // protein tyrosine kinase activator activity  // ErbB-3 class receptor binding ○
17501050 211.1201 332.7058 0.6345549 -0.656183 0 main NM_008391 Irf2 interferon regulatory factor 2 NM_008391 RefSeq Mus musculus interferon regulatory factor 2 (Irf2), mRNA. TRUE 16363 Mm.1149 P23906 chr8 GO:0006351  // GO:0006355  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634  // GO:0005925 nucleus  // focal adhesion GO:0000975  // GO:0003677  // GO:0003700  // GO:0003677  // GO:0003700 regulatory region DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17501191 457.6474 581.5747 0.7869108 -0.345728 0 main NM_001253754 Gpm6a glycoprotein m6a NM_001253754 RefSeq Mus musculus glycoprotein m6a (Gpm6a), transcript variant 2, mRNA. TRUE 234267 Mm.241700 P35802 chr8 GO:0001764  // GO:0003407  // GO:0007399  // GO:0007416  // GO:0048812  // GO:0048863  // GO:0051491  // GO:0070588  // GO:0001764  // GO:0001764  // GO:0007416  // GO:0007416  // GO:0048863  // GO:0048863  // GO:0051491  // GO:0051491  // GO:0070588 neuron migration  // neural retina development  // nervous system development  // synapse assembly  // neuron projection morphogenesis  // stem cell differentiation  // positive regulation of filopodium assembly  // calcium ion transmembrane transport  // neuron migration  // neuron migration  // synapse assembly  // synapse assembly  // stem cell differentiation  // stem cell differentiation  // positive regulation of filopodium assembly  // positive regulation of filopodium assembly  // calcium ion transmembrane transport GO:0005886  // GO:0016020  // GO:0016021  // GO:0030175  // GO:0042995  // GO:0043005  // GO:0043025  // GO:0044295  // GO:0070062  // GO:0005886  // GO:0005886  // GO:0030175  // GO:0030175  // GO:0030424  // GO:0043005  // GO:0043005  // GO:0043025  // GO:0043025  // GO:0043197 plasma membrane  // membrane  // integral component of membrane  // filopodium  // cell projection  // neuron projection  // neuronal cell body  // axonal growth cone  // extracellular vesicular exosome  // plasma membrane  // plasma membrane  // filopodium  // filopodium  // axon  // neuron projection  // neuron projection  // neuronal cell body  // neuronal cell body  // dendritic spine GO:0005262  // GO:0005262 calcium channel activity  // calcium channel activity ○
17503810 53.34811 51.76328 1.0306169 0.0435081 0 main NM_018826 Irx5 Iroquois related homeobox 5 (Drosophila) NM_018826 RefSeq Mus musculus Iroquois related homeobox 5 (Drosophila) (Irx5), mRNA. TRUE 54352 Mm.101153 Q9JKQ4 chr8 GO:0002027  // GO:0006351  // GO:0006355  // GO:0007601  // GO:0010468  // GO:0042551  // GO:0048468  // GO:0050896  // GO:0060040  // GO:0008406  // GO:0048701 regulation of heart rate  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // visual perception  // regulation of gene expression  // neuron maturation  // cell development  // response to stimulus  // retinal bipolar neuron differentiation  // gonad development  // embryonic cranial skeleton morphogenesis GO:0005634 nucleus GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17504649 211.3814 293.7242 0.7196595 -0.474614 0 main NM_001161456 Cbfb core binding factor beta NM_001161456 RefSeq Mus musculus core binding factor beta (Cbfb), transcript variant 2, mRNA. TRUE 12400 Mm.2018 Q08024 chr8 GO:0001503  // GO:0001649  // GO:0030098  // GO:0030099  // GO:0045944  // GO:0048469  // GO:0060216 ossification  // osteoblast differentiation  // lymphocyte differentiation  // myeloid cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // cell maturation  // definitive hemopoiesis GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003713  // GO:0005515  // GO:0003677 DNA binding  // transcription coactivator activity  // protein binding  // DNA binding ○
17504861 216.3349 228.8492 0.9453164 -0.081131 0 main NM_181322 Ctcf CCCTC-binding factor NM_181322 RefSeq Mus musculus CCCTC-binding factor (Ctcf), mRNA. TRUE 13018 Mm.269474 Q61164 chr8 GO:0000122  // GO:0006306  // GO:0006306  // GO:0006349  // GO:0006349  // GO:0006351  // GO:0006355  // GO:0007059  // GO:0009048  // GO:0010216  // GO:0010628  // GO:0010628  // GO:0010629  // GO:0016568  // GO:0016584  // GO:0031060  // GO:0035065  // GO:0040029  // GO:0040030  // GO:0045892  // GO:0045893  // GO:0006355  // GO:0010628  // GO:0016584  // GO:0040029  // GO:0040030  // GO:0045892  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // DNA methylation  // DNA methylation  // regulation of gene expression by genetic imprinting  // regulation of gene expression by genetic imprinting  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // chromosome segregation  // dosage compensation by inactivation of X chromosome  // maintenance of DNA methylation  // positive regulation of gene expression  // positive regulation of gene expression  // negative regulation of gene expression  // chromatin modification  // nucleosome positioning  // regulation of histone methylation  // regulation of histone acetylation  // regulation of gene expression, epigenetic  // regulation of molecular function, epigenetic  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of gene expression  // nucleosome positioning  // regulation of geneGO:0000775  // GO:0000793  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0005694  // GO:0000775  // GO:0000793  // GO:0005634  // GO:0005654  // GO:0005730 chromosome, centromeric region  // condensed chromosome  // nucleus  // nucleus  // nucleoplasm  // chromosome  // chromosome, centromeric region  // condensed chromosome  // nucleus  // nucleoplasm  // nucleolus GO:0003676  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0043035  // GO:0043565  // GO:0044212  // GO:0046872  // GO:0003677  // GO:0003700  // GO:0043035  // GO:0043565  // GO:0044212 nucleic acid binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // chromatin insulator sequence binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // metal ion binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // chromatin insulator sequence binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding ○
17505034 256.5262 236.0183 1.0868911 0.1202075 0 main NM_010901 Nfatc3 nuclear factor of activated T cells, cytoplasmic, calcineurin dependent 3 NM_010901 RefSeq Mus musculus nuclear factor of activated T cells, cytoplasmic, calcineurin dependent 3 (Nfatc3), mRNA. TRUE 18021 Mm.383185 P97305 chr8 GO:0001569  // GO:0006351  // GO:0006355  // GO:0007507  // GO:0045333  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0051145  // GO:0055001  // GO:0071277  // GO:0071285  // GO:0006355  // GO:0045944  // GO:0045893  // GO:0045944 patterning of blood vessels  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // heart development  // cellular respiration  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // smooth muscle cell differentiation  // muscle cell development  // cellular response to calcium ion  // cellular response to lithium ion  // regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005829  // GO:0005829  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005730  // GO:0005829  // GO:0005886 nucleus  // nucleus  // cytoplasm  // cytoplasm  // cytosol  // cytosol  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // nucleolus  // cytosol  // plasma membrane GO:0003677  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0003677  // GO:0003700 DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17505114 35.61537 45.29437 0.786309 -0.346832 0 main NM_011764 Zfp90 zinc finger protein 90 NM_011764 RefSeq Mus musculus zinc finger protein 90 (Zfp90), mRNA. TRUE 22751 Mm.295582 Q61967 chr8 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0043392  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // negative regulation of DNA binding  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0005622  // GO:0005634  // GO:0005634 intracellular  // nucleus  // nucleus GO:0001078  // GO:0003676  // GO:0003677  // GO:0005515  // GO:0046872  // GO:0003677 RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // nucleic acid binding  // DNA binding  // protein binding  // metal ion binding  // DNA binding ○
17505260 347.2679 396.1932 0.8765115 -0.190155 0 main NM_018823 Nfat5 nuclear factor of activated T cells 5 NM_018823 RefSeq Mus musculus nuclear factor of activated T cells 5 (Nfat5), transcript variant b, mRNA. TRUE 54446 Mm.390057 Q9WV30 chr8 GO:0001816  // GO:0006351  // GO:0006355  // GO:0010628  // GO:0045944  // GO:0070884  // GO:0006351  // GO:0006355 cytokine production  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of gene expression  // positive regulation of transcription from RNA polymerase II promoter  // regulation of calcineurin-NFAT signaling cascade  // transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003677  // GO:0003700  // GO:0003677  // GO:0003700 DNA binding  // sequence-specific DNA binding transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17508336 156.1902 157.328 0.992768 -0.010472 0 main NM_031257 Plekha2 pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 2 NM_031257 RefSeq Mus musculus pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 2 (Plekha2), mRNA. TRUE 83436 Mm.261122 Q9ERS5 chr8 GO:0001954  // GO:0001954 positive regulation of cell-matrix adhesion  // positive regulation of cell-matrix adhesion GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0043234  // GO:0005737  // GO:0016020  // GO:0043234 nucleus  // cytoplasm  // plasma membrane  // membrane  // protein complex  // cytoplasm  // membrane  // protein complex GO:0001968  // GO:0005515  // GO:0005545  // GO:0008289  // GO:0030165  // GO:0043236  // GO:0001968  // GO:0043236 fibronectin binding  // protein binding  // 1-phosphatidylinositol binding  // lipid binding  // PDZ domain binding  // laminin binding  // fibronectin binding  // laminin binding ○
17508609 29.76555 27.86876 1.0680615 0.0949947 0 main XM_006509086 Nrg1 neuregulin 1 XM_006509086 RefSeq PREDICTED: Mus musculus neuregulin 1 (Nrg1), transcript variant X28, mRNA. TRUE 211323 Mm.153432 Q3TD94 chr8 GO:0000165  // GO:0000902  // GO:0003161  // GO:0007399  // GO:0007416  // GO:0007422  // GO:0007507  // GO:0007517  // GO:0007626  // GO:0010001  // GO:0016477  // GO:0021781  // GO:0042177  // GO:0043624  // GO:0045213  // GO:0045595  // GO:0045860  // GO:0045892  // GO:0046579  // GO:0048663  // GO:0051897  // GO:0009790  // GO:0045892  // GO:0051155  // GO:0055007  // GO:0003222  // GO:0007169  // GO:0008283  // GO:0010667  // GO:0030307  // GO:0038127  // GO:0042060  // GO:0043497  // GO:0043624  // GO:0045785  // GO:0045892  // GO:0051048  // GO:0055012  // GO:0060045  // GO:0060379  // GO:0060956  // GO:0061098  // GO:2000727  // GO:2001240 MAPK cascade  // cell morphogenesis  // cardiac conduction system development  // nervous system development  // synapse assembly  // peripheral nervous system development  // heart development  // muscle organ development  // locomotory behavior  // glial cell differentiation  // cell migration  // glial cell fate commitment  // negative regulation of protein catabolic process  // cellular protein complex disassembly  // neurotransmitter receptor metabolic process  // regulation of cell differentiation  // positive regulation of protein kinase activity  // negative regulation of transcription, DNA-templated  // positive regulation of Ras protein signal transduction  // neuron fate commitment  // positive regulation of protein kinase B signaling  // embryo development  // negative regulation of transcription, DNA-templated  // positive regulation of striated muscle cell differentiation  // cardiac muscle cell differentiation  // ventricular trabecula myocardium morphogenesis  // transmembrane receptor proteinGO:0005737  // GO:0005886  // GO:0005887  // GO:0030424  // GO:0031594  // GO:0045202  // GO:0005615  // GO:0016324 cytoplasm  // plasma membrane  // integral component of plasma membrane  // axon  // neuromuscular junction  // synapse  // extracellular space  // apical plasma membrane GO:0003712  // GO:0005176  // GO:0005176  // GO:0003712  // GO:0005102  // GO:0003712  // GO:0008083  // GO:0030296  // GO:0043125 transcription cofactor activity  // ErbB-2 class receptor binding  // ErbB-2 class receptor binding  // transcription cofactor activity  // receptor binding  // transcription cofactor activity  // growth factor activity  // protein tyrosine kinase activator activity  // ErbB-3 class receptor binding ○
17510823 144.6102 145.9566 0.9907753 -0.01337 0 main NM_021356 Gab1 growth factor receptor bound protein 2-associated protein 1 NM_021356 RefSeq Mus musculus growth factor receptor bound protein 2-associated protein 1 (Gab1), mRNA. TRUE 14388 Mm.277409 Q9QYY0 chr8 GO:0000187  // GO:0006979  // GO:0007165  // GO:0007173  // GO:0007257  // GO:0007507  // GO:0008544  // GO:0030334  // GO:0043410  // GO:0048008  // GO:0060711  // GO:0070102 activation of MAPK activity  // response to oxidative stress  // signal transduction  // epidermal growth factor receptor signaling pathway  // activation of JUN kinase activity  // heart development  // epidermis development  // regulation of cell migration  // positive regulation of MAPK cascade  // platelet-derived growth factor receptor signaling pathway  // labyrinthine layer development  // interleukin-6-mediated signaling pathway GO:0005737 cytoplasm GO:0004871  // GO:0005515 signal transducer activity  // protein binding ○
17512221 200.3675 183.2849 1.0932024 0.1285606 0 main NM_153582 Cmtm4 CKLF-like MARVEL transmembrane domain containing 4 NM_153582 RefSeq Mus musculus CKLF-like MARVEL transmembrane domain containing 4 (Cmtm4), mRNA. TRUE 97487 Mm.29658 Q8CJ61 chr8 GO:0006935  // GO:0008150 chemotaxis  // biological_process GO:0005615  // GO:0016020  // GO:0016021  // GO:0005575 extracellular space  // membrane  // integral component of membrane  // cellular_component GO:0005125  // GO:0003674 cytokine activity  // molecular_function ○
17512664 18.94582 20.53219 0.9227374 -0.116008 0 main ENSMUST00000180410 Zfp90 zinc finger protein 90 ENSMUST00000180410 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:8:106237903:106425728:-1 gene:ENSMUSG00000097026 gene_biotype:lincRNA transcript_biotype:lincRNA TRUE 22751 Mm.295582 Q61967 chr8 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0043392  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // negative regulation of DNA binding  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0005622  // GO:0005634  // GO:0005634 intracellular  // nucleus  // nucleus GO:0001078  // GO:0003676  // GO:0003677  // GO:0005515  // GO:0046872  // GO:0003677 RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // nucleic acid binding  // DNA binding  // protein binding  // metal ion binding  // DNA binding ○
17513228 6.793012 8.182936 0.8301436 -0.268567 0 main NR_033513 Gm6793 heterogeneous nuclear ribonucleoprotein A3 pseudogene NR_033513 RefSeq Mus musculus predicted gene 6793 (Gm6793), non-coding RNA. TRUE 627828 Mm.459502 B2RXM2 chr8 --- --- --- --- GO:0000166  // GO:0003676 nucleotide binding  // nucleic acid binding ○
17514399 79.35516 97.99699 0.8097714 -0.304413 0 main NM_001033322 Gucy1a2 guanylate cyclase 1, soluble, alpha 2 NM_001033322 RefSeq Mus musculus guanylate cyclase 1, soluble, alpha 2 (Gucy1a2), mRNA. TRUE 234889 Mm.91240 F8VQK3 chr9 GO:0006182  // GO:0030828  // GO:0006182  // GO:0009190  // GO:0035556 cGMP biosynthetic process  // positive regulation of cGMP biosynthetic process  // cGMP biosynthetic process  // cyclic nucleotide biosynthetic process  // intracellular signal transduction GO:0016020  // GO:0016021 membrane  // integral component of membrane GO:0000166  // GO:0004383  // GO:0016829  // GO:0004383  // GO:0016849  // GO:0020037 nucleotide binding  // guanylate cyclase activity  // lyase activity  // guanylate cyclase activity  // phosphorus-oxygen lyase activity  // heme binding ○
17515819 286.1002 304.8128 0.9386095 -0.091403 0 main XM_006510269 Ets1 E26 avian leukemia oncogene 1, 5 domain XM_006510269 RefSeq PREDICTED: Mus musculus E26 avian leukemia oncogene 1, 5 domain (Ets1), transcript variant X1, mRNA. TRUE 23871 Mm.292415 P27577 chr9 GO:0002376  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006357  // GO:0006366  // GO:0008284  // GO:0010595  // GO:0010715  // GO:0030154  // GO:0030335  // GO:0030578  // GO:0042981  // GO:0045648  // GO:0045765  // GO:0045766  // GO:0045786  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0046677  // GO:0048870  // GO:0051272  // GO:0001666  // GO:0006366  // GO:0007565  // GO:0008284  // GO:0009611  // GO:0009612  // GO:0010595  // GO:0010595  // GO:0010715  // GO:0021854  // GO:0021983  // GO:0030154  // GO:0030262  // GO:0030335  // GO:0030578  // GO:0032355  // GO:0034616  // GO:0045648  // GO:0045648  // GO:0045765  // GO:0045765  // GO:0045766  // GO:0045786  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0046677  // GO:0048870  // GO:0051272  // GO:0060055  // GO:0060206  // GO:0070301  // GO:0070555  // GO:0097194  // GO:0006366 immune system process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // positive regulation of cell proliferation  // positive regulation of endothelial cell migration  // regulation of extracellular matrix disassembly  // cell differentiation  // positive regulation of cell migration  // PML body organization  // regulation of apoptotic process  // positive regulation of erythrocyte differentiation  // regulation of angiogenesis  // positive regulation of angiogenesis  // negative regulation of cell cycle  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // response to antibiotiGO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0045171  // GO:0005634  // GO:0005634 nucleus  // nucleus  // transcription factor complex  // cytoplasm  // intercellular bridge  // nucleus  // nucleus GO:0000981  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0035035  // GO:0043565  // GO:0043565  // GO:0000981  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0035035  // GO:0043565 sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // histone acetyltransferase binding  // sequence-specific DNA binding  // sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // histone acetyltransferase binding  // sequence-specific DNA binding ○
17516450 130.7448 127.8629 1.022539 0.0321558 0 main NM_021424 Pvrl1 poliovirus receptor-related 1 NM_021424 RefSeq Mus musculus poliovirus receptor-related 1 (Pvrl1), mRNA. TRUE 58235 Mm.335096 Q9JKF6 chr9 GO:0002089  // GO:0002934  // GO:0006826  // GO:0007155  // GO:0007156  // GO:0007157  // GO:0007411  // GO:0016032  // GO:0016337  // GO:0046718  // GO:0048593  // GO:0051963  // GO:0060041  // GO:0070166  // GO:0007411  // GO:0046718  // GO:0051963 lens morphogenesis in camera-type eye  // desmosome organization  // iron ion transport  // cell adhesion  // homophilic cell adhesion  // heterophilic cell-cell adhesion  // axon guidance  // viral process  // single organismal cell-cell adhesion  // viral entry into host cell  // camera-type eye morphogenesis  // regulation of synapse assembly  // retina development in camera-type eye  // enamel mineralization  // axon guidance  // viral entry into host cell  // regulation of synapse assembly GO:0005886  // GO:0005913  // GO:0005913  // GO:0016020  // GO:0016021  // GO:0016342  // GO:0030424  // GO:0032584  // GO:0043005  // GO:0043231  // GO:0045202  // GO:0005886  // GO:0005913  // GO:0016021  // GO:0016021  // GO:0030054  // GO:0030424  // GO:0032584  // GO:0042734  // GO:0043005  // GO:0043231  // GO:0045202 plasma membrane  // cell-cell adherens junction  // cell-cell adherens junction  // membrane  // integral component of membrane  // catenin complex  // axon  // growth cone membrane  // neuron projection  // intracellular membrane-bounded organelle  // synapse  // plasma membrane  // cell-cell adherens junction  // integral component of membrane  // integral component of membrane  // cell junction  // axon  // growth cone membrane  // presynaptic membrane  // neuron projection  // intracellular membrane-bounded organelle  // synapse GO:0004872  // GO:0005515  // GO:0030246  // GO:0042803  // GO:0046790  // GO:0046982  // GO:0050839  // GO:0030246  // GO:0046790  // GO:0046982  // GO:0050839 receptor activity  // protein binding  // carbohydrate binding  // protein homodimerization activity  // virion binding  // protein heterodimerization activity  // cell adhesion molecule binding  // carbohydrate binding  // virion binding  // protein heterodimerization activity  // cell adhesion molecule binding ○
17518142 767.2126 812.1421 0.9446778 -0.082106 0 main NM_001083927 Tle3 transducin-like enhancer of split 3, homolog of Drosophila E(spl) NM_001083927 RefSeq Mus musculus transducin-like enhancer of split 3, homolog of Drosophila E(spl) (Tle3), transcript variant 1, mRNA. TRUE 21887 Mm.24255 Q08122 chr9 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007283  // GO:0016055  // GO:0030154  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // spermatogenesis  // Wnt signaling pathway  // cell differentiation  // regulation of transcription, DNA-templated GO:0005634  // GO:0005634 nucleus  // nucleus GO:0005515 protein binding ○
17518434 541.1485 608.1572 0.8898168 -0.16842 0 main NM_028906 Dpp8 dipeptidylpeptidase 8 NM_028906 RefSeq Mus musculus dipeptidylpeptidase 8 (Dpp8), mRNA. TRUE 74388 Mm.202749 Q80YA7 chr9 GO:0006508 proteolysis GO:0005634  // GO:0005737  // GO:0016020  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // membrane  // nucleus  // cytoplasm GO:0004177  // GO:0008233  // GO:0008236  // GO:0016787  // GO:0003674 aminopeptidase activity  // peptidase activity  // serine-type peptidase activity  // hydrolase activity  // molecular_function ○
17518458 27.06375 29.39375 0.9207314 -0.119148 0 main NM_001290315 Igdcc4 immunoglobulin superfamily, DCC subclass, member 4 NM_001290315 RefSeq Mus musculus immunoglobulin superfamily, DCC subclass, member 4 (Igdcc4), transcript variant 1, mRNA. TRUE 56741 Mm.209041 Q9EQS9 chr9 GO:0008150 biological_process GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0005887 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // integral component of plasma membrane GO:0003674 molecular_function ○
17519167 116.2046 120.3647 0.9654375 -0.050745 0 main NM_001033536 Rfx7 regulatory factor X, 7 NM_001033536 RefSeq Mus musculus regulatory factor X, 7 (Rfx7), mRNA. TRUE 319758 Mm.32081 F8VPJ6 chr9 GO:0006355  // GO:0008150 regulation of transcription, DNA-templated  // biological_process GO:0005575 cellular_component GO:0003674  // GO:0003677 molecular_function  // DNA binding ○
17519364 1244.814 757.5438 1.6432238 0.716529 0 main NM_001113283 Fam214a family with sequence similarity 214, member A NM_001113283 RefSeq Mus musculus family with sequence similarity 214, member A (Fam214a), transcript variant 1, mRNA. TRUE 235493 Mm.208955 Q69ZK7 chr9 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○



17519967 58.33921 63.36783 0.920644 -0.119285 0 main NM_011627 Tpbg trophoblast glycoprotein NM_011627 RefSeq Mus musculus trophoblast glycoprotein (Tpbg), transcript variant 1, mRNA. TRUE 21983 Mm.20864 Q9Z0L0 chr9 --- --- GO:0005737  // GO:0005783  // GO:0016020  // GO:0016021  // GO:0005886 cytoplasm  // endoplasmic reticulum  // membrane  // integral component of membrane  // plasma membrane --- --- ○
17520815 472.654 686.8726 0.6881247 -0.539258 0 main NM_001100451 Msl2 male-specific lethal 2 homolog (Drosophila) NM_001100451 RefSeq Mus musculus male-specific lethal 2 homolog (Drosophila) (Msl2), mRNA. TRUE 77853 Mm.326206  // Mm.436586 Q69ZF8 chr9 GO:0043984  // GO:0043984 histone H4-K16 acetylation  // histone H4-K16 acetylation GO:0072487  // GO:0072487  // GO:0072487 MSL complex  // MSL complex  // MSL complex GO:0008270  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0003674 zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // molecular_function ○
17522848 192.6177 257.2575 0.748735 -0.417473 0 main NM_001048146 Azi2 5-azacytidine induced gene 2 NM_001048146 RefSeq Mus musculus 5-azacytidine induced gene 2 (Azi2), transcript variant 2, mRNA. TRUE 27215 Mm.92705 Q9QYP6 chr9 GO:0000278  // GO:0001816  // GO:0007249  // GO:0032607  // GO:0032609  // GO:0032635  // GO:0032640  // GO:0042110  // GO:0042110  // GO:0044565  // GO:0097028 mitotic cell cycle  // cytokine production  // I-kappaB kinase/NF-kappaB signaling  // interferon-alpha production  // interferon-gamma production  // interleukin-6 production  // tumor necrosis factor production  // T cell activation  // T cell activation  // dendritic cell proliferation  // dendritic cell differentiation GO:0005737  // GO:0005737  // GO:0005739  // GO:0005886 cytoplasm  // cytoplasm  // mitochondrion  // plasma membrane GO:0005515 protein binding ○
17523081 65.08034 40.75385 1.5969127 0.6752854 0 main NM_007397 Acvr2b activin receptor IIB NM_007397 RefSeq Mus musculus activin receptor IIB (Acvr2b), mRNA. TRUE 11481 Mm.390239 P27040 chr9 GO:0001501  // GO:0001501  // GO:0001702  // GO:0001822  // GO:0001822  // GO:0001946  // GO:0001974  // GO:0006355  // GO:0006468  // GO:0007165  // GO:0007178  // GO:0007368  // GO:0007368  // GO:0007389  // GO:0007498  // GO:0007507  // GO:0007507  // GO:0009749  // GO:0009791  // GO:0009791  // GO:0009952  // GO:0009952  // GO:0009952  // GO:0009966  // GO:0016310  // GO:0030073  // GO:0030324  // GO:0030501  // GO:0030509  // GO:0031016  // GO:0032147  // GO:0032927  // GO:0035265  // GO:0042475  // GO:0042475  // GO:0045669  // GO:0048617  // GO:0048705  // GO:0048705  // GO:0060021  // GO:0060021  // GO:0060836  // GO:0060840  // GO:0060841  // GO:0061298  // GO:0006355  // GO:0006468  // GO:0007165  // GO:0009952  // GO:0023014  // GO:0030501  // GO:0030509  // GO:0032927  // GO:0045669 skeletal system development  // skeletal system development  // gastrulation with mouth forming second  // kidney development  // kidney development  // lymphangiogenesis  // blood vessel remodeling  // regulation of transcription, DNA-templated  // protein phosphorylation  // signal transduction  // transmembrane receptor protein serine/threonine kinase signaling pathway  // determination of left/right symmetry  // determination of left/right symmetry  // pattern specification process  // mesoderm development  // heart development  // heart development  // response to glucose  // post-embryonic development  // post-embryonic development  // anterior/posterior pattern specification  // anterior/posterior pattern specification  // anterior/posterior pattern specification  // regulation of signal transduction  // phosphorylation  // insulin secretion  // lung development  // positive regulation of bone mineralization  // BMP signaling pathway  // pancreas development  // activation of protein kinase activity  /GO:0005623  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0016021  // GO:0043234  // GO:0005737  // GO:0005886  // GO:0043234 cell  // cytoplasm  // plasma membrane  // membrane  // integral component of membrane  // protein complex  // cytoplasm  // plasma membrane  // protein complex GO:0000166  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0004675  // GO:0004702  // GO:0004712  // GO:0005024  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019838  // GO:0019838  // GO:0019838  // GO:0034711  // GO:0046872  // GO:0048185  // GO:0048185  // GO:0048185  // GO:0050431  // GO:0004674  // GO:0019838  // GO:0034711  // GO:0048185 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // transmembrane receptor protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // protein serine/threonine/tyrosine kinase activity  // transforming growth factor beta-activated receptor activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // growth factor binding  // growth factor binding  // growth factor binding  // inhibin binding  // metal ion binding  // activin binding  // activin binding  // activin binding  // transforming growth factor beta binding  // protein serine/threonine kinase activity  // growth factor binding  // inhibin binding  // activin binding ○
17526130 354.3606 396.8731 0.8928814 -0.16346 0 main NM_007619 Cbl Casitas B-lineage lymphoma NM_007619 RefSeq Mus musculus Casitas B-lineage lymphoma (Cbl), mRNA. TRUE 12402 Mm.266871 P22682 chr9 GO:0007166  // GO:0014068  // GO:0023051  // GO:0043066  // GO:0006468  // GO:0014068  // GO:0016567  // GO:0043066  // GO:0045453 cell surface receptor signaling pathway  // positive regulation of phosphatidylinositol 3-kinase signaling  // regulation of signaling  // negative regulation of apoptotic process  // protein phosphorylation  // positive regulation of phosphatidylinositol 3-kinase signaling  // protein ubiquitination  // negative regulation of apoptotic process  // bone resorption GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0016600  // GO:0005737  // GO:0005886 nucleus  // cytoplasm  // plasma membrane  // membrane  // flotillin complex  // cytoplasm  // plasma membrane GO:0001784  // GO:0004842  // GO:0004871  // GO:0005509  // GO:0005515  // GO:0008270  // GO:0008766  // GO:0016874  // GO:0017124  // GO:0017124  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0046875  // GO:0046875  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0017124  // GO:0046875 phosphotyrosine binding  // ubiquitin-protein transferase activity  // signal transducer activity  // calcium ion binding  // protein binding  // zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // SH3 domain binding  // SH3 domain binding  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // ephrin receptor binding  // ephrin receptor binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // SH3 domain binding  // ephrin receptor binding ○
17528714 242.9754 249.4519 0.9740371 -0.037951 0 main NM_001253862 Tcf12 transcription factor 12 NM_001253862 RefSeq Mus musculus transcription factor 12 (Tcf12), transcript variant 2, mRNA. TRUE 21406 Mm.171615 Q61286 chr9 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007399  // GO:0010628  // GO:0030154  // GO:0045666  // GO:0045893  // GO:0045944 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // nervous system development  // positive regulation of gene expression  // cell differentiation  // positive regulation of neuron differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005667  // GO:0005634 nucleus  // transcription factor complex  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0035497  // GO:0044212  // GO:0046982  // GO:0046983  // GO:0070888  // GO:0071837  // GO:0003677 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // cAMP response element binding  // transcription regulatory region DNA binding  // protein heterodimerization activity  // protein dimerization activity  // E-box binding  // HMG box domain binding  // DNA binding ○
17529713 466.7708 529.5917 0.8813786 -0.182166 0 main NM_001114977 U2surp U2 snRNP-associated SURP domain containing NM_001114977 RefSeq Mus musculus U2 snRNP-associated SURP domain containing (U2surp), transcript variant 1, mRNA. TRUE 67958 Mm.292742 Q6NV83 chr9 GO:0006396  // GO:0008150 RNA processing  // biological_process GO:0005634  // GO:0005634 nucleus  // nucleus GO:0000166  // GO:0003676  // GO:0003723  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // poly(A) RNA binding ○
17530930 54.65099 59.80752 0.9137812 -0.130079 0 main NM_001042779 Sema3b sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3B NM_001042779 RefSeq Mus musculus sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3B (Sema3b), transcript variant 1, mRNA. TRUE 20347 Mm.4083 Q62177 chr9 GO:0007275  // GO:0007399  // GO:0030154 multicellular organismal development  // nervous system development  // cell differentiation GO:0005576  // GO:0016020 extracellular region  // membrane GO:0004872 receptor activity ○
17530955 979.2015 842.2397 1.1626162 0.2173749 0 main NM_008138 Gnai2 guanine nucleotide binding protein (G protein), alpha inhibiting 2 NM_008138 RefSeq Mus musculus guanine nucleotide binding protein (G protein), alpha inhibiting 2 (Gnai2), mRNA. TRUE 14678 Mm.196464 P08752 chr9 GO:0000186  // GO:0001973  // GO:0006184  // GO:0007049  // GO:0007165  // GO:0007186  // GO:0007188  // GO:0007193  // GO:0007193  // GO:0007213  // GO:0007214  // GO:0008016  // GO:0008283  // GO:0008284  // GO:0035556  // GO:0050805  // GO:0051301  // GO:0051924  // GO:0000186  // GO:0001973  // GO:0001973  // GO:0006184  // GO:0007186  // GO:0007193  // GO:0007214  // GO:0007214  // GO:0008284  // GO:0050805  // GO:0051301  // GO:0051301  // GO:0051924  // GO:0006184 activation of MAPKK activity  // adenosine receptor signaling pathway  // GTP catabolic process  // cell cycle  // signal transduction  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway  // G-protein coupled acetylcholine receptor signaling pathway  // gamma-aminobutyric acid signaling pathway  // regulation of heart contraction  // cell proliferation  // positive regulation of cell proliferation  // intracellular signal transduction  // negative regulation of synaptic transmission  // cell division  // regulation of calcium ion transport  // activation of MAPKK activity  // adenosine receptor signaling pathway  // adenosine receptor signaling pathway  // GTP catabolic process  // G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptGO:0005634  // GO:0005737  // GO:0005813  // GO:0005829  // GO:0005834  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0031234  // GO:0045121  // GO:0070062  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005813  // GO:0005813  // GO:0005815  // GO:0005829  // GO:0005834  // GO:0005886  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0030496  // GO:0045121 nucleus  // cytoplasm  // centrosome  // cytosol  // heterotrimeric G-protein complex  // cytoskeleton  // plasma membrane  // membrane  // midbody  // extrinsic component of cytoplasmic side of plasma membrane  // membrane raft  // extracellular vesicular exosome  // nucleus  // cytoplasm  // cytoplasm  // centrosome  // centrosome  // microtubule organizing center  // cytosol  // heterotrimeric G-protein complex  // plasma membrane  // plasma membrane  // membrane  // midbody  // midbody  // membrane raft GO:0000166  // GO:0001664  // GO:0003924  // GO:0004871  // GO:0005515  // GO:0005525  // GO:0019001  // GO:0031683  // GO:0046872  // GO:0001664  // GO:0003924  // GO:0003924  // GO:0004871  // GO:0004871  // GO:0005525  // GO:0005525  // GO:0031683  // GO:0031683 nucleotide binding  // G-protein coupled receptor binding  // GTPase activity  // signal transducer activity  // protein binding  // GTP binding  // guanyl nucleotide binding  // G-protein beta/gamma-subunit complex binding  // metal ion binding  // G-protein coupled receptor binding  // GTPase activity  // GTPase activity  // signal transducer activity  // signal transducer activity  // GTP binding  // GTP binding  // G-protein beta/gamma-subunit complex binding  // G-protein beta/gamma-subunit complex binding ○
17531734 32.60688 28.00312 1.1644017 0.2195888 0 main NM_016853 Stac src homology three (SH3) and cysteine rich domain NM_016853 RefSeq Mus musculus src homology three (SH3) and cysteine rich domain (Stac), mRNA. TRUE 20840 Mm.1414 P97306 chr9 GO:0034605  // GO:0035556 cellular response to heat  // intracellular signal transduction GO:0005737  // GO:0005575 cytoplasm  // cellular_component GO:0046872  // GO:0003674 metal ion binding  // molecular_function ○
17533416 664.2457 858.501 0.7737273 -0.370103 0 main NM_010028 Ddx3x DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 3, X-linked NM_010028 RefSeq Mus musculus DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 3, X-linked (Ddx3x), mRNA. TRUE 13205 Mm.289662 Q62167 chrX GO:0002376  // GO:0006200  // GO:0006351  // GO:0006355  // GO:0006417  // GO:0006915  // GO:0007059  // GO:0008625  // GO:0009615  // GO:0010501  // GO:0017148  // GO:0030307  // GO:0030308  // GO:0031333  // GO:0032508  // GO:0034063  // GO:0035556  // GO:0042254  // GO:0042256  // GO:0043065  // GO:0043066  // GO:0043154  // GO:0043280  // GO:0045087  // GO:0045727  // GO:0045944  // GO:0045948  // GO:0071243  // GO:0071470  // GO:0097193  // GO:1900087  // GO:2001243  // GO:0006200  // GO:0006200  // GO:0007059  // GO:0007059  // GO:0008625  // GO:0009615  // GO:0010501  // GO:0017148  // GO:0030307  // GO:0031333  // GO:0032508  // GO:0034063  // GO:0035556  // GO:0042256  // GO:0043065  // GO:0043066  // GO:0043154  // GO:0043280  // GO:0045087  // GO:0045087  // GO:0045727  // GO:0045944  // GO:0045948  // GO:0071243  // GO:0071470  // GO:0097193  // GO:1900087  // GO:2001243  // GO:0008152 immune system process  // ATP catabolic process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of translation  // apoptotic process  // chromosome segregation  // extrinsic apoptotic signaling pathway via death domain receptors  // response to virus  // RNA secondary structure unwinding  // negative regulation of translation  // positive regulation of cell growth  // negative regulation of cell growth  // negative regulation of protein complex assembly  // DNA duplex unwinding  // stress granule assembly  // intracellular signal transduction  // ribosome biogenesis  // mature ribosome assembly  // positive regulation of apoptotic process  // negative regulation of apoptotic process  // negative regulation of cysteine-type endopeptidase activity involved in apoptotic process  // positive regulation of cysteine-type endopeptidase activity involved in apoptotic process  // innate immune response  // positive regulation of translation  // positive regulation of tranGO:0005634  // GO:0005737  // GO:0005739  // GO:0005741  // GO:0005852  // GO:0010494  // GO:0016020  // GO:0022627  // GO:0070062  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005852  // GO:0010494  // GO:0016607  // GO:0022627 nucleus  // cytoplasm  // mitochondrion  // mitochondrial outer membrane  // eukaryotic translation initiation factor 3 complex  // cytoplasmic stress granule  // membrane  // cytosolic small ribosomal subunit  // extracellular vesicular exosome  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // eukaryotic translation initiation factor 3 complex  // cytoplasmic stress granule  // nuclear speck  // cytosolic small ribosomal subunit GO:0000166  // GO:0003676  // GO:0003677  // GO:0003723  // GO:0004003  // GO:0004004  // GO:0004386  // GO:0005515  // GO:0005524  // GO:0008026  // GO:0008134  // GO:0008143  // GO:0008190  // GO:0016787  // GO:0016887  // GO:0031369  // GO:0035613  // GO:0043024  // GO:0044822  // GO:0048027  // GO:0003677  // GO:0003677  // GO:0003723  // GO:0003723  // GO:0004003  // GO:0004004  // GO:0008134  // GO:0008143  // GO:0008190  // GO:0016887  // GO:0031369  // GO:0035613  // GO:0043024  // GO:0048027 nucleotide binding  // nucleic acid binding  // DNA binding  // RNA binding  // ATP-dependent DNA helicase activity  // ATP-dependent RNA helicase activity  // helicase activity  // protein binding  // ATP binding  // ATP-dependent helicase activity  // transcription factor binding  // poly(A) binding  // eukaryotic initiation factor 4E binding  // hydrolase activity  // ATPase activity  // translation initiation factor binding  // RNA stem-loop binding  // ribosomal small subunit binding  // poly(A) RNA binding  // mRNA 5'-UTR binding  // DNA binding  // DNA binding  // RNA binding  // RNA binding  // ATP-dependent DNA helicase activity  // ATP-dependent RNA helicase activity  // transcription factor binding  // poly(A) binding  // eukaryotic initiation factor 4E binding  // ATPase activity  // translation initiation factor binding  // RNA stem-loop binding  // ribosomal small subunit binding  // mRNA 5'-UTR binding ○
17535208 564.8925 546.4041 1.0338365 0.048008 0 main NM_001290424 Fmr1 fragile X mental retardation syndrome 1 NM_001290424 RefSeq Mus musculus fragile X mental retardation syndrome 1 (Fmr1), transcript variant 2, mRNA. TRUE 14265 Mm.3451 P35922 chrX GO:0006810  // GO:0007417  // GO:0045947  // GO:0051028 transport  // central nervous system development  // negative regulation of translational initiation  // mRNA transport GO:0005634  // GO:0005737  // GO:0005844  // GO:0005845  // GO:0005874  // GO:0010494  // GO:0030425  // GO:0043005  // GO:0043197  // GO:0043198  // GO:0044297  // GO:0045202  // GO:0071598  // GO:0071598  // GO:0005634  // GO:0005730  // GO:0005737  // GO:0005874  // GO:0044297  // GO:0071598  // GO:0030425  // GO:0043005  // GO:0043197  // GO:0043198  // GO:0045202 nucleus  // cytoplasm  // polysome  // mRNA cap binding complex  // microtubule  // cytoplasmic stress granule  // dendrite  // neuron projection  // dendritic spine  // dendritic shaft  // cell body  // synapse  // neuronal ribonucleoprotein granule  // neuronal ribonucleoprotein granule  // nucleus  // nucleolus  // cytoplasm  // microtubule  // cell body  // neuronal ribonucleoprotein granule  // dendrite  // neuron projection  // dendritic spine  // dendritic shaft  // synapse GO:0003723  // GO:0005515  // GO:0008017  // GO:0044822  // GO:0003723 RNA binding  // protein binding  // microtubule binding  // poly(A) RNA binding  // RNA binding ○
17535241 106.2006 151.5649 0.7006939 -0.513144 0 main ENSMUST00000096420 Styx serine/threonine/tyrosine interaction protein ENSMUST00000096420 ENSEMBL havana:known chromosome:GRCm38:X:68821093:68825318:1 gene:ENSMUSG00000071748 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 56291 Mm.202561  // Mm.434636 Q60969 chrX GO:0006470  // GO:0007283  // GO:0016311  // GO:0045204  // GO:0070372 protein dephosphorylation  // spermatogenesis  // dephosphorylation  // MAPK export from nucleus  // regulation of ERK1 and ERK2 cascade GO:0005737  // GO:0005634 cytoplasm  // nucleus GO:0004721  // GO:0005515  // GO:0008138  // GO:0016787  // GO:0016791 phosphoprotein phosphatase activity  // protein binding  // protein tyrosine/serine/threonine phosphatase activity  // hydrolase activity  // phosphatase activity ○
17538018 15.7973 16.62154 0.9504113 -0.073376 0 main NM_013724 Nrk Nik related kinase NM_013724 RefSeq Mus musculus Nik related kinase (Nrk), mRNA. TRUE 27206 Mm.482319 Q9R0G8 chrX GO:0006468  // GO:0007256  // GO:0007567  // GO:0008285  // GO:0016310  // GO:0023014  // GO:0035556  // GO:0060721  // GO:0006468  // GO:0006468  // GO:0006468 protein phosphorylation  // activation of JNKK activity  // parturition  // negative regulation of cell proliferation  // phosphorylation  // signal transduction by phosphorylation  // intracellular signal transduction  // regulation of spongiotrophoblast cell proliferation  // protein phosphorylation  // protein phosphorylation  // protein phosphorylation GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0000166  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0004702  // GO:0005083  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672  // GO:0004672  // GO:0004702 nucleotide binding  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // small GTPase regulator activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity  // protein kinase activity  // receptor signaling protein serine/threonine kinase activity ○
17538395 11.10096 10.32762 1.0748808 0.1041766 0 main NM_001033795 Zcchc16 zinc finger, CCHC domain containing 16 NM_001033795 RefSeq Mus musculus zinc finger, CCHC domain containing 16 (Zcchc16), mRNA. TRUE 619287 Mm.387961 Q3URY0 chrX GO:0008150 biological_process GO:0005575 cellular_component GO:0003676  // GO:0008270  // GO:0046872  // GO:0003674 nucleic acid binding  // zinc ion binding  // metal ion binding  // molecular_function ○
17538658 27.22501 22.67239 1.2008002 0.2639961 0 main NM_001271678 Wnk3 WNK lysine deficient protein kinase 3 NM_001271678 RefSeq Mus musculus WNK lysine deficient protein kinase 3 (Wnk3), transcript variant 1, mRNA. TRUE 279561 Mm.441474 Q80XP9 chrX GO:0006468  // GO:0010765  // GO:0010800  // GO:0016310  // GO:0032414  // GO:0043066  // GO:0046777  // GO:0051928  // GO:0090004  // GO:2000021  // GO:2000651  // GO:2000682  // GO:2000688  // GO:0010765  // GO:0010800  // GO:0032414  // GO:0046777  // GO:0090004  // GO:2000651  // GO:2000682  // GO:2000688 protein phosphorylation  // positive regulation of sodium ion transport  // positive regulation of peptidyl-threonine phosphorylation  // phosphorylation  // positive regulation of ion transmembrane transporter activity  // negative regulation of apoptotic process  // protein autophosphorylation  // positive regulation of calcium ion transport  // positive regulation of establishment of protein localization to plasma membrane  // regulation of ion homeostasis  // positive regulation of sodium ion transmembrane transporter activity  // positive regulation of rubidium ion transport  // positive regulation of rubidium ion transmembrane transporter activity  // positive regulation of sodium ion transport  // positive regulation of peptidyl-threonine phosphorylation  // positive regulation of ion transmembrane transporter activity  // protein autophosphorylation  // positive regulation of establishment of protein localization to plasma membrane  // positive regulation of sodium ion transmembrane transporter activiGO:0005737  // GO:0005912  // GO:0005923  // GO:0005737 cytoplasm  // adherens junction  // tight junction  // cytoplasm GO:0000166  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019869  // GO:0004672  // GO:0004672  // GO:0004674 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // chloride channel inhibitor activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity ○
17539828 28.17557 25.36139 1.1109632 0.151811 0 main NM_019461 Usp27x ubiquitin specific peptidase 27, X chromosome NM_019461 RefSeq Mus musculus ubiquitin specific peptidase 27, X chromosome (Usp27x), mRNA. TRUE 54651 Mm.483107  // Mm.491689 Q8CEG8 chrX GO:0006508  // GO:0006511 proteolysis  // ubiquitin-dependent protein catabolic process GO:0005575 cellular_component GO:0008233  // GO:0008234  // GO:0016787  // GO:0036459  // GO:0046872  // GO:0008270 peptidase activity  // cysteine-type peptidase activity  // hydrolase activity  // ubiquitinyl hydrolase activity  // metal ion binding  // zinc ion binding ○
17541343 22.6035 20.20307 1.1188151 0.1619716 0 main NM_001290708 Smarca1 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 NM_001290708 RefSeq Mus musculus SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 (Smarca1), transcript variant 2, mRNA. TRUE 93761 Mm.229151 Q6PGB8 chrX GO:0000733  // GO:0006200  // GO:0006338  // GO:0006351  // GO:0006355  // GO:0007420  // GO:0007420  // GO:0016568  // GO:0030182  // GO:0043044  // GO:0045893  // GO:2000177  // GO:2000177  // GO:0000733  // GO:0006200  // GO:0006200  // GO:0006338  // GO:0006338  // GO:0006351  // GO:0006351  // GO:0006355  // GO:0007420  // GO:0007420  // GO:0043044  // GO:0045893  // GO:0045893  // GO:0008152 DNA strand renaturation  // ATP catabolic process  // chromatin remodeling  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // brain development  // brain development  // chromatin modification  // neuron differentiation  // ATP-dependent chromatin remodeling  // positive regulation of transcription, DNA-templated  // regulation of neural precursor cell proliferation  // regulation of neural precursor cell proliferation  // DNA strand renaturation  // ATP catabolic process  // ATP catabolic process  // chromatin remodeling  // chromatin remodeling  // transcription, DNA-templated  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // brain development  // brain development  // ATP-dependent chromatin remodeling  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // metabolic process GO:0000790  // GO:0005634  // GO:0016589  // GO:0090537  // GO:0005634  // GO:0005634  // GO:0016589  // GO:0090537 nuclear chromatin  // nucleus  // NURF complex  // CERF complex  // nucleus  // nucleus  // NURF complex  // CERF complex GO:0000166  // GO:0003676  // GO:0003677  // GO:0003682  // GO:0004386  // GO:0005524  // GO:0008094  // GO:0016787  // GO:0016817  // GO:0016818  // GO:0031491  // GO:0036310  // GO:0070615  // GO:0008094  // GO:0008094  // GO:0036310  // GO:0036310  // GO:0070615 nucleotide binding  // nucleic acid binding  // DNA binding  // chromatin binding  // helicase activity  // ATP binding  // DNA-dependent ATPase activity  // hydrolase activity  // hydrolase activity, acting on acid anhydrides  // hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides  // nucleosome binding  // annealing helicase activity  // nucleosome-dependent ATPase activity  // DNA-dependent ATPase activity  // DNA-dependent ATPase activity  // annealing helicase activity  // annealing helicase activity  // nucleosome-dependent ATPase activity ○
17543840 13.13452 12.28752 1.0689317 0.0961697 0 main NM_001077354 C77370 expressed sequence C77370 NM_001077354 RefSeq Mus musculus expressed sequence C77370 (C77370), mRNA. TRUE 245555 Mm.381907 Q5DTT1 chrX GO:0000084  // GO:0006287  // GO:0006297  // GO:0007275  // GO:0007346  // GO:0007399  // GO:0043137  // GO:0045004  // GO:0090305  // GO:0006287  // GO:0006297  // GO:0007346  // GO:0043137  // GO:0045004  // GO:0090305 mitotic S phase  // base-excision repair, gap-filling  // nucleotide-excision repair, DNA gap filling  // multicellular organismal development  // regulation of mitotic cell cycle  // nervous system development  // DNA replication, removal of RNA primer  // DNA replication proofreading  // nucleic acid phosphodiester bond hydrolysis  // base-excision repair, gap-filling  // nucleotide-excision repair, DNA gap filling  // regulation of mitotic cell cycle  // DNA replication, removal of RNA primer  // DNA replication proofreading  // nucleic acid phosphodiester bond hydrolysis GO:0005634  // GO:0043625  // GO:0005634  // GO:0043625 nucleus  // delta DNA polymerase complex  // nucleus  // delta DNA polymerase complex GO:0003887  // GO:0008408  // GO:0003887  // GO:0008408 DNA-directed DNA polymerase activity  // 3'-5' exonuclease activity  // DNA-directed DNA polymerase activity  // 3'-5' exonuclease activity ○
17544102 52.66202 66.44284 0.7925913 -0.335351 0 main ENSMUST00000150434 Brwd3 bromodomain and WD repeat domain containing 3 ENSMUST00000150434 ENSEMBL ensembl_havana_transcript:novel chromosome:GRCm38:X:108737016:108834348:-1 gene:ENSMUSG00000063663 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 382236 Mm.426127  // Mm.100112  // Mm.404226  // Mm.404234  // Mm.413432 A2AHJ4 chrX GO:0007010  // GO:0008360  // GO:0007010  // GO:0008360  // GO:0007010  // GO:0008360  // GO:0008150 cytoskeleton organization  // regulation of cell shape  // cytoskeleton organization  // regulation of cell shape  // cytoskeleton organization  // regulation of cell shape  // biological_process GO:0005575 cellular_component GO:0005515  // GO:0003674 protein binding  // molecular_function ○
17544939 251.5343 267.6529 0.939778 -0.089608 0 main NM_001077364 Tsc22d3 TSC22 domain family, member 3 NM_001077364 RefSeq Mus musculus TSC22 domain family, member 3 (Tsc22d3), transcript variant 1, mRNA. TRUE 14605 Mm.22216 Q9Z2S7 chrX GO:0000122  // GO:0006355  // GO:0006970  // GO:0048642  // GO:0070236  // GO:0007589 negative regulation of transcription from RNA polymerase II promoter  // regulation of transcription, DNA-templated  // response to osmotic stress  // negative regulation of skeletal muscle tissue development  // negative regulation of activation-induced cell death of T cells  // body fluid secretion GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003700  // GO:0043426 sequence-specific DNA binding transcription factor activity  // MRF binding ○
17545078 69.16832 93.64679 0.7386086 -0.437118 0 main NM_019496 Ammecr1 Alport syndrome, mental retardation, midface hypoplasia and elliptocytosis chromosomal region gene 1 NM_019496 RefSeq Mus musculus Alport syndrome, mental retardation, midface hypoplasia and elliptocytosis chromosomal region gene 1 (Ammecr1), mRNA. TRUE 56068 Mm.143724 Q9JHT5 chrX GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17545618 50.85996 41.40395 1.2283842 0.2967619 0 main XM_006528794 Ptchd1 patched domain containing 1 XM_006528794 RefSeq PREDICTED: Mus musculus patched domain containing 1 (Ptchd1), transcript variant X2, mRNA. TRUE 211612 Mm.218811 Q14B62 chrX GO:0007224  // GO:0050890  // GO:0007224  // GO:0050890 smoothened signaling pathway  // cognition  // smoothened signaling pathway  // cognition GO:0005886  // GO:0016020  // GO:0016021  // GO:0005886 plasma membrane  // membrane  // integral component of membrane  // plasma membrane GO:0008158  // GO:0003674 hedgehog receptor activity  // molecular_function ○
17545629 13.46382 15.85833 0.8490062 -0.236153 0 main NM_011077 Phex phosphate regulating endopeptidase homolog, X-linked NM_011077 RefSeq Mus musculus phosphate regulating endopeptidase homolog, X-linked (Phex), mRNA. TRUE 18675 Mm.2529 P70669 chrX GO:0006508  // GO:0019637  // GO:0030282  // GO:0031214  // GO:0006508 proteolysis  // organophosphate metabolic process  // bone mineralization  // biomineral tissue development  // proteolysis GO:0005783  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0048471 endoplasmic reticulum  // Golgi apparatus  // membrane  // integral component of membrane  // perinuclear region of cytoplasm GO:0004222  // GO:0008233  // GO:0008237  // GO:0016787  // GO:0046872 metalloendopeptidase activity  // peptidase activity  // metallopeptidase activity  // hydrolase activity  // metal ion binding ○
17546834 749.3524 1081.035 0.6931805 -0.528697 0 main NM_012008 Ddx3y DEAD (Asp-Glu-Ala-Asp) box polypeptide 3, Y-linked NM_012008 RefSeq Mus musculus DEAD (Asp-Glu-Ala-Asp) box polypeptide 3, Y-linked (Ddx3y), mRNA. TRUE 26900 Mm.302938 Q62095 chrY GO:0006200  // GO:0008152 ATP catabolic process  // metabolic process GO:0005634  // GO:0005737 nucleus  // cytoplasm GO:0000166  // GO:0003676  // GO:0003723  // GO:0004386  // GO:0005524  // GO:0008026  // GO:0016787 nucleotide binding  // nucleic acid binding  // RNA binding  // helicase activity  // ATP binding  // ATP-dependent helicase activity  // hydrolase activity ○
17547616 663.494 810.2198 0.8189062 -0.28823 0 main --- --- --- X91866 GenBank M.musculus mRNA for H3.3A variant histone. TRUE --- --- P84244 chr11 GO:0006334  // GO:0007420  // GO:0009725 nucleosome assembly  // brain development  // response to hormone GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0003677  // GO:0046982 DNA binding  // protein heterodimerization activity ○
17547837 95.57313 88.08841 1.0849683 0.1176529 0 main ENSMUST00000183695 Gm21464 predicted gene, 21464 ENSMUST00000183695 ENSEMBL havana:known chromosome:GRCm38:14:69365102:69503236:-1 gene:ENSMUSG00000093954 gene_biotype:protein_coding transcript_biotype:nonsense_mediated_decay TRUE 100862085 Mm.291443  // Mm.441111 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17547846 99.60606 94.7348 1.05142 0.072339 0 main ENSMUST00000183695 Gm21464 predicted gene, 21464 ENSMUST00000183695 ENSEMBL havana:known chromosome:GRCm38:14:69365102:69503236:-1 gene:ENSMUSG00000093954 gene_biotype:protein_coding transcript_biotype:nonsense_mediated_decay TRUE 100862085 Mm.291443  // Mm.441111 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17548283 1204.558 1613.575 0.746515 -0.421757 0 main NM_008211 H3f3b H3 histone, family 3B NM_008211 RefSeq Mus musculus H3 histone, family 3B (H3f3b), mRNA. TRUE 15081 Mm.371563 P84244 chr3 GO:0001649  // GO:0006997  // GO:0042692  // GO:0090230  // GO:1902340  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // nucleus organization  // muscle cell differentiation  // regulation of centromere complex assembly  // negative regulation of chromosome condensation  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0005634  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nuclear chromosome  // nuclear nucleosome  // nucleus  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○
17548518 1303.143 1200.466 1.085531 0.1184009 0 main NM_001081019 Gm12657 predicted gene 12657 NM_001081019 RefSeq Mus musculus predicted gene 12657 (Gm12657), mRNA. TRUE 667250 Mm.449778 P84244 chr6 --- --- --- --- --- --- ○
17548946 1054.596 1431.395 0.736761 -0.440731 0 main NM_008211 H3f3b H3 histone, family 3B NM_008211 RefSeq Mus musculus H3 histone, family 3B (H3f3b), mRNA. TRUE 15081 Mm.371563 P84244 chr1 GO:0001649  // GO:0006997  // GO:0042692  // GO:0090230  // GO:1902340  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // nucleus organization  // muscle cell differentiation  // regulation of centromere complex assembly  // negative regulation of chromosome condensation  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0005634  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nuclear chromosome  // nuclear nucleosome  // nucleus  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○



Supplementary Table 4. The comparison of global mRNA expression in Mir221/222AdipoKO and Mir221/222flox/y mice fed with high fat-high sucrose (HFHS) chow.

Test 2Up

Control 2Down

Feature ID Keyword
Probe Set IDExpression value {HFHS AdipoKO 384}Expression value {HFHS flox/y 388}Ratio Log2Ratio 解析対象 Flagcategory Ratio flag Gene AccessionGene SymbolGene DescriptionmRNA AccessionmRNA  SourcemRna - DescriptionmRNA - xhybEntrezGene IDUniGene ID SwissProt accessionChromosomeGO Biological Process IDGO Biological Process TermGO Cellular Component IDGO Cellular Component TermGO Molecular Function IDGO Molecular Function TermmiR221/222 target gene
17211066 13.61456 10.85042 1.2547496 0.3273995 0 main NM_177722 Mcmdc2 minichromosome maintenance domain containing 2 NM_177722 RefSeq Mus musculus minichromosome maintenance domain containing 2 (Mcmdc2), mRNA. FALSE 240697 Mm.259800 E9Q956 chr1 GO:0006260  // GO:0008150 DNA replication  // biological_process GO:0005575 cellular_component GO:0003677  // GO:0005524  // GO:0003674 DNA binding  // ATP binding  // molecular_function ○
17211305 51.30147 47.63595 1.0769486 0.1069494 0 main NM_053191 Pi15 peptidase inhibitor 15 NM_053191 RefSeq Mus musculus peptidase inhibitor 15 (Pi15), mRNA. FALSE 94227 Mm.442452 Q8BS03 chr1 GO:0010466 negative regulation of peptidase activity GO:0005576 extracellular region GO:0030414 peptidase inhibitor activity ○
17211548 27.61715 28.53265 0.967914 -0.047049 0 main NM_133235 Khdrbs2 KH domain containing, RNA binding, signal transduction associated 2 NM_133235 RefSeq Mus musculus KH domain containing, RNA binding, signal transduction associated 2 (Khdrbs2), mRNA. FALSE 170771 Mm.336594 Q9WU01 chr1 GO:0006351  // GO:0006355  // GO:0009967 transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of signal transduction GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003723  // GO:0005070  // GO:0008143  // GO:0008266  // GO:0017124  // GO:0042169  // GO:0046982  // GO:0017124 RNA binding  // SH3/SH2 adaptor activity  // poly(A) binding  // poly(U) RNA binding  // SH3 domain binding  // SH2 domain binding  // protein heterodimerization activity  // SH3 domain binding ○
17212947 68.2433 75.26522 0.9067043 -0.141296 0 main NM_001164566 Spats2l spermatogenesis associated, serine-rich 2-like NM_001164566 RefSeq Mus musculus spermatogenesis associated, serine-rich 2-like (Spats2l), transcript variant 2, mRNA. FALSE 67198 Mm.159989 Q91WJ7 chr1 GO:0008150 biological_process GO:0005634  // GO:0005730  // GO:0005737  // GO:0043234  // GO:0005634  // GO:0005730  // GO:0005737 nucleus  // nucleolus  // cytoplasm  // protein complex  // nucleus  // nucleolus  // cytoplasm GO:0044822 poly(A) RNA binding ○
17214841 646.7574 470.1974 1.3755019 0.4599581 0 main NM_010472 Agfg1 ArfGAP with FG repeats 1 NM_010472 RefSeq Mus musculus ArfGAP with FG repeats 1 (Agfg1), mRNA. FALSE 15463 Mm.433409 Q8K2K6 chr1 GO:0001675  // GO:0006810  // GO:0007275  // GO:0007283  // GO:0007289  // GO:0030154  // GO:0032312  // GO:0045109  // GO:0043547 acrosome assembly  // transport  // multicellular organismal development  // spermatogenesis  // spermatid nucleus differentiation  // cell differentiation  // regulation of ARF GTPase activity  // intermediate filament organization  // positive regulation of GTPase activity GO:0005634  // GO:0016023  // GO:0031410  // GO:0042995  // GO:0043025  // GO:0043231  // GO:0016023 nucleus  // cytoplasmic membrane-bounded vesicle  // cytoplasmic vesicle  // cell projection  // neuronal cell body  // intracellular membrane-bounded organelle  // cytoplasmic membrane-bounded vesicle GO:0003677  // GO:0008060  // GO:0008270  // GO:0046872 DNA binding  // ARF GTPase activator activity  // zinc ion binding  // metal ion binding ○
17215565 94.51138 90.34522 1.0461138 0.0650398 0 main NM_133816 Sh3bp4 SH3-domain binding protein 4 NM_133816 RefSeq Mus musculus SH3-domain binding protein 4 (Sh3bp4), mRNA. FALSE 98402 Mm.170983 Q921I6 chr1 GO:0006897  // GO:0008285  // GO:0010508  // GO:0030308  // GO:0032007  // GO:0034260  // GO:0050790  // GO:0061462  // GO:0071230  // GO:0008285  // GO:0008285  // GO:0010508  // GO:0010508  // GO:0030308  // GO:0030308  // GO:0032007  // GO:0032007  // GO:0034260  // GO:0034260  // GO:0050790  // GO:0050790  // GO:0061462  // GO:0061462  // GO:0071230  // GO:0071230 endocytosis  // negative regulation of cell proliferation  // positive regulation of autophagy  // negative regulation of cell growth  // negative regulation of TOR signaling  // negative regulation of GTPase activity  // regulation of catalytic activity  // protein localization to lysosome  // cellular response to amino acid stimulus  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // positive regulation of autophagy  // positive regulation of autophagy  // negative regulation of cell growth  // negative regulation of cell growth  // negative regulation of TOR signaling  // negative regulation of TOR signaling  // negative regulation of GTPase activity  // negative regulation of GTPase activity  // regulation of catalytic activity  // regulation of catalytic activity  // protein localization to lysosome  // protein localization to lysosome  // cellular response to amino acid stimulus  // cellular response to amino acid stimulus GO:0005634  // GO:0005737  // GO:0005905  // GO:0016020  // GO:0031410  // GO:0070062  // GO:0005737  // GO:0005737  // GO:0030136 nucleus  // cytoplasm  // coated pit  // membrane  // cytoplasmic vesicle  // extracellular vesicular exosome  // cytoplasm  // cytoplasm  // clathrin-coated vesicle GO:0005092  // GO:0017016  // GO:0042802  // GO:0005092  // GO:0005092  // GO:0017016  // GO:0042802 GDP-dissociation inhibitor activity  // Ras GTPase binding  // identical protein binding  // GDP-dissociation inhibitor activity  // GDP-dissociation inhibitor activity  // Ras GTPase binding  // identical protein binding ○
17216888 27.64335 24.47034 1.1296676 0.1758983 0 main NM_172485 Thsd7b thrombospondin, type I, domain containing 7B NM_172485 RefSeq Mus musculus thrombospondin, type I, domain containing 7B (Thsd7b), mRNA. FALSE 210417 Mm.380518 Q6P4U0 chr1 GO:0008150 biological_process GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003674 molecular_function ○
17217291 41.8703 51.58801 0.8116285 -0.301109 0 main NM_001160268 Plekha6 pleckstrin homology domain containing, family A member 6 NM_001160268 RefSeq Mus musculus pleckstrin homology domain containing, family A member 6 (Plekha6), transcript variant 2, mRNA. FALSE 240753 Mm.253559 Q7TQG1 chr1 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17217854 97.77634 92.4662 1.0574279 0.0805593 0 main ENSMUST00000070283 Dennd1b DENN/MADD domain containing 1B ENSMUST00000070283 ENSEMBL havana:known chromosome:GRCm38:1:138963436:139063719:1 gene:ENSMUSG00000056268 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 329260 Mm.337604  // Mm.475093  // Mm.394252  // Mm.474921 Q3U1T9 chr1 GO:0006810  // GO:0015031  // GO:0032313  // GO:0008150  // GO:0032851  // GO:0043547  // GO:0032851 transport  // protein transport  // regulation of Rab GTPase activity  // biological_process  // positive regulation of Rab GTPase activity  // positive regulation of GTPase activity  // positive regulation of Rab GTPase activity GO:0005737  // GO:0031410  // GO:0005575  // GO:0005829  // GO:0030136 cytoplasm  // cytoplasmic vesicle  // cellular_component  // cytosol  // clathrin-coated vesicle GO:0005085  // GO:0017112  // GO:0017112  // GO:0017112 guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity ○
17217901 197.4886 215.3279 0.9171529 -0.124766 0 main NM_172643 Zbtb41 zinc finger and BTB domain containing 41 homolog NM_172643 RefSeq Mus musculus zinc finger and BTB domain containing 41 homolog (Zbtb41), mRNA. FALSE 226470 Mm.119711 Q811F1 chr1 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17220177 38.61103 25.35535 1.5227962 0.6067229 0 main ENSMUST00000181811 Gm17275 predicted gene, 17275 ENSMUST00000181811 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:1:180802568:180809483:1 gene:ENSMUSG00000097347 gene_biotype:lincRNA transcript_biotype:lincRNA FALSE --- Mm.322735  // Mm.427935 P84244 chr1 GO:0006334  // GO:0007420  // GO:0009725 nucleosome assembly  // brain development  // response to hormone GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0003677  // GO:0046982 DNA binding  // protein heterodimerization activity ○
17220373 233.1286 197.5178 1.1802916 0.2391433 0 main NM_173378 Trp53bp2 transformation related protein 53 binding protein 2 NM_173378 RefSeq Mus musculus transformation related protein 53 binding protein 2 (Trp53bp2), mRNA. FALSE 209456 Mm.287450 Q8CG79 chr1 GO:0006915  // GO:0007049  // GO:0007417  // GO:0007507  // GO:0009792  // GO:0010212  // GO:0045786  // GO:0072332  // GO:0072332  // GO:0072332 apoptotic process  // cell cycle  // central nervous system development  // heart development  // embryo development ending in birth or egg hatching  // response to ionizing radiation  // negative regulation of cell cycle  // intrinsic apoptotic signaling pathway by p53 class mediator  // intrinsic apoptotic signaling pathway by p53 class mediator  // intrinsic apoptotic signaling pathway by p53 class mediator GO:0005634  // GO:0005737  // GO:0048471  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0048471 nucleus  // cytoplasm  // perinuclear region of cytoplasm  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // perinuclear region of cytoplasm GO:0008134  // GO:0017124  // GO:0042802  // GO:0051059  // GO:0042802  // GO:0051059 transcription factor binding  // SH3 domain binding  // identical protein binding  // NF-kappaB binding  // identical protein binding  // NF-kappaB binding ○
17220489 275.2593 256.9431 1.071285 0.0993424 0 main NM_001163754 Rab3gap2 RAB3 GTPase activating protein subunit 2 NM_001163754 RefSeq Mus musculus RAB3 GTPase activating protein subunit 2 (Rab3gap2), mRNA. FALSE 98732 Mm.275841 Q8BMG7 chr1 GO:0043087  // GO:0008150  // GO:0043087  // GO:0043087  // GO:0043547 regulation of GTPase activity  // biological_process  // regulation of GTPase activity  // regulation of GTPase activity  // positive regulation of GTPase activity GO:0005737  // GO:0005886  // GO:0005737  // GO:0005886 cytoplasm  // plasma membrane  // cytoplasm  // plasma membrane GO:0005096  // GO:0030234  // GO:0046982  // GO:0003674  // GO:0030234  // GO:0046982 GTPase activator activity  // enzyme regulator activity  // protein heterodimerization activity  // molecular_function  // enzyme regulator activity  // protein heterodimerization activity ○
17221158 17.12076 15.44752 1.1083177 0.1483715 0 main NM_001290397 Mybl1 myeloblastosis oncogene-like 1 NM_001290397 RefSeq Mus musculus myeloblastosis oncogene-like 1 (Mybl1), transcript variant 2, mRNA. FALSE 17864 Mm.479 P51960 chr1 GO:0006351  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634 nucleus GO:0003677  // GO:0003682 DNA binding  // chromatin binding ○
17222440 135.0569 128.7281 1.0491641 0.0692403 0 main NM_019570 Rev1 REV1 homolog (S. cerevisiae) NM_019570 RefSeq Mus musculus REV1 homolog (S. cerevisiae) (Rev1), mRNA. FALSE 56210 Mm.389103 Q920Q2 chr1 GO:0006260  // GO:0006281  // GO:0006974  // GO:0009411  // GO:0042276  // GO:0006261  // GO:0009411 DNA replication  // DNA repair  // cellular response to DNA damage stimulus  // response to UV  // error-prone translesion synthesis  // DNA-dependent DNA replication  // response to UV GO:0005634 nucleus GO:0000287  // GO:0003677  // GO:0003684  // GO:0003720  // GO:0003724  // GO:0003887  // GO:0003896  // GO:0004779  // GO:0008192  // GO:0008193  // GO:0008905  // GO:0016740  // GO:0016779  // GO:0017125  // GO:0033677  // GO:0043338  // GO:0043814  // GO:0043910  // GO:0046872  // GO:0052630 magnesium ion binding  // DNA binding  // damaged DNA binding  // telomerase activity  // RNA helicase activity  // DNA-directed DNA polymerase activity  // DNA primase activity  // sulfate adenylyltransferase activity  // RNA guanylyltransferase activity  // tRNA guanylyltransferase activity  // mannose-phosphate guanylyltransferase activity  // transferase activity  // nucleotidyltransferase activity  // deoxycytidyl transferase activity  // DNA/RNA helicase activity  // CTP:2,3-di-O-geranylgeranyl-sn-glycero-1-phosphate cytidyltransferase activity  // phospholactate guanylyltransferase activity  // ATP:coenzyme F420 adenylyltransferase activity  // metal ion binding  // UDP-N-acetylgalactosamine diphosphorylase activity ○
17223138 68.90113 81.77136 0.8426071 -0.247068 0 main NM_001163314 Pgap1 post-GPI attachment to proteins 1 NM_001163314 RefSeq Mus musculus post-GPI attachment to proteins 1 (Pgap1), mRNA. FALSE 241062 Mm.103539 Q3UUQ7 chr1 GO:0006505  // GO:0006506  // GO:0006810  // GO:0006886  // GO:0007605  // GO:0009880  // GO:0009880  // GO:0009948  // GO:0009948  // GO:0015031  // GO:0015798  // GO:0021871  // GO:0021871  // GO:0060322  // GO:0060322  // GO:0090305  // GO:0006506  // GO:0015798  // GO:0015798  // GO:0090305 GPI anchor metabolic process  // GPI anchor biosynthetic process  // transport  // intracellular protein transport  // sensory perception of sound  // embryonic pattern specification  // embryonic pattern specification  // anterior/posterior axis specification  // anterior/posterior axis specification  // protein transport  // myo-inositol transport  // forebrain regionalization  // forebrain regionalization  // head development  // head development  // nucleic acid phosphodiester bond hydrolysis  // GPI anchor biosynthetic process  // myo-inositol transport  // myo-inositol transport  // nucleic acid phosphodiester bond hydrolysis GO:0005783  // GO:0016020  // GO:0016021  // GO:0005783  // GO:0005783  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // endoplasmic reticulum  // endoplasmic reticulum  // endoplasmic reticulum membrane GO:0004518  // GO:0016787  // GO:0016788  // GO:0042578  // GO:0043765  // GO:0044824  // GO:0004518  // GO:0004518  // GO:0042578  // GO:0042578 nuclease activity  // hydrolase activity  // hydrolase activity, acting on ester bonds  // phosphoric ester hydrolase activity  // T/G mismatch-specific endonuclease activity  // retroviral 3' processing activity  // nuclease activity  // nuclease activity  // phosphoric ester hydrolase activity  // phosphoric ester hydrolase activity ○
17223946 18.81731 15.54949 1.2101561 0.2751931 0 main NM_010154 Erbb4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) NM_010154 RefSeq Mus musculus v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) (Erbb4), mRNA. FALSE 13869 Mm.442420 Q61527 chr1 GO:0001755  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0006915  // GO:0007165  // GO:0007169  // GO:0007275  // GO:0007399  // GO:0007507  // GO:0007595  // GO:0007595  // GO:0008284  // GO:0008285  // GO:0009880  // GO:0010656  // GO:0016310  // GO:0016477  // GO:0018108  // GO:0021551  // GO:0021889  // GO:0030334  // GO:0030335  // GO:0032230  // GO:0042523  // GO:0042523  // GO:0043066  // GO:0043129  // GO:0043653  // GO:0045165  // GO:0045893  // GO:0045893  // GO:0046326  // GO:0046777  // GO:0050679  // GO:0060045  // GO:0060074  // GO:0060644  // GO:0060749  // GO:0061026  // GO:0070374  // GO:2000366  // GO:2000366  // GO:0007165  // GO:0007169  // GO:0007169  // GO:0007595  // GO:0008284  // GO:0008284  // GO:0008285  // GO:0008285  // GO:0016477  // GO:0016477  // GO:0018108  // GO:0018108  // GO:0023014  // GO:0043066  // GO:0043066  // GO:0043552  // GO:0043552  // GO:0043653  // GO:0043653  // GO:0046777  // GO:0046777  // GO:0070374  // GO:0070374 neural crest cell migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // apoptotic process  // signal transduction  // transmembrane receptor protein tyrosine kinase signaling pathway  // multicellular organismal development  // nervous system development  // heart development  // lactation  // lactation  // positive regulation of cell proliferation  // negative regulation of cell proliferation  // embryonic pattern specification  // negative regulation of muscle cell apoptotic process  // phosphorylation  // cell migration  // peptidyl-tyrosine phosphorylation  // central nervous system morphogenesis  // olfactory bulb interneuron differentiation  // regulation of cell migration  // positive regulation of cell migration  // positive regulation of synaptic transmission, GABAergic  // positive regulation of tyrosine phosphorylation of Stat5 protein  // positive regulation of tyrosine phosphorylation of Stat5 protein  // negative regulation of aGO:0005634  // GO:0005737  // GO:0005739  // GO:0005886  // GO:0005901  // GO:0014069  // GO:0016020  // GO:0016021  // GO:0016323  // GO:0043235  // GO:0045121  // GO:0005634  // GO:0005737  // GO:0005739  // GO:0005886  // GO:0016323  // GO:0043235 nucleus  // cytoplasm  // mitochondrion  // plasma membrane  // caveola  // postsynaptic density  // membrane  // integral component of membrane  // basolateral plasma membrane  // receptor complex  // membrane raft  // nucleus  // cytoplasm  // mitochondrion  // plasma membrane  // basolateral plasma membrane  // receptor complex GO:0000166  // GO:0004672  // GO:0004713  // GO:0004714  // GO:0004716  // GO:0005154  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0042803  // GO:0044212  // GO:0004713  // GO:0004714  // GO:0004714  // GO:0005154  // GO:0042803  // GO:0044212 nucleotide binding  // protein kinase activity  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // receptor signaling protein tyrosine kinase activity  // epidermal growth factor receptor binding  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein homodimerization activity  // transcription regulatory region DNA binding  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // epidermal growth factor receptor binding  // protein homodimerization activity  // transcription regulatory region DNA binding ○
17225373 35.51353 43.87009 0.8095158 -0.304869 0 main NM_010262 Gbx2 gastrulation brain homeobox 2 NM_010262 RefSeq Mus musculus gastrulation brain homeobox 2 (Gbx2), mRNA. FALSE 14472 Mm.204730 P48031 chr1 GO:0001569  // GO:0001569  // GO:0001755  // GO:0006351  // GO:0006355  // GO:0007411  // GO:0008283  // GO:0021549  // GO:0021555  // GO:0021568  // GO:0021794  // GO:0021884  // GO:0021930  // GO:0030902  // GO:0030917  // GO:0035239  // GO:0042472  // GO:0048483 patterning of blood vessels  // patterning of blood vessels  // neural crest cell migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // axon guidance  // cell proliferation  // cerebellum development  // midbrain-hindbrain boundary morphogenesis  // rhombomere 2 development  // thalamus development  // forebrain neuron development  // cerebellar granule cell precursor proliferation  // hindbrain development  // midbrain-hindbrain boundary development  // tube morphogenesis  // inner ear morphogenesis  // autonomic nervous system development GO:0005634 nucleus GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17228426 276.9101 309.3543 0.8951228 -0.159842 0 main NM_001039184 Cep350 centrosomal protein 350 NM_001039184 RefSeq Mus musculus centrosomal protein 350 (Cep350), mRNA. FALSE 74081 Mm.260247 D3YTP2 chr1 GO:0008150  // GO:0034453 biological_process  // microtubule anchoring GO:0005634  // GO:0005737  // GO:0005813  // GO:0005634  // GO:0005737  // GO:0005813 nucleus  // cytoplasm  // centrosome  // nucleus  // cytoplasm  // centrosome GO:0003674  // GO:0008017 molecular_function  // microtubule binding ○
17229178 132.5691 234.3915 0.5655883 -0.822176 0 main NM_009721 Atp1b1 ATPase, Na+/K+ transporting, beta 1 polypeptide NM_009721 RefSeq Mus musculus ATPase, Na+/K+ transporting, beta 1 polypeptide (Atp1b1), mRNA. FALSE 11931 Mm.4550 P14094 chr1 GO:0001666  // GO:0001824  // GO:0006200  // GO:0006810  // GO:0006811  // GO:0006813  // GO:0006814  // GO:0007155  // GO:0030001  // GO:0035725  // GO:0071805  // GO:0001666  // GO:0006813  // GO:0006814  // GO:0030001  // GO:0035725 response to hypoxia  // blastocyst development  // ATP catabolic process  // transport  // ion transport  // potassium ion transport  // sodium ion transport  // cell adhesion  // metal ion transport  // sodium ion transmembrane transport  // potassium ion transmembrane transport  // response to hypoxia  // potassium ion transport  // sodium ion transport  // metal ion transport  // sodium ion transmembrane transport GO:0005886  // GO:0005890  // GO:0005901  // GO:0016020  // GO:0016021  // GO:0016323  // GO:0016323  // GO:0016324  // GO:0016324  // GO:0070062  // GO:0005886  // GO:0005890  // GO:0005901  // GO:0016323  // GO:0016324 plasma membrane  // sodium:potassium-exchanging ATPase complex  // caveola  // membrane  // integral component of membrane  // basolateral plasma membrane  // basolateral plasma membrane  // apical plasma membrane  // apical plasma membrane  // extracellular vesicular exosome  // plasma membrane  // sodium:potassium-exchanging ATPase complex  // caveola  // basolateral plasma membrane  // apical plasma membrane GO:0005391  // GO:0005515  // GO:0023026  // GO:0005391 sodium:potassium-exchanging ATPase activity  // protein binding  // MHC class II protein complex binding  // sodium:potassium-exchanging ATPase activity ○
17230469 57.44956 64.60298 0.8892711 -0.169305 0 main ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685 Gm12657  // Gm6749  // H3f3c  // Gm10257  // H3f3b  // H3f3a predicted gene 12657  // predicted pseudogene 6749  // H3 histone, family 3C  // predicted gene 10257  // H3 histone, family 3B  // H3 histone, family 3A ENSMUST00000159685 ENSEMBL havana:known chromosome:GRCm38:1:180810241:180813603:-1 gene:ENSMUSG00000060743 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 667250 Mm.449778  // Mm.371797  // Mm.371563  // Mm.315189  // Mm.375617  // Mm.385440  // Mm.427935  // Mm.454661  // Mm.491100  // Mm.491524 E0CYN1 chr1 GO:0001649  // GO:0042692  // GO:1902340  // GO:0006997  // GO:0090230  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // muscle cell differentiation  // negative regulation of chromosome condensation  // nucleus organization  // regulation of centromere complex assembly  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0001740  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0005634  // GO:0000786  // GO:0005634  // GO:0005694  // GO:0005654 nuclear chromosome  // nuclear nucleosome  // Barr body  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleus  // nucleosome  // nucleus  // chromosome  // nucleoplasm GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○
17230602 156.8367 168.3848 0.9314184 -0.102499 0 main NM_175127 Fbxo28 F-box protein 28 NM_175127 RefSeq Mus musculus F-box protein 28 (Fbxo28), mRNA. FALSE 67948 Mm.30737 Q8BIG4 chr1 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17230668 249.5798 283.7418 0.8796018 -0.185078 0 main NM_177389 Mia3 melanoma inhibitory activity 3 NM_177389 RefSeq Mus musculus melanoma inhibitory activity 3 (Mia3), mRNA. FALSE 338366 Mm.41152 Q8BI84 chr1 GO:0002063  // GO:0002687  // GO:0006810  // GO:0006887  // GO:0007162  // GO:0015031  // GO:0016192  // GO:0030199  // GO:0030336  // GO:0030501  // GO:0042060  // GO:0006887  // GO:0006887  // GO:0015031  // GO:0015031 chondrocyte development  // positive regulation of leukocyte migration  // transport  // exocytosis  // negative regulation of cell adhesion  // protein transport  // vesicle-mediated transport  // collagen fibril organization  // negative regulation of cell migration  // positive regulation of bone mineralization  // wound healing  // exocytosis  // exocytosis  // protein transport  // protein transport GO:0005783  // GO:0005789  // GO:0005789  // GO:0016020  // GO:0016021  // GO:0005789  // GO:0005789  // GO:0016021  // GO:0016021 endoplasmic reticulum  // endoplasmic reticulum membrane  // endoplasmic reticulum membrane  // membrane  // integral component of membrane  // endoplasmic reticulum membrane  // endoplasmic reticulum membrane  // integral component of membrane  // integral component of membrane GO:0003674 molecular_function ○
17230760 73.05361 51.96034 1.4059494 0.4915447 0 main NM_145515 Mark1 MAP/microtubule affinity-regulating kinase 1 NM_145515 RefSeq Mus musculus MAP/microtubule affinity-regulating kinase 1 (Mark1), mRNA. FALSE 226778 Mm.7445 Q8VHJ5 chr1 GO:0000226  // GO:0001764  // GO:0006468  // GO:0007010  // GO:0016055  // GO:0016310  // GO:0035556  // GO:0000226  // GO:0001764  // GO:0001764  // GO:0006468  // GO:0006468  // GO:0007010  // GO:0035556  // GO:0035556 microtubule cytoskeleton organization  // neuron migration  // protein phosphorylation  // cytoskeleton organization  // Wnt signaling pathway  // phosphorylation  // intracellular signal transduction  // microtubule cytoskeleton organization  // neuron migration  // neuron migration  // protein phosphorylation  // protein phosphorylation  // cytoskeleton organization  // intracellular signal transduction  // intracellular signal transduction GO:0005737  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0005886 cytoplasm  // cytoskeleton  // plasma membrane  // membrane  // cytoplasm  // cytoskeleton  // plasma membrane  // plasma membrane GO:0000166  // GO:0000287  // GO:0001786  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0005546  // GO:0008289  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0046872  // GO:0050321  // GO:0070300  // GO:0000287  // GO:0000287  // GO:0001786  // GO:0001786  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0005524  // GO:0005524  // GO:0005546  // GO:0005546  // GO:0050321  // GO:0050321  // GO:0070300  // GO:0070300 nucleotide binding  // magnesium ion binding  // phosphatidylserine binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // phosphatidylinositol-4,5-bisphosphate binding  // lipid binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // metal ion binding  // tau-protein kinase activity  // phosphatidic acid binding  // magnesium ion binding  // magnesium ion binding  // phosphatidylserine binding  // phosphatidylserine binding  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // ATP binding  // ATP binding  // phosphatidylinositol-4,5-bisphosphate binding  // phosphatidylinositol-4,5-bisphosphate binding  // tau-protein kinase activity  // tau-protein kinase activity  // phosphatidic acid binding  // phosphatidic acid binding ○
17231461 208.4178 215.5273 0.9670135 -0.048392 0 main NM_007956 Esr1 estrogen receptor 1 (alpha) NM_007956 RefSeq Mus musculus estrogen receptor 1 (alpha) (Esr1), mRNA. FALSE 13982 Mm.9213  // Mm.463262  // Mm.489063 P19785 chr10 GO:0001547  // GO:0002064  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0007200  // GO:0007204  // GO:0008209  // GO:0008584  // GO:0010629  // GO:0010863  // GO:0016049  // GO:0030518  // GO:0030520  // GO:0030522  // GO:0032355  // GO:0042981  // GO:0043124  // GO:0043401  // GO:0043433  // GO:0043523  // GO:0043627  // GO:0045429  // GO:0045742  // GO:0045839  // GO:0045944  // GO:0045944  // GO:0046325  // GO:0048146  // GO:0048386  // GO:0048662  // GO:0051000  // GO:0051091  // GO:0060011  // GO:0060065  // GO:0060068  // GO:0060523  // GO:0060527  // GO:0060687  // GO:0060745  // GO:0060749  // GO:0060750  // GO:0070374  // GO:0071391  // GO:0071392  // GO:0090209  // GO:1901215  // GO:0006355  // GO:0007200  // GO:0007204  // GO:0010629  // GO:0010863  // GO:0030518  // GO:0030520  // GO:0032355  // GO:0043124  // GO:0043124  // GO:0043401  // GO:0043433  // GO:0043433  // GO:0043627  // GO:0045429  // GO:0045429  // GO:0048386  // GO:0051000  // GO:0051000  // GO:0051091  // GO:0antral ovarian follicle growth  // epithelial cell development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // phospholipase C-activating G-protein coupled receptor signaling pathway  // positive regulation of cytosolic calcium ion concentration  // androgen metabolic process  // male gonad development  // negative regulation of gene expression  // positive regulation of phospholipase C activity  // cell growth  // intracellular steroid hormone receptor signaling pathway  // intracellular estrogen receptor signaling pathway  // intracellular receptor signaling pathway  // response to estradiol  // regulation of apoptotic process  // negative regulation of I-kappaB kinase/NF-kappaB signaling  // steroid hormone mediated signaling pathway  // negative regulation of sequence-specific DNA binding transcription factor activity  // regulation of neuron apoptotic proceGO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005739  // GO:0005794  // GO:0005886  // GO:0016020  // GO:0030315  // GO:0043005  // GO:0043195  // GO:0043204  // GO:0043234  // GO:0048471  // GO:0005634  // GO:0005737  // GO:0005886 nucleus  // nucleus  // cytoplasm  // cytoplasm  // mitochondrion  // Golgi apparatus  // plasma membrane  // membrane  // T-tubule  // neuron projection  // terminal bouton  // perikaryon  // protein complex  // perinuclear region of cytoplasm  // nucleus  // cytoplasm  // plasma membrane GO:0001046  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0003707  // GO:0004879  // GO:0005496  // GO:0005515  // GO:0008013  // GO:0008134  // GO:0008270  // GO:0008289  // GO:0019899  // GO:0030284  // GO:0031798  // GO:0032403  // GO:0034056  // GO:0038052  // GO:0042562  // GO:0042802  // GO:0043565  // GO:0046872  // GO:0001046  // GO:0003677  // GO:0003707  // GO:0005496  // GO:0005496  // GO:0008013  // GO:0019899  // GO:0030284  // GO:0034056  // GO:0038052  // GO:0042802 core promoter sequence-specific DNA binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // steroid hormone receptor activity  // ligand-activated sequence-specific DNA binding RNA polymerase II transcription factor activity  // steroid binding  // protein binding  // beta-catenin binding  // transcription factor binding  // zinc ion binding  // lipid binding  // enzyme binding  // estrogen receptor activity  // type 1 metabotropic glutamate receptor binding  // protein complex binding  // estrogen response element binding  // estrogen-activated sequence-specific DNA binding RNA polymerase II transcription factor activity  // hormone binding  // identical protein binding  // sequence-specific DNA binding  // metal ion binding  // core promoter sequence-specific DNA binding  // DNA binding  // steroid hormone receptor activity  // steroid binding  // steroid binding  // beta-catenin binding  // enzyme binding  // estrogen receptor activity  // estrogen ○
17232483 14.57383 15.28952 0.9531908 -0.069163 0 main XR_380237 LOC102632938 uncharacterized LOC102632938 XR_380237 RefSeq PREDICTED: Mus musculus uncharacterized LOC102632938 (LOC102632938), ncRNA. FALSE 102632938 --- Q8BG92 chr10 --- --- --- --- --- --- ○
17232734 147.3443 169.2554 0.8705442 -0.200011 0 main NM_001168304 Cdk19 cyclin-dependent kinase 19 NM_001168304 RefSeq Mus musculus cyclin-dependent kinase 19 (Cdk19), transcript variant 1, mRNA. FALSE 78334 Mm.200924 Q8BWD8 chr10 GO:0006468  // GO:0007049  // GO:0016310  // GO:0051301  // GO:0051726  // GO:0008152 protein phosphorylation  // cell cycle  // phosphorylation  // cell division  // regulation of cell cycle  // metabolic process GO:0005575 cellular_component GO:0000166  // GO:0004672  // GO:0004674  // GO:0004693  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // cyclin-dependent protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups ○
17233437 211.5285 198.1677 1.0674217 0.0941302 0 main NM_001193303 Lims1 LIM and senescent cell antigen-like domains 1 NM_001193303 RefSeq Mus musculus LIM and senescent cell antigen-like domains 1 (Lims1), transcript variant 3, mRNA. FALSE 110829 Mm.57734 Q99JW4 chr10 GO:0007160  // GO:0007163  // GO:0016337  // GO:0043009  // GO:0043066  // GO:0045216  // GO:0045892  // GO:0050680  // GO:0051291  // GO:2000178  // GO:2000346  // GO:2001046  // GO:0051291 cell-matrix adhesion  // establishment or maintenance of cell polarity  // single organismal cell-cell adhesion  // chordate embryonic development  // negative regulation of apoptotic process  // cell-cell junction organization  // negative regulation of transcription, DNA-templated  // negative regulation of epithelial cell proliferation  // protein heterooligomerization  // negative regulation of neural precursor cell proliferation  // negative regulation of hepatocyte proliferation  // positive regulation of integrin-mediated signaling pathway  // protein heterooligomerization GO:0005886  // GO:0005925  // GO:0005925  // GO:0016020  // GO:0030054  // GO:0043234  // GO:0048471  // GO:0005925  // GO:0043234 plasma membrane  // focal adhesion  // focal adhesion  // membrane  // cell junction  // protein complex  // perinuclear region of cytoplasm  // focal adhesion  // protein complex GO:0005515  // GO:0008270  // GO:0046872  // GO:0008270 protein binding  // zinc ion binding  // metal ion binding  // zinc ion binding ○
17233457 817.5409 663.1248 1.2328613 0.3020105 0 main NM_011240 Ranbp2 RAN binding protein 2 NM_011240 RefSeq Mus musculus RAN binding protein 2 (Ranbp2), mRNA. FALSE 19386 Mm.431695 Q9ERU9 chr10 GO:0006457  // GO:0006810  // GO:0015031  // GO:0033132  // GO:0046907  // GO:0051028  // GO:0090526  // GO:0000413  // GO:0016925  // GO:0016925 protein folding  // transport  // protein transport  // negative regulation of glucokinase activity  // intracellular transport  // mRNA transport  // regulation of gluconeogenesis involved in cellular glucose homeostasis  // protein peptidyl-prolyl isomerization  // protein sumoylation  // protein sumoylation GO:0005634  // GO:0005643  // GO:0005739  // GO:0016020  // GO:0031965  // GO:0031965  // GO:0042405  // GO:0042405  // GO:0044615  // GO:0044615 nucleus  // nuclear pore  // mitochondrion  // membrane  // nuclear membrane  // nuclear membrane  // nuclear inclusion body  // nuclear inclusion body  // nuclear pore nuclear basket  // nuclear pore nuclear basket GO:0003723  // GO:0003755  // GO:0005515  // GO:0008270  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740 RNA binding  // peptidyl-prolyl cis-trans isomerase activity  // protein binding  // zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity ○
17235211 278.3539 219.8713 1.2659856 0.340261 0 main NM_021565 Midn midnolin NM_021565 RefSeq Mus musculus midnolin (Midn), mRNA. FALSE 59090 Mm.143813 Q3TPJ7 chr10 GO:0033132  // GO:0046676  // GO:0033132  // GO:0046676 negative regulation of glucokinase activity  // negative regulation of insulin secretion  // negative regulation of glucokinase activity  // negative regulation of insulin secretion GO:0005634  // GO:0005730  // GO:0005730  // GO:0005829  // GO:0005634  // GO:0005730 nucleus  // nucleolus  // nucleolus  // cytosol  // nucleus  // nucleolus GO:0019900  // GO:0019900 kinase binding  // kinase binding ○
17236182 1561.97 1261.031 1.2386452 0.308763 0 main NM_011595 Timp3 tissue inhibitor of metalloproteinase 3 NM_011595 RefSeq Mus musculus tissue inhibitor of metalloproteinase 3 (Timp3), mRNA. FALSE 21859 Mm.4871 P39876 chr10 GO:0010466  // GO:0045861  // GO:0051045  // GO:0071310  // GO:0010951  // GO:0051045 negative regulation of peptidase activity  // negative regulation of proteolysis  // negative regulation of membrane protein ectodomain proteolysis  // cellular response to organic substance  // negative regulation of endopeptidase activity  // negative regulation of membrane protein ectodomain proteolysis GO:0005576  // GO:0005578  // GO:0005604  // GO:0005634  // GO:0005737  // GO:0031012  // GO:0031012 extracellular region  // proteinaceous extracellular matrix  // basement membrane  // nucleus  // cytoplasm  // extracellular matrix  // extracellular matrix GO:0004857  // GO:0008191  // GO:0030414  // GO:0046872 enzyme inhibitor activity  // metalloendopeptidase inhibitor activity  // peptidase inhibitor activity  // metal ion binding ○
17236439 15.89399 16.5119 0.9625779 -0.055025 0 main NM_001128086 Anks1b ankyrin repeat and sterile alpha motif domain containing 1B NM_001128086 RefSeq Mus musculus ankyrin repeat and sterile alpha motif domain containing 1B (Anks1b), transcript variant 1, mRNA. FALSE 77531 Mm.440605 Q8BIZ1 chr10 GO:0008150 biological_process GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0030054  // GO:0042995  // GO:0045202  // GO:0045211  // GO:0005575  // GO:0014069  // GO:0043197 nucleus  // cytoplasm  // plasma membrane  // membrane  // cell junction  // cell projection  // synapse  // postsynaptic membrane  // cellular_component  // postsynaptic density  // dendritic spine GO:0046875  // GO:0046875 ephrin receptor binding  // ephrin receptor binding ○
17238449 209.311 193.3304 1.0826595 0.1145796 0 main NM_172790 Ankrd52 ankyrin repeat domain 52 NM_172790 RefSeq Mus musculus ankyrin repeat domain 52 (Ankrd52), mRNA. FALSE 237615 Mm.440177 Q8BTI7 chr10 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17238571 271.1223 297.3772 0.9117118 -0.13335 0 main NM_028873 Dnajc14 DnaJ (Hsp40) homolog, subfamily C, member 14 NM_028873 RefSeq Mus musculus DnaJ (Hsp40) homolog, subfamily C, member 14 (Dnajc14), mRNA. FALSE 74330 Mm.296915 Q921R4 chr10 GO:0006810  // GO:0015031  // GO:0008150 transport  // protein transport  // biological_process GO:0005783  // GO:0016020  // GO:0016021  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // endoplasmic reticulum membrane GO:0001664  // GO:0050780 G-protein coupled receptor binding  // dopamine receptor binding ○
17239234 31.84827 28.0104 1.1370159 0.1852524 0 main NM_001114333 Grm1 glutamate receptor, metabotropic 1 NM_001114333 RefSeq Mus musculus glutamate receptor, metabotropic 1 (Grm1), transcript variant 2, mRNA. FALSE 14816 Mm.482986 P97772 chr10 GO:0000186  // GO:0000187  // GO:0007165  // GO:0007186  // GO:0007205  // GO:0007206  // GO:0007216  // GO:0007626  // GO:0019233  // GO:0019722  // GO:0043408  // GO:0051930  // GO:0051966  // GO:0071257  // GO:0007186  // GO:0007205  // GO:0007216  // GO:0007216  // GO:0038042  // GO:0051482  // GO:0051966 activation of MAPKK activity  // activation of MAPK activity  // signal transduction  // G-protein coupled receptor signaling pathway  // protein kinase C-activating G-protein coupled receptor signaling pathway  // phospholipase C-activating G-protein coupled glutamate receptor signaling pathway  // G-protein coupled glutamate receptor signaling pathway  // locomotory behavior  // sensory perception of pain  // calcium-mediated signaling  // regulation of MAPK cascade  // regulation of sensory perception of pain  // regulation of synaptic transmission, glutamatergic  // cellular response to electrical stimulus  // G-protein coupled receptor signaling pathway  // protein kinase C-activating G-protein coupled receptor signaling pathway  // G-protein coupled glutamate receptor signaling pathway  // G-protein coupled glutamate receptor signaling pathway  // dimeric G-protein coupled receptor signaling pathway  // positive regulation of cytosolic calcium ion concentration involved in phospholipase C-activating G-pGO:0005634  // GO:0005886  // GO:0005887  // GO:0014069  // GO:0014069  // GO:0016020  // GO:0016021  // GO:0030424  // GO:0030425  // GO:0038038  // GO:0042734  // GO:0043005  // GO:0043025  // GO:0043197  // GO:0045211  // GO:0005887  // GO:0005887  // GO:0038038 nucleus  // plasma membrane  // integral component of plasma membrane  // postsynaptic density  // postsynaptic density  // membrane  // integral component of membrane  // axon  // dendrite  // G-protein coupled receptor homodimeric complex  // presynaptic membrane  // neuron projection  // neuronal cell body  // dendritic spine  // postsynaptic membrane  // integral component of plasma membrane  // integral component of plasma membrane  // G-protein coupled receptor homodimeric complex GO:0001639  // GO:0004871  // GO:0004930  // GO:0005515  // GO:0008066  // GO:0030331  // GO:0042802  // GO:0008066  // GO:0008066  // GO:0008066 PLC activating G-protein coupled glutamate receptor activity  // signal transducer activity  // G-protein coupled receptor activity  // protein binding  // glutamate receptor activity  // estrogen receptor binding  // identical protein binding  // glutamate receptor activity  // glutamate receptor activity  // glutamate receptor activity ○
17240123 12.5492 11.87797 1.0565105 0.0793071 0 main XM_006512693 Clvs2 clavesin 2 XM_006512693 RefSeq PREDICTED: Mus musculus clavesin 2 (Clvs2), transcript variant X1, mRNA. FALSE 215890 Mm.94461 Q8BG92 chr10 GO:0006810  // GO:0007040  // GO:0007040 transport  // lysosome organization  // lysosome organization GO:0005622  // GO:0005768  // GO:0005794  // GO:0005802  // GO:0016020  // GO:0030136  // GO:0031410  // GO:0005768  // GO:0005768  // GO:0005802  // GO:0030136  // GO:0031901 intracellular  // endosome  // Golgi apparatus  // trans-Golgi network  // membrane  // clathrin-coated vesicle  // cytoplasmic vesicle  // endosome  // endosome  // trans-Golgi network  // clathrin-coated vesicle  // early endosome membrane GO:0005215  // GO:0008289  // GO:0080025  // GO:0080025  // GO:0080025 transporter activity  // lipid binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding ○
17240226 274.3249 378.1627 0.725415 -0.463121 0 main NM_008538 Marcks myristoylated alanine rich protein kinase C substrate NM_008538 RefSeq Mus musculus myristoylated alanine rich protein kinase C substrate (Marcks), mRNA. FALSE 17118 Mm.30059 P26645 chr10 --- --- GO:0005737  // GO:0005813  // GO:0005856  // GO:0005938  // GO:0016020  // GO:0042585  // GO:0005737  // GO:0016020 cytoplasm  // centrosome  // cytoskeleton  // cell cortex  // membrane  // germinal vesicle  // cytoplasm  // membrane GO:0003779  // GO:0005080  // GO:0005515  // GO:0005516 actin binding  // protein kinase C binding  // protein binding  // calmodulin binding ○
17241032 383.8727 201.7627 1.902595 0.9279685 0 main NM_029083 Ddit4 DNA-damage-inducible transcript 4 NM_029083 RefSeq Mus musculus DNA-damage-inducible transcript 4 (Ddit4), mRNA. FALSE 74747 Mm.21697 Q9D3F7 chr10 GO:0001666  // GO:0001666  // GO:0001764  // GO:0006915  // GO:0007420  // GO:0008283  // GO:0009968  // GO:0010801  // GO:0030182  // GO:0032007  // GO:0032007  // GO:0033137  // GO:0042771  // GO:0043241  // GO:0045820  // GO:0048011  // GO:0051607  // GO:0072593  // GO:1901216  // GO:1902532  // GO:0001666  // GO:0001764  // GO:0006915  // GO:0007420  // GO:0008283  // GO:0010801  // GO:0030182  // GO:0032007  // GO:0033137  // GO:0048011  // GO:1901216  // GO:1902532 response to hypoxia  // response to hypoxia  // neuron migration  // apoptotic process  // brain development  // cell proliferation  // negative regulation of signal transduction  // negative regulation of peptidyl-threonine phosphorylation  // neuron differentiation  // negative regulation of TOR signaling  // negative regulation of TOR signaling  // negative regulation of peptidyl-serine phosphorylation  // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // protein complex disassembly  // negative regulation of glycolytic process  // neurotrophin TRK receptor signaling pathway  // defense response to virus  // reactive oxygen species metabolic process  // positive regulation of neuron death  // negative regulation of intracellular signal transduction  // response to hypoxia  // neuron migration  // apoptotic process  // brain development  // cell proliferation  // negative regulation of peptidyl-threonine phosphorylation  // neuron differentiation  // negative regulatiGO:0005622  // GO:0005622  // GO:0005737  // GO:0005739  // GO:0005622  // GO:0005737  // GO:0005737  // GO:0005739  // GO:0005829 intracellular  // intracellular  // cytoplasm  // mitochondrion  // intracellular  // cytoplasm  // cytoplasm  // mitochondrion  // cytosol GO:0071889 14-3-3 protein binding ○
17243509 91.19772 82.39014 1.1069009 0.1465261 0 main NM_010914 Nfyb nuclear transcription factor-Y beta NM_010914 RefSeq Mus musculus nuclear transcription factor-Y beta (Nfyb), mRNA. FALSE 18045 Mm.245998 P63139 chr10 GO:0006351  // GO:0006355  // GO:0045893  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005622  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0016602  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0016602 intracellular  // nucleus  // nucleus  // transcription factor complex  // CCAAT-binding factor complex  // nucleus  // nucleus  // nucleoplasm  // CCAAT-binding factor complex GO:0003677  // GO:0003677  // GO:0003700  // GO:0032403  // GO:0043565  // GO:0044212  // GO:0046982  // GO:0070491  // GO:0003677  // GO:0070491 DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // protein complex binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // protein heterodimerization activity  // repressing transcription factor binding  // DNA binding  // repressing transcription factor binding ○
17245095 322.7195 322.5288 1.0005913 0.0008528 0 main NM_001037848 Cnot2 CCR4-NOT transcription complex, subunit 2 NM_001037848 RefSeq Mus musculus CCR4-NOT transcription complex, subunit 2 (Cnot2), transcript variant 4, mRNA. FALSE 72068 Mm.351553 Q8C5L3 chr10 GO:0000122  // GO:0001829  // GO:0006351  // GO:0006355  // GO:0006417  // GO:0007275  // GO:0010606  // GO:0031047  // GO:0033147  // GO:0090503  // GO:2000036  // GO:2000036  // GO:0000122  // GO:0000122  // GO:0010606  // GO:0010606  // GO:0033147  // GO:0033147  // GO:0090503  // GO:0090503 negative regulation of transcription from RNA polymerase II promoter  // trophectodermal cell differentiation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of translation  // multicellular organismal development  // positive regulation of cytoplasmic mRNA processing body assembly  // gene silencing by RNA  // negative regulation of intracellular estrogen receptor signaling pathway  // RNA phosphodiester bond hydrolysis, exonucleolytic  // regulation of stem cell maintenance  // regulation of stem cell maintenance  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // positive regulation of cytoplasmic mRNA processing body assembly  // positive regulation of cytoplasmic mRNA processing body assembly  // negative regulation of intracellular estrogen receptor signaling pathway  // negative regulation of intracellular estrogen receptor signaling pathway  // RNA phosphodieGO:0005634  // GO:0005737  // GO:0030014  // GO:0005737  // GO:0005737  // GO:0030014  // GO:0030014 nucleus  // cytoplasm  // CCR4-NOT complex  // cytoplasm  // cytoplasm  // CCR4-NOT complex  // CCR4-NOT complex GO:0001226  // GO:0004535  // GO:0001226  // GO:0001226  // GO:0004535  // GO:0004535 RNA polymerase II transcription corepressor binding  // poly(A)-specific ribonuclease activity  // RNA polymerase II transcription corepressor binding  // RNA polymerase II transcription corepressor binding  // poly(A)-specific ribonuclease activity  // poly(A)-specific ribonuclease activity ○
17245188 235.5322 245.1456 0.9607849 -0.057715 0 main NM_177798 Frs2 fibroblast growth factor receptor substrate 2 NM_177798 RefSeq Mus musculus fibroblast growth factor receptor substrate 2 (Frs2), mRNA. FALSE 327826 Mm.135965 Q8C180 chr10 GO:0000187  // GO:0001702  // GO:0001759  // GO:0002088  // GO:0003281  // GO:0007169  // GO:0007405  // GO:0007405  // GO:0008543  // GO:0008543  // GO:0008543  // GO:0008595  // GO:0009967  // GO:0030900  // GO:0042981  // GO:0046619  // GO:0050678  // GO:0060527  // GO:0070307  // GO:0070307  // GO:0070372 activation of MAPK activity  // gastrulation with mouth forming second  // organ induction  // lens development in camera-type eye  // ventricular septum development  // transmembrane receptor protein tyrosine kinase signaling pathway  // neuroblast proliferation  // neuroblast proliferation  // fibroblast growth factor receptor signaling pathway  // fibroblast growth factor receptor signaling pathway  // fibroblast growth factor receptor signaling pathway  // anterior/posterior axis specification, embryo  // positive regulation of signal transduction  // forebrain development  // regulation of apoptotic process  // optic placode formation involved in camera-type eye formation  // regulation of epithelial cell proliferation  // prostate epithelial cord arborization involved in prostate glandular acinus morphogenesis  // lens fiber cell development  // lens fiber cell development  // regulation of ERK1 and ERK2 cascade GO:0005737  // GO:0005886  // GO:0005911  // GO:0016020 cytoplasm  // plasma membrane  // cell-cell junction  // membrane GO:0005068  // GO:0005104  // GO:0005158  // GO:0005168  // GO:0005515  // GO:0005104  // GO:0005168 transmembrane receptor protein tyrosine kinase adaptor activity  // fibroblast growth factor receptor binding  // insulin receptor binding  // neurotrophin TRKA receptor binding  // protein binding  // fibroblast growth factor receptor binding  // neurotrophin TRKA receptor binding ○
17245587 403.3884 439.5294 0.9177734 -0.12379 0 main NM_001163024 Mon2 MON2 homolog (yeast) NM_001163024 RefSeq Mus musculus MON2 homolog (yeast) (Mon2), transcript variant 1, mRNA. FALSE 67074 Mm.169924 Q80TL7 chr10 GO:0006810  // GO:0015031  // GO:0016192  // GO:0030036  // GO:0043087  // GO:0006895  // GO:0016192  // GO:0030036  // GO:0043547 transport  // protein transport  // vesicle-mediated transport  // actin cytoskeleton organization  // regulation of GTPase activity  // Golgi to endosome transport  // vesicle-mediated transport  // actin cytoskeleton organization  // positive regulation of GTPase activity GO:0005802  // GO:0005802 trans-Golgi network  // trans-Golgi network GO:0005086  // GO:0005086 ARF guanyl-nucleotide exchange factor activity  // ARF guanyl-nucleotide exchange factor activity ○
17246268 53.70585 48.08744 1.1168374 0.1594191 0 main NM_011772 Ikzf4 IKAROS family zinc finger 4 NM_011772 RefSeq Mus musculus IKAROS family zinc finger 4 (Ikzf4), mRNA. FALSE 22781 Mm.358648 Q8C208 chr10 GO:0006351  // GO:0006355  // GO:0045892  // GO:0045944 transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0005515  // GO:0042803  // GO:0043425  // GO:0043565  // GO:0046872  // GO:0046982 nucleic acid binding  // DNA binding  // protein binding  // protein homodimerization activity  // bHLH transcription factor binding  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity ○
17247448 276.1858 286.4043 0.9643214 -0.052414 0 main ENSMUST00000154425 Ppp3r1 protein phosphatase 3, regulatory subunit B, alpha isoform (calcineurin B, type I) ENSMUST00000154425 ENSEMBL havana:known chromosome:GRCm38:11:17192844:17195109:1 gene:ENSMUSG00000033953 gene_biotype:protein_coding transcript_biotype:processed_transcript FALSE 19058 Mm.41840  // Mm.401506  // Mm.474050 Q63810 chr11 GO:0001569  // GO:0001837  // GO:0006470  // GO:0006470  // GO:0007507  // GO:0034504  // GO:0051531  // GO:0060487 patterning of blood vessels  // epithelial to mesenchymal transition  // protein dephosphorylation  // protein dephosphorylation  // heart development  // protein localization to nucleus  // NFAT protein import into nucleus  // lung epithelial cell differentiation GO:0005622  // GO:0005623  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0042383  // GO:0005829  // GO:0005829  // GO:0042383 intracellular  // cell  // cytoplasm  // plasma membrane  // membrane  // sarcolemma  // cytosol  // cytosol  // sarcolemma GO:0004721  // GO:0004721  // GO:0005509  // GO:0005515  // GO:0019899  // GO:0019904  // GO:0046872 phosphoprotein phosphatase activity  // phosphoprotein phosphatase activity  // calcium ion binding  // protein binding  // enzyme binding  // protein domain specific binding  // metal ion binding ○
17247519 145.4549 177.3747 0.8200431 -0.286228 0 main NM_033523 Spred2 sprouty-related, EVH1 domain containing 2 NM_033523 RefSeq Mus musculus sprouty-related, EVH1 domain containing 2 (Spred2), mRNA. FALSE 114716 Mm.266627 Q924S7 chr11 GO:0000188  // GO:0007275  // GO:0009966  // GO:0010801  // GO:0010801  // GO:0043517  // GO:0071901  // GO:0090311 inactivation of MAPK activity  // multicellular organismal development  // regulation of signal transduction  // negative regulation of peptidyl-threonine phosphorylation  // negative regulation of peptidyl-threonine phosphorylation  // positive regulation of DNA damage response, signal transduction by p53 class mediator  // negative regulation of protein serine/threonine kinase activity  // regulation of protein deacetylation GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0031410  // GO:0005737  // GO:0030658  // GO:0031410 nucleus  // cytoplasm  // plasma membrane  // membrane  // cytoplasmic vesicle  // cytoplasm  // transport vesicle membrane  // cytoplasmic vesicle GO:0005173  // GO:0005515  // GO:0019901  // GO:0019901  // GO:0030291 stem cell factor receptor binding  // protein binding  // protein kinase binding  // protein kinase binding  // protein serine/threonine kinase inhibitor activity ○
17247533 1021.62 1017.681 1.0038706 0.0055733 0 main ENSMUST00000132285 Rab1 RAB1, member RAS oncogene family ENSMUST00000132285 ENSEMBL havana:known chromosome:GRCm38:11:20201439:20219487:1 gene:ENSMUSG00000020149 gene_biotype:protein_coding transcript_biotype:processed_transcript FALSE 19324 Mm.271944  // Mm.368433  // Mm.471872  // Mm.486775  // Mm.491009 P62821 chr11 GO:0000045  // GO:0006184  // GO:0006810  // GO:0006886  // GO:0006888  // GO:0006897  // GO:0006914  // GO:0007264  // GO:0015031  // GO:0016192  // GO:0016477  // GO:0016477  // GO:0030252  // GO:0032402  // GO:0034446  // GO:0042742  // GO:0047496  // GO:0072606  // GO:0000045  // GO:0000045  // GO:0006184  // GO:0006184  // GO:0006888  // GO:0006888  // GO:0006888  // GO:0006897  // GO:0006897  // GO:0006914  // GO:0006914  // GO:0016477  // GO:0030252  // GO:0030252  // GO:0042742  // GO:0042742  // GO:0047496  // GO:0047496  // GO:0072606  // GO:0072606 autophagic vacuole assembly  // GTP catabolic process  // transport  // intracellular protein transport  // ER to Golgi vesicle-mediated transport  // endocytosis  // autophagy  // small GTPase mediated signal transduction  // protein transport  // vesicle-mediated transport  // cell migration  // cell migration  // growth hormone secretion  // melanosome transport  // substrate adhesion-dependent cell spreading  // defense response to bacterium  // vesicle transport along microtubule  // interleukin-8 secretion  // autophagic vacuole assembly  // autophagic vacuole assembly  // GTP catabolic process  // GTP catabolic process  // ER to Golgi vesicle-mediated transport  // ER to Golgi vesicle-mediated transport  // ER to Golgi vesicle-mediated transport  // endocytosis  // endocytosis  // autophagy  // autophagy  // cell migration  // growth hormone secretion  // growth hormone secretion  // defense response to bacterium  // defense response to bacterium  // vesicle transport along microtubule  // vesicle tranGO:0000139  // GO:0005622  // GO:0005623  // GO:0005737  // GO:0005768  // GO:0005769  // GO:0005783  // GO:0005789  // GO:0005794  // GO:0016020  // GO:0042470  // GO:0043025  // GO:0070062  // GO:0005769  // GO:0005794  // GO:0005829  // GO:0042470 Golgi membrane  // intracellular  // cell  // cytoplasm  // endosome  // early endosome  // endoplasmic reticulum  // endoplasmic reticulum membrane  // Golgi apparatus  // membrane  // melanosome  // neuronal cell body  // extracellular vesicular exosome  // early endosome  // Golgi apparatus  // cytosol  // melanosome GO:0000166  // GO:0003924  // GO:0005515  // GO:0005525  // GO:0003924  // GO:0003924  // GO:0005525 nucleotide binding  // GTPase activity  // protein binding  // GTP binding  // GTPase activity  // GTPase activity  // GTP binding ○
17247550 393.5545 413.364 0.9520773 -0.070849 0 main ENSMUST00000101477 Peli1 pellino 1 ENSMUST00000101477 ENSEMBL havana:known chromosome:GRCm38:11:21135469:21150323:1 gene:ENSMUSG00000020134 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 67245 Mm.28957  // Mm.403029  // Mm.408019  // Mm.408628 Q8C669 chr11 GO:0000209  // GO:0001819  // GO:0008063  // GO:0030890  // GO:0031398  // GO:0032088  // GO:0032496  // GO:0034141  // GO:0034145  // GO:0042130  // GO:0043123  // GO:0043331  // GO:0050868  // GO:0050871  // GO:0070936  // GO:0016567 protein polyubiquitination  // positive regulation of cytokine production  // Toll signaling pathway  // positive regulation of B cell proliferation  // positive regulation of protein ubiquitination  // negative regulation of NF-kappaB transcription factor activity  // response to lipopolysaccharide  // positive regulation of toll-like receptor 3 signaling pathway  // positive regulation of toll-like receptor 4 signaling pathway  // negative regulation of T cell proliferation  // positive regulation of I-kappaB kinase/NF-kappaB signaling  // response to dsRNA  // negative regulation of T cell activation  // positive regulation of B cell activation  // protein K48-linked ubiquitination  // protein ubiquitination GO:0005634 nucleus GO:0004842  // GO:0005515  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0005515 ubiquitin-protein transferase activity  // protein binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // protein binding ○
17248213 448.3499 433.511 1.0342296 0.0485565 0 main NM_001290676 Cpeb4 cytoplasmic polyadenylation element binding protein 4 NM_001290676 RefSeq Mus musculus cytoplasmic polyadenylation element binding protein 4 (Cpeb4), transcript variant 2, mRNA. FALSE 67579 Mm.339792 Q7TN98 chr11 GO:0002931  // GO:0035235  // GO:0036294  // GO:0042149  // GO:0043524  // GO:0071230  // GO:0071230  // GO:0035235  // GO:0036294  // GO:0042149  // GO:0043524  // GO:0071230 response to ischemia  // ionotropic glutamate receptor signaling pathway  // cellular response to decreased oxygen levels  // cellular response to glucose starvation  // negative regulation of neuron apoptotic process  // cellular response to amino acid stimulus  // cellular response to amino acid stimulus  // ionotropic glutamate receptor signaling pathway  // cellular response to decreased oxygen levels  // cellular response to glucose starvation  // negative regulation of neuron apoptotic process  // cellular response to amino acid stimulus GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005783  // GO:0014069  // GO:0030425  // GO:0030425  // GO:0045202  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm  // cytoplasm  // endoplasmic reticulum  // postsynaptic density  // dendrite  // dendrite  // synapse  // nucleus  // cytoplasm GO:0000166  // GO:0003676  // GO:0003723  // GO:0044822  // GO:0003723 nucleotide binding  // nucleic acid binding  // RNA binding  // poly(A) RNA binding  // RNA binding ○
17248288 156.112 127.1214 1.2280544 0.2963745 0 main NM_177364 Sh3pxd2b SH3 and PX domains 2B NM_177364 RefSeq Mus musculus SH3 and PX domains 2B (Sh3pxd2b), mRNA. FALSE 268396 Mm.227616 A2AAY5 chr11 GO:0001501  // GO:0001501  // GO:0001654  // GO:0001654  // GO:0006801  // GO:0007507  // GO:0007507  // GO:0022617  // GO:0030154  // GO:0045600  // GO:0060348  // GO:0060348  // GO:0060612  // GO:0071800  // GO:0072657  // GO:0001501  // GO:0001654  // GO:0006801  // GO:0006801  // GO:0007507  // GO:0022617  // GO:0060348  // GO:0072657  // GO:0072657 skeletal system development  // skeletal system development  // eye development  // eye development  // superoxide metabolic process  // heart development  // heart development  // extracellular matrix disassembly  // cell differentiation  // positive regulation of fat cell differentiation  // bone development  // bone development  // adipose tissue development  // podosome assembly  // protein localization to membrane  // skeletal system development  // eye development  // superoxide metabolic process  // superoxide metabolic process  // heart development  // extracellular matrix disassembly  // bone development  // protein localization to membrane  // protein localization to membrane GO:0002102  // GO:0005737  // GO:0030054  // GO:0042995  // GO:0002102  // GO:0005737 podosome  // cytoplasm  // cell junction  // cell projection  // podosome  // cytoplasm GO:0010314  // GO:0032266  // GO:0035091  // GO:0042169  // GO:0070273  // GO:0080025 phosphatidylinositol-5-phosphate binding  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol binding  // SH2 domain binding  // phosphatidylinositol-4-phosphate binding  // phosphatidylinositol-3,5-bisphosphate binding ○
17248476 955.1849 1037.724 0.9204614 -0.119571 0 main NM_145962 Pank3 pantothenate kinase 3 NM_145962 RefSeq Mus musculus pantothenate kinase 3 (Pank3), mRNA. FALSE 211347 Mm.255044 Q8R2W9 chr11 GO:0015937  // GO:0016310  // GO:0015937  // GO:0016310 coenzyme A biosynthetic process  // phosphorylation  // coenzyme A biosynthetic process  // phosphorylation GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0000166  // GO:0004594  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0004594 nucleotide binding  // pantothenate kinase activity  // ATP binding  // kinase activity  // transferase activity  // pantothenate kinase activity ○
17253307 193.5559 210.5211 0.9194133 -0.121215 0 main NM_001024205 Nufip2 nuclear fragile X mental retardation protein interacting protein 2 NM_001024205 RefSeq Mus musculus nuclear fragile X mental retardation protein interacting protein 2 (Nufip2), mRNA. FALSE 68564 Mm.428996 Q5F2E7 chr11 --- --- GO:0005634  // GO:0005737  // GO:0042788  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0042788  // GO:0042788 nucleus  // cytoplasm  // polysomal ribosome  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // polysomal ribosome  // polysomal ribosome GO:0003723  // GO:0044822  // GO:0003723  // GO:0003723 RNA binding  // poly(A) RNA binding  // RNA binding  // RNA binding ○
17254933 312.357 283.0973 1.1033556 0.1418979 0 main NM_016686 Vezf1 vascular endothelial zinc finger 1 NM_016686 RefSeq Mus musculus vascular endothelial zinc finger 1 (Vezf1), mRNA. FALSE 22344 Mm.46628 Q5SXC3 chr11 GO:0001525  // GO:0001885 angiogenesis  // endothelial cell development GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003676  // GO:0046872 nucleic acid binding  // metal ion binding ○
17255443 204.2556 257.5068 0.7932047 -0.334235 0 main NM_201609 Zfp652 zinc finger protein 652 NM_201609 RefSeq Mus musculus zinc finger protein 652 (Zfp652), mRNA. FALSE 268469 Mm.389038  // Mm.418731 Q5DU09 chr11 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17255727 71.14986 75.58215 0.941358 -0.087185 0 main NM_001081434 Osbpl7 oxysterol binding protein-like 7 NM_001081434 RefSeq Mus musculus oxysterol binding protein-like 7 (Osbpl7), mRNA. FALSE 71240 Mm.190450 A2A716 chr11 GO:0006810  // GO:0006869  // GO:0071397  // GO:1901800  // GO:0071397  // GO:1901800 transport  // lipid transport  // cellular response to cholesterol  // positive regulation of proteasomal protein catabolic process  // cellular response to cholesterol  // positive regulation of proteasomal protein catabolic process GO:0005776  // GO:0005829  // GO:0005886  // GO:0097038  // GO:0005776  // GO:0005829  // GO:0005886  // GO:0097038 autophagic vacuole  // cytosol  // plasma membrane  // perinuclear endoplasmic reticulum  // autophagic vacuole  // cytosol  // plasma membrane  // perinuclear endoplasmic reticulum GO:0015485  // GO:0015485 cholesterol binding  // cholesterol binding ○
17255775 84.22844 78.28211 1.0759603 0.1056248 0 main NM_138657 Socs7 suppressor of cytokine signaling 7 NM_138657 RefSeq Mus musculus suppressor of cytokine signaling 7 (Socs7), mRNA. FALSE 192157 Mm.34339 Q8VHQ2 chr11 GO:0008286  // GO:0009968  // GO:0016567  // GO:0035556  // GO:0040008  // GO:0045444  // GO:0016567 insulin receptor signaling pathway  // negative regulation of signal transduction  // protein ubiquitination  // intracellular signal transduction  // regulation of growth  // fat cell differentiation  // protein ubiquitination GO:0005634  // GO:0005730  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0043231  // GO:0005634 nucleus  // nucleolus  // cytoplasm  // plasma membrane  // membrane  // intracellular membrane-bounded organelle  // nucleus --- --- ○
17255828 146.9251 163.7507 0.8972487 -0.15642 0 main NM_139311 Mllt6 myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila); translocated to, 6 NM_139311 RefSeq Mus musculus myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila); translocated to, 6 (Mllt6), mRNA. FALSE 246198 Mm.23685 B1AR09 chr11 GO:0008150 biological_process GO:0005575 cellular_component GO:0046872  // GO:0003674  // GO:0008270 metal ion binding  // molecular_function  // zinc ion binding ○
17256991 46.31411 44.79544 1.0339023 0.0480999 0 main NM_001110778 Adam11 a disintegrin and metallopeptidase domain 11 NM_001110778 RefSeq Mus musculus a disintegrin and metallopeptidase domain 11 (Adam11), transcript variant 1, mRNA. FALSE 11488 Mm.89854 Q9R1V4 chr11 GO:0006508  // GO:0007229 proteolysis  // integrin-mediated signaling pathway GO:0016020  // GO:0016021 membrane  // integral component of membrane GO:0004222  // GO:0005515  // GO:0008237  // GO:0008270 metalloendopeptidase activity  // protein binding  // metallopeptidase activity  // zinc ion binding ○
17257235 120.8584 112.4936 1.074358 0.1034748 0 main NM_016780 Itgb3 integrin beta 3 NM_016780 RefSeq Mus musculus integrin beta 3 (Itgb3), mRNA. FALSE 16416 Mm.87150 O54890 chr11 GO:0001938  // GO:0002687  // GO:0006457  // GO:0006874  // GO:0007044  // GO:0007155  // GO:0007160  // GO:0007229  // GO:0007275  // GO:0008277  // GO:0010595  // GO:0010745  // GO:0010763  // GO:0010888  // GO:0014909  // GO:0014911  // GO:0030168  // GO:0030334  // GO:0030335  // GO:0032147  // GO:0032369  // GO:0033630  // GO:0033690  // GO:0043410  // GO:0045672  // GO:0045715  // GO:0045766  // GO:0045780  // GO:0045780  // GO:0048661  // GO:0048858  // GO:0050731  // GO:0050748  // GO:0060055  // GO:0060548  // GO:0070374  // GO:0070527  // GO:0072126  // GO:1900731  // GO:0007044  // GO:0007155  // GO:0007160  // GO:0007229  // GO:0030334  // GO:0070527 positive regulation of endothelial cell proliferation  // positive regulation of leukocyte migration  // protein folding  // cellular calcium ion homeostasis  // cell-substrate junction assembly  // cell adhesion  // cell-matrix adhesion  // integrin-mediated signaling pathway  // multicellular organismal development  // regulation of G-protein coupled receptor protein signaling pathway  // positive regulation of endothelial cell migration  // negative regulation of macrophage derived foam cell differentiation  // positive regulation of fibroblast migration  // negative regulation of lipid storage  // smooth muscle cell migration  // positive regulation of smooth muscle cell migration  // platelet activation  // regulation of cell migration  // positive regulation of cell migration  // activation of protein kinase activity  // negative regulation of lipid transport  // positive regulation of cell adhesion mediated by integrin  // positive regulation of osteoblast proliferation  // positive regulation of MAPK GO:0005634  // GO:0005886  // GO:0005925  // GO:0008305  // GO:0009897  // GO:0009986  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0016324  // GO:0034679  // GO:0042470  // GO:0043235  // GO:0070062  // GO:0071133  // GO:0005634  // GO:0008305  // GO:0016020  // GO:0043235 nucleus  // plasma membrane  // focal adhesion  // integrin complex  // external side of plasma membrane  // cell surface  // membrane  // integral component of membrane  // apical plasma membrane  // apical plasma membrane  // integrin alpha9-beta1 complex  // melanosome  // receptor complex  // extracellular vesicular exosome  // alpha9-beta1 integrin-ADAM8 complex  // nucleus  // integrin complex  // membrane  // receptor complex GO:0003756  // GO:0004872  // GO:0005178  // GO:0005515  // GO:0042277  // GO:0042802  // GO:0043184  // GO:0050839  // GO:0070051 protein disulfide isomerase activity  // receptor activity  // integrin binding  // protein binding  // peptide binding  // identical protein binding  // vascular endothelial growth factor receptor 2 binding  // cell adhesion molecule binding  // fibrinogen binding ○
17257801 61.82838 72.32794 0.854834 -0.226284 0 main NM_015732 Axin2 axin2 NM_015732 RefSeq Mus musculus axin2 (Axin2), mRNA. FALSE 12006 Mm.71710 O88566 chr11 GO:0001756  // GO:0001934  // GO:0001957  // GO:0003139  // GO:0003413  // GO:0006355  // GO:0007275  // GO:0008219  // GO:0008283  // GO:0008285  // GO:0008285  // GO:0009950  // GO:0010718  // GO:0010942  // GO:0016055  // GO:0030111  // GO:0030282  // GO:0032423  // GO:0034613  // GO:0035412  // GO:0035414  // GO:0038032  // GO:0042476  // GO:0043547  // GO:0043570  // GO:0045668  // GO:0045860  // GO:0048255  // GO:0061181  // GO:0070602  // GO:0070602  // GO:0071407  // GO:0090090  // GO:0090244  // GO:2000054  // GO:0001934  // GO:0006355  // GO:0008219  // GO:0009950  // GO:0010718  // GO:0010942  // GO:0032423  // GO:0034613  // GO:0035412  // GO:0035414  // GO:0042476  // GO:0043547  // GO:0043570  // GO:0048255  // GO:0070602  // GO:0071407  // GO:0090090  // GO:0090090  // GO:0090244 somitogenesis  // positive regulation of protein phosphorylation  // intramembranous ossification  // secondary heart field specification  // chondrocyte differentiation involved in endochondral bone morphogenesis  // regulation of transcription, DNA-templated  // multicellular organismal development  // cell death  // cell proliferation  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // dorsal/ventral axis specification  // positive regulation of epithelial to mesenchymal transition  // positive regulation of cell death  // Wnt signaling pathway  // regulation of Wnt signaling pathway  // bone mineralization  // regulation of mismatch repair  // cellular protein localization  // regulation of catenin import into nucleus  // negative regulation of catenin import into nucleus  // termination of G-protein coupled receptor signaling pathway  // odontogenesis  // positive regulation of GTPase activity  // maintenance of DNA repeat elements  // negative regulation of osGO:0005622  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005813  // GO:0005813  // GO:0005881  // GO:0005886  // GO:0005938  // GO:0014069  // GO:0016023  // GO:0030877  // GO:0043234  // GO:0005737  // GO:0005813  // GO:0005881  // GO:0005886  // GO:0005938  // GO:0014069  // GO:0016023  // GO:0030877 intracellular  // nucleus  // nucleus  // cytoplasm  // centrosome  // centrosome  // cytoplasmic microtubule  // plasma membrane  // cell cortex  // postsynaptic density  // cytoplasmic membrane-bounded vesicle  // beta-catenin destruction complex  // protein complex  // cytoplasm  // centrosome  // cytoplasmic microtubule  // plasma membrane  // cell cortex  // postsynaptic density  // cytoplasmic membrane-bounded vesicle  // beta-catenin destruction complex GO:0004871  // GO:0005096  // GO:0005515  // GO:0008013  // GO:0019899  // GO:0019901  // GO:0031625  // GO:0031625  // GO:0070016  // GO:0070411  // GO:0005096  // GO:0008013  // GO:0019899  // GO:0019901  // GO:0070016 signal transducer activity  // GTPase activator activity  // protein binding  // beta-catenin binding  // enzyme binding  // protein kinase binding  // ubiquitin protein ligase binding  // ubiquitin protein ligase binding  // armadillo repeat domain binding  // I-SMAD binding  // GTPase activator activity  // beta-catenin binding  // enzyme binding  // protein kinase binding  // armadillo repeat domain binding ○
17258789 176.7436 174.3007 1.0140154 0.0200796 0 main NM_198022 Tnrc6c trinucleotide repeat containing 6C NM_198022 RefSeq Mus musculus trinucleotide repeat containing 6C (Tnrc6c), mRNA. FALSE 217351 Mm.40272 Q3UHC0 chr11 GO:0001706  // GO:0006417  // GO:0007492  // GO:0031047  // GO:0035162  // GO:0048568  // GO:0060213  // GO:0060964  // GO:1900153  // GO:0060213  // GO:1900153 endoderm formation  // regulation of translation  // endoderm development  // gene silencing by RNA  // embryonic hemopoiesis  // embryonic organ development  // positive regulation of nuclear-transcribed mRNA poly(A) tail shortening  // regulation of gene silencing by miRNA  // positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay  // positive regulation of nuclear-transcribed mRNA poly(A) tail shortening  // positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay GO:0005575 cellular_component GO:0000166  // GO:0003676  // GO:0003723  // GO:0003674 nucleotide binding  // nucleic acid binding  // RNA binding  // molecular_function ○
17261289 50.959 53.34941 0.9551933 -0.066135 0 main NM_146016 Eml6 echinoderm microtubule associated protein like 6 NM_146016 RefSeq Mus musculus echinoderm microtubule associated protein like 6 (Eml6), mRNA. FALSE 237711 Mm.445271 Q5SQM0 chr11 GO:0008150 biological_process GO:0005737  // GO:0005856  // GO:0005874  // GO:0005575 cytoplasm  // cytoskeleton  // microtubule  // cellular_component GO:0003674 molecular_function ○
17261896 28.72132 26.70852 1.0753617 0.104822 0 main NM_010250 Gabra1 gamma-aminobutyric acid (GABA) A receptor, subunit alpha 1 NM_010250 RefSeq Mus musculus gamma-aminobutyric acid (GABA) A receptor, subunit alpha 1 (Gabra1), mRNA. FALSE 14394 Mm.439668 P62812 chr11 GO:0006810  // GO:0006811  // GO:0006821  // GO:0007165  // GO:0007214  // GO:0051932  // GO:0034220  // GO:0051932  // GO:1902476  // GO:0007165 transport  // ion transport  // chloride transport  // signal transduction  // gamma-aminobutyric acid signaling pathway  // synaptic transmission, GABAergic  // ion transmembrane transport  // synaptic transmission, GABAergic  // chloride transmembrane transport  // signal transduction GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0034707  // GO:0045202  // GO:0045211  // GO:0005886  // GO:0005887 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // cell junction  // chloride channel complex  // synapse  // postsynaptic membrane  // plasma membrane  // integral component of plasma membrane GO:0004890  // GO:0005216  // GO:0005230  // GO:0005254  // GO:0005515  // GO:0008144  // GO:0016917  // GO:0008144  // GO:0016917 GABA-A receptor activity  // ion channel activity  // extracellular ligand-gated ion channel activity  // chloride channel activity  // protein binding  // drug binding  // GABA receptor activity  // drug binding  // GABA receptor activity ○
17262055 60.9169 49.51683 1.2302262 0.2989236 0 main NM_172524 Nipal4 NIPA-like domain containing 4 NM_172524 RefSeq Mus musculus NIPA-like domain containing 4 (Nipal4), mRNA. FALSE 214112 Mm.225253 Q8BZF2 chr11 GO:0006810  // GO:0006811  // GO:0015693  // GO:0015693 transport  // ion transport  // magnesium ion transport  // magnesium ion transport GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0015095  // GO:0003674 magnesium ion transmembrane transporter activity  // molecular_function ○
17262964 32.02223 31.10429 1.0295117 0.0419602 0 main NM_001029988 Fat2 FAT tumor suppressor homolog 2 (Drosophila) NM_001029988 RefSeq Mus musculus FAT tumor suppressor homolog 2 (Drosophila) (Fat2), mRNA. FALSE 245827 Mm.339363 Q5F226 chr11 GO:0007155  // GO:0007156  // GO:0010631  // GO:0007156  // GO:0007156  // GO:0010631  // GO:0010631 cell adhesion  // homophilic cell adhesion  // epithelial cell migration  // homophilic cell adhesion  // homophilic cell adhesion  // epithelial cell migration  // epithelial cell migration GO:0005634  // GO:0005886  // GO:0005913  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0070062  // GO:0005913  // GO:0005913 nucleus  // plasma membrane  // cell-cell adherens junction  // membrane  // integral component of membrane  // cell junction  // extracellular vesicular exosome  // cell-cell adherens junction  // cell-cell adherens junction GO:0005509 calcium ion binding ○
17266264 723.2512 647.6657 1.1167045 0.1592475 0 main NM_144825 Taok1 TAO kinase 1 NM_144825 RefSeq Mus musculus TAO kinase 1 (Taok1), mRNA. FALSE 216965 Mm.340436 Q5F2E8 chr11 GO:0000165  // GO:0000186  // GO:0006281  // GO:0006468  // GO:0006915  // GO:0006950  // GO:0006974  // GO:0016310  // GO:0031572  // GO:0032874  // GO:0035556  // GO:0045860  // GO:0046330  // GO:0051493  // GO:0097194  // GO:0000165  // GO:0000186  // GO:0006468  // GO:0006974  // GO:0006974  // GO:0031572  // GO:0031572  // GO:0032874  // GO:0032874  // GO:0035556  // GO:0046330  // GO:0046330  // GO:0051493  // GO:0097194  // GO:0097194 MAPK cascade  // activation of MAPKK activity  // DNA repair  // protein phosphorylation  // apoptotic process  // response to stress  // cellular response to DNA damage stimulus  // phosphorylation  // G2 DNA damage checkpoint  // positive regulation of stress-activated MAPK cascade  // intracellular signal transduction  // positive regulation of protein kinase activity  // positive regulation of JNK cascade  // regulation of cytoskeleton organization  // execution phase of apoptosis  // MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // cellular response to DNA damage stimulus  // cellular response to DNA damage stimulus  // G2 DNA damage checkpoint  // G2 DNA damage checkpoint  // positive regulation of stress-activated MAPK cascade  // positive regulation of stress-activated MAPK cascade  // intracellular signal transduction  // positive regulation of JNK cascade  // positive regulation of JNK cascade  // regulation of cytoskeleton organization  // execution phase of apoptosis  GO:0005737  // GO:0070062  // GO:0005737  // GO:0005737 cytoplasm  // extracellular vesicular exosome  // cytoplasm  // cytoplasm GO:0000166  // GO:0004672  // GO:0004674  // GO:0004709  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019901  // GO:0030295  // GO:0004674  // GO:0004674  // GO:0004709 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase binding  // protein kinase activator activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity ○
17266498 232.3093 243.4246 0.9543378 -0.067428 0 main NM_008702 Nlk nemo like kinase NM_008702 RefSeq Mus musculus nemo like kinase (Nlk), mRNA. FALSE 18099 Mm.9001 O54949 chr11 GO:0000165  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0007179  // GO:0016055  // GO:0016310  // GO:0018107  // GO:0030178  // GO:0033136  // GO:0035556  // GO:0046777  // GO:0000165  // GO:0006355  // GO:0006468  // GO:0007179  // GO:0007179 MAPK cascade  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // transforming growth factor beta receptor signaling pathway  // Wnt signaling pathway  // phosphorylation  // peptidyl-threonine phosphorylation  // negative regulation of Wnt signaling pathway  // serine phosphorylation of STAT3 protein  // intracellular signal transduction  // protein autophosphorylation  // MAPK cascade  // regulation of transcription, DNA-templated  // protein phosphorylation  // transforming growth factor beta receptor signaling pathway  // transforming growth factor beta receptor signaling pathway GO:0005634  // GO:0005737  // GO:0005634 nucleus  // cytoplasm  // nucleus GO:0000166  // GO:0000287  // GO:0004672  // GO:0004674  // GO:0004707  // GO:0005515  // GO:0005524  // GO:0008134  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0031625  // GO:0042169  // GO:0046872  // GO:0004672  // GO:0004674  // GO:0004707  // GO:0005524  // GO:0008134  // GO:0008134  // GO:0031625  // GO:0031625 nucleotide binding  // magnesium ion binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase activity  // protein binding  // ATP binding  // transcription factor binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // ubiquitin protein ligase binding  // SH2 domain binding  // metal ion binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase activity  // ATP binding  // transcription factor binding  // transcription factor binding  // ubiquitin protein ligase binding  // ubiquitin protein ligase binding ○
17266534 93.77359 109.636 0.8553175 -0.225468 0 main NM_013571 Ksr1 kinase suppressor of ras 1 NM_013571 RefSeq Mus musculus kinase suppressor of ras 1 (Ksr1), mRNA. FALSE 16706 Mm.4745 Q61097 chr11 GO:0006468  // GO:0016310  // GO:0035556  // GO:0043410 protein phosphorylation  // phosphorylation  // intracellular signal transduction  // positive regulation of MAPK cascade GO:0005737  // GO:0005783  // GO:0016020  // GO:0005789 cytoplasm  // endoplasmic reticulum  // membrane  // endoplasmic reticulum membrane GO:0004672  // GO:0004674  // GO:0005078  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0031434  // GO:0046872  // GO:0031434 protein kinase activity  // protein serine/threonine kinase activity  // MAP-kinase scaffold activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // mitogen-activated protein kinase kinase binding  // metal ion binding  // mitogen-activated protein kinase kinase binding ○
17267632 78.75014 101.3317 0.7771521 -0.363731 0 main NM_019505 Dgke diacylglycerol kinase, epsilon NM_019505 RefSeq Mus musculus diacylglycerol kinase, epsilon (Dgke), mRNA. FALSE 56077 Mm.153695 Q9R1C6 chr11 GO:0007205  // GO:0008152  // GO:0016310  // GO:0035556 protein kinase C-activating G-protein coupled receptor signaling pathway  // metabolic process  // phosphorylation  // intracellular signal transduction GO:0005737  // GO:0016020  // GO:0016021  // GO:0005737  // GO:0016020 cytoplasm  // membrane  // integral component of membrane  // cytoplasm  // membrane GO:0000166  // GO:0003951  // GO:0004143  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0046872 nucleotide binding  // NAD+ kinase activity  // diacylglycerol kinase activity  // ATP binding  // kinase activity  // transferase activity  // metal ion binding ○
17270621 249.5549 236.9771 1.053076 0.0746096 0 main NM_001081045 Kansl1 KAT8 regulatory NSL complex subunit 1 NM_001081045 RefSeq Mus musculus KAT8 regulatory NSL complex subunit 1 (Kansl1), mRNA. FALSE 76719 Mm.136418 Q80TG1 chr11 GO:0016568  // GO:0043981  // GO:0043982  // GO:0043984  // GO:0043981  // GO:0043981  // GO:0043982  // GO:0043982  // GO:0043984  // GO:0043984 chromatin modification  // histone H4-K5 acetylation  // histone H4-K8 acetylation  // histone H4-K16 acetylation  // histone H4-K5 acetylation  // histone H4-K5 acetylation  // histone H4-K8 acetylation  // histone H4-K8 acetylation  // histone H4-K16 acetylation  // histone H4-K16 acetylation GO:0000123  // GO:0005634  // GO:0071339  // GO:0000123  // GO:0000123  // GO:0005634  // GO:0071339  // GO:0071339 histone acetyltransferase complex  // nucleus  // MLL1 complex  // histone acetyltransferase complex  // histone acetyltransferase complex  // nucleus  // MLL1 complex  // MLL1 complex GO:0043995  // GO:0043996  // GO:0046972  // GO:0043995  // GO:0043995  // GO:0043996  // GO:0043996  // GO:0046972  // GO:0046972 histone acetyltransferase activity (H4-K5 specific)  // histone acetyltransferase activity (H4-K8 specific)  // histone acetyltransferase activity (H4-K16 specific)  // histone acetyltransferase activity (H4-K5 specific)  // histone acetyltransferase activity (H4-K5 specific)  // histone acetyltransferase activity (H4-K8 specific)  // histone acetyltransferase activity (H4-K8 specific)  // histone acetyltransferase activity (H4-K16 specific)  // histone acetyltransferase activity (H4-K16 specific) ○
17272095 76.51385 64.37485 1.1885674 0.2492238 0 main NM_008211 H3f3b H3 histone, family 3B NM_008211 RefSeq Mus musculus H3 histone, family 3B (H3f3b), mRNA. FALSE 15081 Mm.371563 P84244 chr11 GO:0001649  // GO:0006997  // GO:0042692  // GO:0090230  // GO:1902340  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // nucleus organization  // muscle cell differentiation  // regulation of centromere complex assembly  // negative regulation of chromosome condensation  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0005634  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nuclear chromosome  // nuclear nucleosome  // nucleus  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○
17272530 1123.532 986.7911 1.1385713 0.1872246 0 main NM_011358 Srsf2 serine/arginine-rich splicing factor 2 NM_011358 RefSeq Mus musculus serine/arginine-rich splicing factor 2 (Srsf2), mRNA. FALSE 20382 Mm.21841  // Mm.469331 Q62093 chr11 GO:0006397  // GO:0008380 mRNA processing  // RNA splicing GO:0005634  // GO:0005634  // GO:0005681  // GO:0016607  // GO:0016607  // GO:0005634  // GO:0005654  // GO:0016607  // GO:0016607 nucleus  // nucleus  // spliceosomal complex  // nuclear speck  // nuclear speck  // nucleus  // nucleoplasm  // nuclear speck  // nuclear speck GO:0000166  // GO:0003676  // GO:0003723  // GO:0005515  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // protein binding  // poly(A) RNA binding ○
17273819 249.6144 248.0828 1.0061737 0.0088794 0 main NM_001099628 Atad2b ATPase family, AAA domain containing 2B NM_001099628 RefSeq Mus musculus ATPase family, AAA domain containing 2B (Atad2b), mRNA. FALSE 320817 Mm.210966 E9Q166 chr12 GO:0008150  // GO:0008152 biological_process  // metabolic process GO:0005634 nucleus GO:0000166  // GO:0005524  // GO:0070577  // GO:0017111  // GO:0070577 nucleotide binding  // ATP binding  // lysine-acetylated histone binding  // nucleoside-triphosphatase activity  // lysine-acetylated histone binding ○
17277017 39.39758 39.7174 0.9919476 -0.011664 0 main XM_006516065 Rgs6 regulator of G-protein signaling 6 XM_006516065 RefSeq PREDICTED: Mus musculus regulator of G-protein signaling 6 (Rgs6), transcript variant X2, mRNA. FALSE 50779 Mm.153013 Q9Z2H2 chr12 GO:0007165  // GO:0007186  // GO:0009968  // GO:0035556  // GO:0038032  // GO:0043547  // GO:0045666  // GO:0007186  // GO:0043547  // GO:0043547  // GO:0045666 signal transduction  // G-protein coupled receptor signaling pathway  // negative regulation of signal transduction  // intracellular signal transduction  // termination of G-protein coupled receptor signaling pathway  // positive regulation of GTPase activity  // positive regulation of neuron differentiation  // G-protein coupled receptor signaling pathway  // positive regulation of GTPase activity  // positive regulation of GTPase activity  // positive regulation of neuron differentiation GO:0005737  // GO:0005794  // GO:0005834  // GO:0005886  // GO:0016020  // GO:0043234  // GO:0005737  // GO:0005737  // GO:0005886 cytoplasm  // Golgi apparatus  // heterotrimeric G-protein complex  // plasma membrane  // membrane  // protein complex  // cytoplasm  // cytoplasm  // plasma membrane GO:0004871  // GO:0005096  // GO:0005096  // GO:0005515  // GO:0019904  // GO:0005096 signal transducer activity  // GTPase activator activity  // GTPase activator activity  // protein binding  // protein domain specific binding  // GTPase activator activity ○
17277177 46.78327 52.09187 0.8980916 -0.155066 0 main NM_028821 Dnal1 dynein, axonemal, light chain 1 NM_028821 RefSeq Mus musculus dynein, axonemal, light chain 1 (Dnal1), mRNA. FALSE 105000 Mm.101525 Q05A62 chr12 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17277387 173.6935 115.658 1.5017854 0.5866787 0 main ENSMUST00000134311 Fos FBJ osteosarcoma oncogene ENSMUST00000134311 ENSEMBL havana:putative chromosome:GRCm38:12:85474911:85476063:1 gene:ENSMUSG00000021250 gene_biotype:protein_coding transcript_biotype:processed_transcript FALSE 14281 Mm.246513  // Mm.472279 P01101 chr12 GO:0006355  // GO:0006355  // GO:0006366  // GO:0007179  // GO:0007399  // GO:0031668  // GO:0034614  // GO:0035914  // GO:0042493  // GO:0045672  // GO:0045893  // GO:0045944  // GO:0060395  // GO:0071277  // GO:0001661  // GO:0006355  // GO:0006366  // GO:0007179  // GO:0007565  // GO:0007568  // GO:0009409  // GO:0009416  // GO:0009612  // GO:0009629  // GO:0009636  // GO:0014070  // GO:0030431  // GO:0032496  // GO:0032570  // GO:0032870  // GO:0034097  // GO:0034614  // GO:0042493  // GO:0045893  // GO:0051412  // GO:0051591  // GO:0060395 regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // transforming growth factor beta receptor signaling pathway  // nervous system development  // cellular response to extracellular stimulus  // cellular response to reactive oxygen species  // skeletal muscle cell differentiation  // response to drug  // positive regulation of osteoclast differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // SMAD protein signal transduction  // cellular response to calcium ion  // conditioned taste aversion  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // transforming growth factor beta receptor signaling pathway  // female pregnancy  // aging  // response to cold  // response to light stimulus  // response to mechanical stimulus  // response to gravity  // response to toxic substance  // respGO:0005634  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0005783  // GO:0016020  // GO:0043005  // GO:0005634  // GO:0005634  // GO:0005829  // GO:0016020  // GO:0043005 nucleus  // nucleus  // nucleus  // transcription factor complex  // cytoplasm  // endoplasmic reticulum  // membrane  // neuron projection  // nucleus  // nucleus  // cytosol  // membrane  // neuron projection GO:0000979  // GO:0003677  // GO:0003677  // GO:0003690  // GO:0003700  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0008134  // GO:0043565  // GO:0044212  // GO:0046982  // GO:0070412  // GO:0003677  // GO:0003690  // GO:0003700  // GO:0008134  // GO:0043565  // GO:0044212  // GO:0070412 RNA polymerase II core promoter sequence-specific DNA binding  // DNA binding  // DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // transcription factor binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // protein heterodimerization activity  // R-SMAD binding  // DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // R-SMAD binding ○
17277521 71.07616 74.09139 0.9593039 -0.05994 0 main NM_177354 Vash1 vasohibin 1 NM_177354 RefSeq Mus musculus vasohibin 1 (Vash1), mRNA. FALSE 238328 Mm.216101 Q8C1W1 chr12 GO:0001525  // GO:0001937  // GO:0007049  // GO:0007050  // GO:0009611  // GO:0010596  // GO:0010628  // GO:0016525  // GO:0016525  // GO:0016525  // GO:0043537  // GO:0045765  // GO:1901491  // GO:2000772  // GO:0001525  // GO:0001525  // GO:0001937  // GO:0001937  // GO:0009611  // GO:0009611  // GO:0010596  // GO:0010628  // GO:0016525  // GO:0043537  // GO:1901491  // GO:1901491  // GO:2000772  // GO:2000772 angiogenesis  // negative regulation of endothelial cell proliferation  // cell cycle  // cell cycle arrest  // response to wounding  // negative regulation of endothelial cell migration  // positive regulation of gene expression  // negative regulation of angiogenesis  // negative regulation of angiogenesis  // negative regulation of angiogenesis  // negative regulation of blood vessel endothelial cell migration  // regulation of angiogenesis  // negative regulation of lymphangiogenesis  // regulation of cellular senescence  // angiogenesis  // angiogenesis  // negative regulation of endothelial cell proliferation  // negative regulation of endothelial cell proliferation  // response to wounding  // response to wounding  // negative regulation of endothelial cell migration  // positive regulation of gene expression  // negative regulation of angiogenesis  // negative regulation of blood vessel endothelial cell migration  // negative regulation of lymphangiogenesis  // negative regulation of lymphangiogenesisGO:0005576  // GO:0005615  // GO:0005737  // GO:0005783  // GO:0045177  // GO:0005615  // GO:0005737  // GO:0005737  // GO:0005783  // GO:0045177 extracellular region  // extracellular space  // cytoplasm  // endoplasmic reticulum  // apical part of cell  // extracellular space  // cytoplasm  // cytoplasm  // endoplasmic reticulum  // apical part of cell GO:0003674 molecular_function ○
17279210 330.2432 355.8349 0.9280798 -0.107679 0 main NM_001025358 Klc1 kinesin light chain 1 NM_001025358 RefSeq Mus musculus kinesin light chain 1 (Klc1), transcript variant b, mRNA. FALSE 16593 Mm.278357 O88447 chr12 GO:0006886  // GO:0007018  // GO:0008088  // GO:0035418  // GO:0035617  // GO:0008152  // GO:0006886  // GO:0035418 intracellular protein transport  // microtubule-based movement  // axon cargo transport  // protein localization to synapse  // stress granule disassembly  // metabolic process  // intracellular protein transport  // protein localization to synapse GO:0005622  // GO:0005623  // GO:0005737  // GO:0005829  // GO:0005856  // GO:0005871  // GO:0005871  // GO:0005874  // GO:0016020  // GO:0030424  // GO:0030424  // GO:0030426  // GO:0031410  // GO:0031982  // GO:0035253  // GO:0035253  // GO:0043005  // GO:0043005  // GO:0043025  // GO:0043227  // GO:0005737  // GO:0005871  // GO:0016023  // GO:0030426  // GO:0030426  // GO:0031410  // GO:0042995  // GO:0016020  // GO:0030424  // GO:0031982  // GO:0043005  // GO:0043025 intracellular  // cell  // cytoplasm  // cytosol  // cytoskeleton  // kinesin complex  // kinesin complex  // microtubule  // membrane  // axon  // axon  // growth cone  // cytoplasmic vesicle  // vesicle  // ciliary rootlet  // ciliary rootlet  // neuron projection  // neuron projection  // neuronal cell body  // membrane-bounded organelle  // cytoplasm  // kinesin complex  // cytoplasmic membrane-bounded vesicle  // growth cone  // growth cone  // cytoplasmic vesicle  // cell projection  // membrane  // axon  // vesicle  // neuron projection  // neuronal cell body GO:0003777  // GO:0005515  // GO:0015631  // GO:0015631 microtubule motor activity  // protein binding  // tubulin binding  // tubulin binding ○
17280913 105.5651 210.4908 0.5015188 -0.995624 0 main NM_021361 Nova1 neuro-oncological ventral antigen 1 NM_021361 RefSeq Mus musculus neuro-oncological ventral antigen 1 (Nova1), mRNA. FALSE 664883 Mm.247195 Q9JKN6 chr12 GO:0000398  // GO:0000398  // GO:0007399  // GO:0051252 mRNA splicing, via spliceosome  // mRNA splicing, via spliceosome  // nervous system development  // regulation of RNA metabolic process GO:0005634  // GO:0005634  // GO:0005730  // GO:0043231  // GO:0005634 nucleus  // nucleus  // nucleolus  // intracellular membrane-bounded organelle  // nucleus GO:0003723  // GO:0003729  // GO:0005515  // GO:0044822 RNA binding  // mRNA binding  // protein binding  // poly(A) RNA binding ○
17281228 392.2571 388.6653 1.0092414 0.0132713 0 main NM_001003719 Ralgapa1 Ral GTPase activating protein, alpha subunit 1 NM_001003719 RefSeq Mus musculus Ral GTPase activating protein, alpha subunit 1 (Ralgapa1), transcript variant 3, mRNA. FALSE 56784 Mm.292180 Q6GYP7 chr12 GO:0006355  // GO:0032853  // GO:0032859  // GO:0051056  // GO:0032859  // GO:0032859 regulation of transcription, DNA-templated  // positive regulation of Ran GTPase activity  // activation of Ral GTPase activity  // regulation of small GTPase mediated signal transduction  // activation of Ral GTPase activity  // activation of Ral GTPase activity GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737  // GO:0005739 nucleus  // cytoplasm  // nucleus  // cytoplasm  // mitochondrion GO:0005096  // GO:0005098  // GO:0005515  // GO:0017123  // GO:0046982  // GO:0017123  // GO:0017123  // GO:0046982 GTPase activator activity  // Ran GTPase activator activity  // protein binding  // Ral GTPase activator activity  // protein heterodimerization activity  // Ral GTPase activator activity  // Ral GTPase activator activity  // protein heterodimerization activity ○
17284839 71.05316 51.56115 1.3780368 0.4626144 0 main NM_177290 Itgb8 integrin beta 8 NM_177290 RefSeq Mus musculus integrin beta 8 (Itgb8), mRNA. FALSE 320910 Mm.217000 Q0VBD0 chr12 GO:0001573  // GO:0007155  // GO:0007229  // GO:0007160  // GO:0007275 ganglioside metabolic process  // cell adhesion  // integrin-mediated signaling pathway  // cell-matrix adhesion  // multicellular organismal development GO:0016020  // GO:0016021  // GO:0070062  // GO:0008305 membrane  // integral component of membrane  // extracellular vesicular exosome  // integrin complex GO:0005102  // GO:0004872  // GO:0005102 receptor binding  // receptor activity  // receptor binding ○
17286595 351.2864 342.7743 1.024833 0.0353888 0 main NM_001039188 Rreb1 ras responsive element binding protein 1 NM_001039188 RefSeq Mus musculus ras responsive element binding protein 1 (Rreb1), transcript variant 2, mRNA. FALSE 68750 Mm.491109 Q3UH06 chr13 GO:0006351  // GO:0006355  // GO:0045892 transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated GO:0005634  // GO:0005737  // GO:0070062  // GO:0005634  // GO:0016607 nucleus  // cytoplasm  // extracellular vesicular exosome  // nucleus  // nuclear speck GO:0003676  // GO:0003677  // GO:0003700  // GO:0046872 nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // metal ion binding ○
17286962 584.5587 470.676 1.2419556 0.3126136 0 main NM_153789 Mylip myosin regulatory light chain interacting protein NM_153789 RefSeq Mus musculus myosin regulatory light chain interacting protein (Mylip), mRNA. FALSE 218203 Mm.212855 Q8BM54 chr13 GO:0006928  // GO:0007399  // GO:0010989  // GO:0016567  // GO:0016567  // GO:0031648  // GO:0032803  // GO:0042632  // GO:0042787  // GO:0045732  // GO:0055098  // GO:0006928  // GO:0007399  // GO:0016567 cellular component movement  // nervous system development  // negative regulation of low-density lipoprotein particle clearance  // protein ubiquitination  // protein ubiquitination  // protein destabilization  // regulation of low-density lipoprotein particle receptor catabolic process  // cholesterol homeostasis  // protein ubiquitination involved in ubiquitin-dependent protein catabolic process  // positive regulation of protein catabolic process  // response to low-density lipoprotein particle  // cellular component movement  // nervous system development  // protein ubiquitination GO:0005622  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0019898  // GO:0005622 intracellular  // cytoplasm  // cytoskeleton  // plasma membrane  // membrane  // extrinsic component of membrane  // intracellular GO:0004842  // GO:0004842  // GO:0008092  // GO:0008270  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0008092 ubiquitin-protein transferase activity  // ubiquitin-protein transferase activity  // cytoskeletal protein binding  // zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // cytoskeletal protein binding ○
17286998 41.44395 38.23375 1.0839625 0.1163148 0 main NM_001081425 Rbm24 RNA binding motif protein 24 NM_001081425 RefSeq Mus musculus RNA binding motif protein 24 (Rbm24), mRNA. FALSE 666794 Mm.38269 D3Z4I3 chr13 GO:0010830  // GO:0030154  // GO:0043488 regulation of myotube differentiation  // cell differentiation  // regulation of mRNA stability GO:0005634  // GO:0005737  // GO:0005575 nucleus  // cytoplasm  // cellular_component GO:0000166  // GO:0003676  // GO:0003723  // GO:0003730 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA 3'-UTR binding ○
17287144 44.87271 44.78688 1.0019164 0.0027621 0 main AK029314 Tes3-ps testis derived transcript 3, pseudogene AK029314 GenBank HTC Mus musculus 0 day neonate head cDNA, RIKEN full-length enriched library, clone:4832420G24 product:testis derived transcript 3, pseudogene, full insert sequence. FALSE 54339 Mm.441473 Q9QZ73 chr13 --- --- GO:0000151 ubiquitin ligase complex --- --- ○
17289196 65.10943 82.20768 0.7920115 -0.336407 0 main NM_172589 Lhfpl2 lipoma HMGIC fusion partner-like 2 NM_172589 RefSeq Mus musculus lipoma HMGIC fusion partner-like 2 (Lhfpl2), mRNA. FALSE 218454 Mm.316553 Q8BGA2 chr13 GO:0008150 biological_process GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003674 molecular_function ○
17289824 240.8311 189.1224 1.2734139 0.3487015 0 main NM_172593 Mier3 mesoderm induction early response 1, family member 3 NM_172593 RefSeq Mus musculus mesoderm induction early response 1, family member 3 (Mier3), mRNA. FALSE 218613 Mm.31012 Q3UHF3 chr13 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0003677  // GO:0003682  // GO:0003674 DNA binding  // chromatin binding  // molecular_function ○
17290121 390.8395 383.4963 1.019148 0.0273636 0 main XM_006517631 Paip1 polyadenylate binding protein-interacting protein 1 XM_006517631 RefSeq PREDICTED: Mus musculus polyadenylate binding protein-interacting protein 1 (Paip1), transcript variant X1, mRNA. FALSE 218693 Mm.490243 Q8VE62 chr13 GO:0006417  // GO:0045727  // GO:0045727 regulation of translation  // positive regulation of translation  // positive regulation of translation GO:0005737  // GO:0005575 cytoplasm  // cellular_component GO:0003723  // GO:0005515  // GO:0008494  // GO:0008494 RNA binding  // protein binding  // translation activator activity  // translation activator activity ○
17290363 129.0872 155.3877 0.8307427 -0.267526 0 main NM_001039388 Wdr37 WD repeat domain 37 NM_001039388 RefSeq Mus musculus WD repeat domain 37 (Wdr37), transcript variant 2, mRNA. FALSE 207615 Mm.284654 Q8CBE3 chr13 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17290815 252.3634 262.2838 0.9621768 -0.055626 0 main NM_019491 Rala v-ral simian leukemia viral oncogene homolog A (ras related) NM_019491 RefSeq Mus musculus v-ral simian leukemia viral oncogene homolog A (ras related) (Rala), mRNA. FALSE 56044 Mm.27348 P63321 chr13 GO:0000910  // GO:0006184  // GO:0006887  // GO:0007049  // GO:0007165  // GO:0007264  // GO:0017157  // GO:0017157  // GO:0031532  // GO:0051301  // GO:0051491  // GO:0051665  // GO:0051665  // GO:0000910  // GO:0000910  // GO:0007265  // GO:0031532  // GO:0051491 cytokinesis  // GTP catabolic process  // exocytosis  // cell cycle  // signal transduction  // small GTPase mediated signal transduction  // regulation of exocytosis  // regulation of exocytosis  // actin cytoskeleton reorganization  // cell division  // positive regulation of filopodium assembly  // membrane raft localization  // membrane raft localization  // cytokinesis  // cytokinesis  // Ras protein signal transduction  // actin cytoskeleton reorganization  // positive regulation of filopodium assembly GO:0005886  // GO:0009986  // GO:0016020  // GO:0030139  // GO:0032154  // GO:0070062  // GO:0005886  // GO:0005886  // GO:0009986  // GO:0016020  // GO:0030139  // GO:0030496  // GO:0030659  // GO:0032154  // GO:0032154 plasma membrane  // cell surface  // membrane  // endocytic vesicle  // cleavage furrow  // extracellular vesicular exosome  // plasma membrane  // plasma membrane  // cell surface  // membrane  // endocytic vesicle  // midbody  // cytoplasmic vesicle membrane  // cleavage furrow  // cleavage furrow GO:0000166  // GO:0005515  // GO:0005525  // GO:0031755  // GO:0003924  // GO:0031755  // GO:0031755 nucleotide binding  // protein binding  // GTP binding  // Edg-2 lysophosphatidic acid receptor binding  // GTPase activity  // Edg-2 lysophosphatidic acid receptor binding  // Edg-2 lysophosphatidic acid receptor binding ○
17292174 427.9402 355.5998 1.2034321 0.2671547 0 main NM_001199304 Atxn1 ataxin 1 NM_001199304 RefSeq Mus musculus ataxin 1 (Atxn1), transcript variant 3, mRNA. FALSE 20238 Mm.342683 P54254 chr13 GO:0006351  // GO:0006355  // GO:0008344  // GO:0008542  // GO:0042326  // GO:0043569  // GO:0045892  // GO:0045944  // GO:0051168  // GO:0060079  // GO:0000122  // GO:0045892  // GO:0048286  // GO:0051168  // GO:0045892  // GO:0051168 transcription, DNA-templated  // regulation of transcription, DNA-templated  // adult locomotory behavior  // visual learning  // negative regulation of phosphorylation  // negative regulation of insulin-like growth factor receptor signaling pathway  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // nuclear export  // regulation of excitatory postsynaptic membrane potential  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription, DNA-templated  // lung alveolus development  // nuclear export  // negative regulation of transcription, DNA-templated  // nuclear export GO:0005634  // GO:0005654  // GO:0005737  // GO:0016363  // GO:0042272  // GO:0042405  // GO:0042405  // GO:0043231  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0005737  // GO:0005737  // GO:0016363  // GO:0042272  // GO:0042405  // GO:0005654  // GO:0016363  // GO:0042272  // GO:0042405  // GO:0043231 nucleus  // nucleoplasm  // cytoplasm  // nuclear matrix  // nuclear RNA export factor complex  // nuclear inclusion body  // nuclear inclusion body  // intracellular membrane-bounded organelle  // nucleus  // nucleus  // nucleoplasm  // cytoplasm  // cytoplasm  // nuclear matrix  // nuclear RNA export factor complex  // nuclear inclusion body  // nucleoplasm  // nuclear matrix  // nuclear RNA export factor complex  // nuclear inclusion body  // intracellular membrane-bounded organelle GO:0003677  // GO:0003723  // GO:0005515  // GO:0008022  // GO:0008266  // GO:0034046  // GO:0042802  // GO:0043621  // GO:0003682  // GO:0003723  // GO:0008022  // GO:0008266  // GO:0034046  // GO:0043621  // GO:0008022  // GO:0008266  // GO:0034046  // GO:0042802  // GO:0043621 DNA binding  // RNA binding  // protein binding  // protein C-terminus binding  // poly(U) RNA binding  // poly(G) binding  // identical protein binding  // protein self-association  // chromatin binding  // RNA binding  // protein C-terminus binding  // poly(U) RNA binding  // poly(G) binding  // protein self-association  // protein C-terminus binding  // poly(U) RNA binding  // poly(G) binding  // identical protein binding  // protein self-association ○
17292346 402.3347 339.4914 1.1851101 0.2450211 0 main NM_011078 Phf2 PHD finger protein 2 NM_011078 RefSeq Mus musculus PHD finger protein 2 (Phf2), mRNA. FALSE 18676 Mm.486213 Q9WTU0 chr13 GO:0006351  // GO:0006355  // GO:0006482  // GO:0016568  // GO:0033169  // GO:0033169  // GO:0055114  // GO:0061188  // GO:0006482  // GO:0006482  // GO:0061188  // GO:0061188 transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein demethylation  // chromatin modification  // histone H3-K9 demethylation  // histone H3-K9 demethylation  // oxidation-reduction process  // negative regulation of chromatin silencing at rDNA  // protein demethylation  // protein demethylation  // negative regulation of chromatin silencing at rDNA  // negative regulation of chromatin silencing at rDNA GO:0005634  // GO:0005730  // GO:0005737  // GO:0005634  // GO:0005730  // GO:0005730 nucleus  // nucleolus  // cytoplasm  // nucleus  // nucleolus  // nucleolus GO:0000907  // GO:0003713  // GO:0005506  // GO:0008270  // GO:0016491  // GO:0018602  // GO:0019798  // GO:0032454  // GO:0032454  // GO:0034792  // GO:0035064  // GO:0043734  // GO:0046872  // GO:0051213  // GO:0052634  // GO:0052635  // GO:0003713  // GO:0003713  // GO:0005506  // GO:0005506  // GO:0008270  // GO:0008270  // GO:0032454  // GO:0032454  // GO:0035064  // GO:0035064 sulfonate dioxygenase activity  // transcription coactivator activity  // iron ion binding  // zinc ion binding  // oxidoreductase activity  // 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase activity  // procollagen-proline dioxygenase activity  // histone demethylase activity (H3-K9 specific)  // histone demethylase activity (H3-K9 specific)  // hypophosphite dioxygenase activity  // methylated histone binding  // DNA-N1-methyladenine dioxygenase activity  // metal ion binding  // dioxygenase activity  // C-19 gibberellin 2-beta-dioxygenase activity  // C-20 gibberellin 2-beta-dioxygenase activity  // transcription coactivator activity  // transcription coactivator activity  // iron ion binding  // iron ion binding  // zinc ion binding  // zinc ion binding  // histone demethylase activity (H3-K9 specific)  // histone demethylase activity (H3-K9 specific)  // methylated histone binding  // methylated histone binding ○
17292732 168.7932 156.933 1.0755749 0.105108 0 main NM_001146025 Rnf44 ring finger protein 44 NM_001146025 RefSeq Mus musculus ring finger protein 44 (Rnf44), transcript variant 1, mRNA. FALSE 105239 Mm.25366 Q3UHJ8 chr13 GO:0008150 biological_process GO:0005575 cellular_component GO:0008270  // GO:0046872  // GO:0003674 zinc ion binding  // metal ion binding  // molecular_function ○
17292759 63.40198 61.13007 1.0371652 0.0526457 0 main NM_033610 Sncb synuclein, beta NM_033610 RefSeq Mus musculus synuclein, beta (Sncb), mRNA. FALSE 104069 Mm.200843 Q91ZZ3 chr13 GO:0007268  // GO:0042417  // GO:0043524  // GO:0050808 synaptic transmission  // dopamine metabolic process  // negative regulation of neuron apoptotic process  // synapse organization GO:0005634  // GO:0005737  // GO:0005739  // GO:0005794  // GO:0030426  // GO:0043025  // GO:0043195  // GO:0043679  // GO:0045202  // GO:0005634  // GO:0005737  // GO:0005794  // GO:0030426  // GO:0043025  // GO:0043195  // GO:0043679 nucleus  // cytoplasm  // mitochondrion  // Golgi apparatus  // growth cone  // neuronal cell body  // terminal bouton  // axon terminus  // synapse  // nucleus  // cytoplasm  // Golgi apparatus  // growth cone  // neuronal cell body  // terminal bouton  // axon terminus GO:0005509  // GO:0043014  // GO:0048487  // GO:0005509  // GO:0043014  // GO:0048487 calcium ion binding  // alpha-tubulin binding  // beta-tubulin binding  // calcium ion binding  // alpha-tubulin binding  // beta-tubulin binding ○
17293085 233.8683 204.4518 1.1438799 0.1939356 0 main NM_029872 Hnrnpa0 heterogeneous nuclear ribonucleoprotein A0 NM_029872 RefSeq Mus musculus heterogeneous nuclear ribonucleoprotein A0 (Hnrnpa0), mRNA. FALSE 77134 Mm.490274 Q9CX86 chr13 GO:0006954  // GO:0032496  // GO:0070935 inflammatory response  // response to lipopolysaccharide  // 3'-UTR-mediated mRNA stabilization GO:0005634  // GO:0030529 nucleus  // ribonucleoprotein complex GO:0000166  // GO:0003676  // GO:0003723  // GO:0017091  // GO:0017091  // GO:0019901  // GO:0044822  // GO:0017091  // GO:0019901 nucleotide binding  // nucleic acid binding  // RNA binding  // AU-rich element binding  // AU-rich element binding  // protein kinase binding  // poly(A) RNA binding  // AU-rich element binding  // protein kinase binding ○
17296142 381.684 370.2949 1.0307568 0.043704 0 main NM_001122963 Gpbp1 GC-rich promoter binding protein 1 NM_001122963 RefSeq Mus musculus GC-rich promoter binding protein 1 (Gpbp1), transcript variant 1, mRNA. FALSE 73274 Mm.57286 Q6NXH3 chr13 GO:0006351  // GO:0006355  // GO:0045893  // GO:0045893 transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0005634  // GO:0005730  // GO:0005737  // GO:0005886  // GO:0043231  // GO:0005634 nucleus  // nucleolus  // cytoplasm  // plasma membrane  // intracellular membrane-bounded organelle  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0003677  // GO:0003700 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17297359 213.4073 237.9575 0.8968295 -0.157094 0 main NM_001113417 Thrb thyroid hormone receptor beta NM_001113417 RefSeq Mus musculus thyroid hormone receptor beta (Thrb), transcript variant 1, mRNA. FALSE 21834 Mm.32563 P37242 chr14 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006357  // GO:0006366  // GO:0007605  // GO:0007621  // GO:0008016  // GO:0008050  // GO:0008284  // GO:0009887  // GO:0019216  // GO:0030522  // GO:0030522  // GO:0032332  // GO:0043401  // GO:0045778  // GO:0045892  // GO:0045944  // GO:0060509  // GO:0090181  // GO:0090207  // GO:0006355  // GO:0030522  // GO:0030522 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // sensory perception of sound  // negative regulation of female receptivity  // regulation of heart contraction  // female courtship behavior  // positive regulation of cell proliferation  // organ morphogenesis  // regulation of lipid metabolic process  // intracellular receptor signaling pathway  // intracellular receptor signaling pathway  // positive regulation of chondrocyte differentiation  // steroid hormone mediated signaling pathway  // positive regulation of ossification  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // Type I pneumocyte differentiation  // regulation of cholesterol metabolic prGO:0000790  // GO:0005634  // GO:0005634  // GO:0005634 nuclear chromatin  // nucleus  // nucleus  // nucleus GO:0003677  // GO:0003690  // GO:0003700  // GO:0003707  // GO:0004887  // GO:0004887  // GO:0005515  // GO:0008270  // GO:0019899  // GO:0031490  // GO:0042803  // GO:0043565  // GO:0046872  // GO:0070324  // GO:0003700  // GO:0004887  // GO:0004887  // GO:0019899  // GO:0070324  // GO:0070324 DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // steroid hormone receptor activity  // thyroid hormone receptor activity  // thyroid hormone receptor activity  // protein binding  // zinc ion binding  // enzyme binding  // chromatin DNA binding  // protein homodimerization activity  // sequence-specific DNA binding  // metal ion binding  // thyroid hormone binding  // sequence-specific DNA binding transcription factor activity  // thyroid hormone receptor activity  // thyroid hormone receptor activity  // enzyme binding  // thyroid hormone binding  // thyroid hormone binding ○
17297913 963.4631 898.0315 1.0728611 0.1014634 0 main NM_007479 Arf4 ADP-ribosylation factor 4 NM_007479 RefSeq Mus musculus ADP-ribosylation factor 4 (Arf4), mRNA. FALSE 11843 Mm.297768 P61750 chr14 GO:0006471  // GO:0006810  // GO:0007173  // GO:0007264  // GO:0015031  // GO:0016192  // GO:0016477  // GO:0031584  // GO:0043066  // GO:0045944  // GO:2000377  // GO:0007173  // GO:0007420  // GO:0015031  // GO:0048678 protein ADP-ribosylation  // transport  // epidermal growth factor receptor signaling pathway  // small GTPase mediated signal transduction  // protein transport  // vesicle-mediated transport  // cell migration  // activation of phospholipase D activity  // negative regulation of apoptotic process  // positive regulation of transcription from RNA polymerase II promoter  // regulation of reactive oxygen species metabolic process  // epidermal growth factor receptor signaling pathway  // brain development  // protein transport  // response to axon injury GO:0005622  // GO:0005737  // GO:0005794  // GO:0005829  // GO:0005886  // GO:0032587  // GO:0070062 intracellular  // cytoplasm  // Golgi apparatus  // cytosol  // plasma membrane  // ruffle membrane  // extracellular vesicular exosome GO:0000166  // GO:0005154  // GO:0005515  // GO:0005525  // GO:0005525  // GO:0005525 nucleotide binding  // epidermal growth factor receptor binding  // protein binding  // GTP binding  // GTP binding  // GTP binding ○
17299217 42.56583 44.12502 0.9646643 -0.051901 0 main NM_019637 Styx serine/threonine/tyrosine interaction protein NM_019637 RefSeq Mus musculus serine/threonine/tyrosine interaction protein (Styx), mRNA. FALSE 56291 Mm.202561 Q60969 chr14 GO:0006470  // GO:0007283  // GO:0016311  // GO:0045204  // GO:0070372 protein dephosphorylation  // spermatogenesis  // dephosphorylation  // MAPK export from nucleus  // regulation of ERK1 and ERK2 cascade GO:0005737  // GO:0005634 cytoplasm  // nucleus GO:0004721  // GO:0005515  // GO:0008138  // GO:0016787  // GO:0016791 phosphoprotein phosphatase activity  // protein binding  // protein tyrosine/serine/threonine phosphatase activity  // hydrolase activity  // phosphatase activity ○
17299316 131.3514 127.8254 1.0275845 0.039257 0 main NM_080843 Socs4 suppressor of cytokine signaling 4 NM_080843 RefSeq Mus musculus suppressor of cytokine signaling 4 (Socs4), mRNA. FALSE 67296 Mm.425886 Q91ZA6 chr14 GO:0007175  // GO:0009968  // GO:0035556  // GO:0040008  // GO:0007175  // GO:0007175  // GO:0016567  // GO:0032436  // GO:0032436 negative regulation of epidermal growth factor-activated receptor activity  // negative regulation of signal transduction  // intracellular signal transduction  // regulation of growth  // negative regulation of epidermal growth factor-activated receptor activity  // negative regulation of epidermal growth factor-activated receptor activity  // protein ubiquitination  // positive regulation of proteasomal ubiquitin-dependent protein catabolic process  // positive regulation of proteasomal ubiquitin-dependent protein catabolic process GO:0005575 cellular_component GO:0003674 molecular_function ○
17300292 293.0891 297.1501 0.9863335 -0.019853 0 main NM_022993 Lrp10 low-density lipoprotein receptor-related protein 10 NM_022993 RefSeq Mus musculus low-density lipoprotein receptor-related protein 10 (Lrp10), mRNA. FALSE 65107 Mm.472719 Q7TQH7 chr14 GO:0006629  // GO:0006869  // GO:0006898  // GO:0048839  // GO:0006897 lipid metabolic process  // lipid transport  // receptor-mediated endocytosis  // inner ear development  // endocytosis GO:0016021  // GO:0005905  // GO:0016020  // GO:0016021 integral component of membrane  // coated pit  // membrane  // integral component of membrane GO:0005041 low-density lipoprotein receptor activity ○
17300860 269.8 355.2199 0.7595295 -0.396822 0 main NM_029498 Zmym2 zinc finger, MYM-type 2 NM_029498 RefSeq Mus musculus zinc finger, MYM-type 2 (Zmym2), mRNA. FALSE 76007 Mm.31417  // Mm.486624 Q9CU65 chr14 GO:0006351  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634  // GO:0016605  // GO:0016605 nucleus  // PML body  // PML body GO:0005515  // GO:0008270  // GO:0031624  // GO:0046872  // GO:0031624 protein binding  // zinc ion binding  // ubiquitin conjugating enzyme binding  // metal ion binding  // ubiquitin conjugating enzyme binding ○
17301225 37.67636 33.48871 1.1250466 0.1699848 0 main NM_177628 Fam167a family with sequence similarity 167, member A NM_177628 RefSeq Mus musculus family with sequence similarity 167, member A (Fam167a), mRNA. FALSE 219148 Mm.37882 Q6P1G6 chr14 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17301849 37.49914 30.26217 1.2391425 0.3093421 0 main ENSMUST00000160445 Gm16549 predicted gene 16549 ENSMUST00000160445 ENSEMBL havana:known chromosome:GRCm38:14:72589752:72603367:1 gene:ENSMUSG00000090216 gene_biotype:antisense transcript_biotype:antisense FALSE --- --- Q8BX90 chr14 --- --- --- --- --- --- ○
17302600 42.95873 45.80589 0.9378429 -0.092582 0 main NM_198865 Slitrk5 SLIT and NTRK-like family, member 5 NM_198865 RefSeq Mus musculus SLIT and NTRK-like family, member 5 (Slitrk5), mRNA. FALSE 75409 Mm.235097 Q810B7 chr14 GO:0007268  // GO:0007409  // GO:0007625  // GO:0009410  // GO:0021756  // GO:0030534  // GO:0043588  // GO:0048813  // GO:0072358 synaptic transmission  // axonogenesis  // grooming behavior  // response to xenobiotic stimulus  // striatum development  // adult behavior  // skin development  // dendrite morphogenesis  // cardiovascular system development GO:0016020  // GO:0016021  // GO:0043235  // GO:0016021  // GO:0043235 membrane  // integral component of membrane  // receptor complex  // integral component of membrane  // receptor complex GO:0003674 molecular_function ○
17303941 242.0922 218.0668 1.1101745 0.1507865 0 main NM_018829 Ap3m1 adaptor-related protein complex 3, mu 1 subunit NM_018829 RefSeq Mus musculus adaptor-related protein complex 3, mu 1 subunit (Ap3m1), mRNA. FALSE 55946 Mm.376269 Q9JKC8 chr14 GO:0006810  // GO:0006886  // GO:0008089  // GO:0015031  // GO:0016192  // GO:0048490 transport  // intracellular protein transport  // anterograde axon cargo transport  // protein transport  // vesicle-mediated transport  // anterograde synaptic vesicle transport GO:0005622  // GO:0005623  // GO:0005765  // GO:0005794  // GO:0016020  // GO:0030131  // GO:0031410  // GO:0005765  // GO:0030659 intracellular  // cell  // lysosomal membrane  // Golgi apparatus  // membrane  // clathrin adaptor complex  // cytoplasmic vesicle  // lysosomal membrane  // cytoplasmic vesicle membrane --- --- ○
17305662 638.4142 520.9209 1.2255492 0.2934284 0 main NM_146054 Fermt2 fermitin family homolog 2 (Drosophila) NM_146054 RefSeq Mus musculus fermitin family homolog 2 (Drosophila) (Fermt2), mRNA. FALSE 218952 Mm.210018 Q8CIB5 chr14 GO:0007155  // GO:0007160  // GO:0007160  // GO:0007179  // GO:0007229  // GO:0008360  // GO:0016055  // GO:0033622  // GO:0033622  // GO:0034446  // GO:0048041  // GO:0072657  // GO:0007179  // GO:0007179  // GO:0007229  // GO:0007229  // GO:0016055  // GO:0016055  // GO:0033622  // GO:0033622 cell adhesion  // cell-matrix adhesion  // cell-matrix adhesion  // transforming growth factor beta receptor signaling pathway  // integrin-mediated signaling pathway  // regulation of cell shape  // Wnt signaling pathway  // integrin activation  // integrin activation  // substrate adhesion-dependent cell spreading  // focal adhesion assembly  // protein localization to membrane  // transforming growth factor beta receptor signaling pathway  // transforming growth factor beta receptor signaling pathway  // integrin-mediated signaling pathway  // integrin-mediated signaling pathway  // Wnt signaling pathway  // Wnt signaling pathway  // integrin activation  // integrin activation GO:0001725  // GO:0005634  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0005925  // GO:0016020  // GO:0030054  // GO:0031234  // GO:0031941  // GO:0042995  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005925  // GO:0005925  // GO:0005938  // GO:0009986  // GO:0031234  // GO:0031234  // GO:0031258  // GO:0031674 stress fiber  // nucleus  // cytoplasm  // cytoskeleton  // plasma membrane  // focal adhesion  // membrane  // cell junction  // extrinsic component of cytoplasmic side of plasma membrane  // filamentous actin  // cell projection  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // focal adhesion  // focal adhesion  // cell cortex  // cell surface  // extrinsic component of cytoplasmic side of plasma membrane  // extrinsic component of cytoplasmic side of plasma membrane  // lamellipodium membrane  // I band GO:0005547  // GO:0008289  // GO:0005547  // GO:0005547 phosphatidylinositol-3,4,5-trisphosphate binding  // lipid binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // phosphatidylinositol-3,4,5-trisphosphate binding ○
17306230 211.2961 188.8597 1.1187993 0.1619513 0 main NM_201637 Chd8 chromodomain helicase DNA binding protein 8 NM_201637 RefSeq Mus musculus chromodomain helicase DNA binding protein 8 (Chd8), mRNA. FALSE 67772 Mm.289934 Q09XV5 chr14 GO:0001701  // GO:0006200  // GO:0006351  // GO:0006355  // GO:0016055  // GO:0016568  // GO:0030178  // GO:0032508  // GO:0043044  // GO:0043066  // GO:0043066  // GO:0045892  // GO:0045892  // GO:0045893  // GO:0045944  // GO:0045945  // GO:0060070  // GO:2000270  // GO:0006200  // GO:0006200  // GO:0030178  // GO:0030178  // GO:0032508  // GO:0043044  // GO:0043044  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045945  // GO:0045945  // GO:0060070  // GO:0060070  // GO:0008152 in utero embryonic development  // ATP catabolic process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // Wnt signaling pathway  // chromatin modification  // negative regulation of Wnt signaling pathway  // DNA duplex unwinding  // ATP-dependent chromatin remodeling  // negative regulation of apoptotic process  // negative regulation of apoptotic process  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase III promoter  // canonical Wnt signaling pathway  // negative regulation of fibroblast apoptotic process  // ATP catabolic process  // ATP catabolic process  // negative regulation of Wnt signaling pathway  // negative regulation of Wnt signaling pathway  // DNA duplex unwinding  // ATP-dependent chromatin remodeling  // ATP-deGO:0005634  // GO:0005634  // GO:0043234  // GO:0071339  // GO:0005634  // GO:0043234  // GO:0071339  // GO:0071339 nucleus  // nucleus  // protein complex  // MLL1 complex  // nucleus  // protein complex  // MLL1 complex  // MLL1 complex GO:0000166  // GO:0002039  // GO:0003676  // GO:0003677  // GO:0003677  // GO:0003678  // GO:0004386  // GO:0005515  // GO:0005524  // GO:0008013  // GO:0008094  // GO:0016787  // GO:0016817  // GO:0035064  // GO:0042393  // GO:0070016  // GO:0003677  // GO:0003677  // GO:0003678  // GO:0003678  // GO:0005524  // GO:0005524  // GO:0008013  // GO:0008013  // GO:0008094  // GO:0008094  // GO:0035064  // GO:0035064  // GO:0070016 nucleotide binding  // p53 binding  // nucleic acid binding  // DNA binding  // DNA binding  // DNA helicase activity  // helicase activity  // protein binding  // ATP binding  // beta-catenin binding  // DNA-dependent ATPase activity  // hydrolase activity  // hydrolase activity, acting on acid anhydrides  // methylated histone binding  // histone binding  // armadillo repeat domain binding  // DNA binding  // DNA binding  // DNA helicase activity  // DNA helicase activity  // ATP binding  // ATP binding  // beta-catenin binding  // beta-catenin binding  // DNA-dependent ATPase activity  // DNA-dependent ATPase activity  // methylated histone binding  // methylated histone binding  // armadillo repeat domain binding ○
17307709 207.4294 212.3038 0.9770404 -0.03351 0 main XM_006518890 Hmbox1 homeobox containing 1 XM_006518890 RefSeq PREDICTED: Mus musculus homeobox containing 1 (Hmbox1), transcript variant X9, mRNA. FALSE 219150 Mm.344074 Q8BJA3 chr14 GO:0006351  // GO:0006355  // GO:0045892  // GO:0045893  // GO:0045892  // GO:0045892 transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated GO:0005634  // GO:0005737  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737 nucleus  // cytoplasm  // nucleus  // nucleus  // cytoplasm  // cytoplasm GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17307935 156.1966 103.3587 1.511209 0.5957032 0 main NM_028032 Ppp2r2a protein phosphatase 2, regulatory subunit B, alpha NM_028032 RefSeq Mus musculus protein phosphatase 2, regulatory subunit B, alpha (Ppp2r2a), transcript variant 1, mRNA. FALSE 71978 Mm.273997 Q6P1F6 chr14 GO:0006470  // GO:0007165  // GO:0043278  // GO:0006470  // GO:0050790 protein dephosphorylation  // signal transduction  // response to morphine  // protein dephosphorylation  // regulation of catalytic activity GO:0000159  // GO:0000159 protein phosphatase type 2A complex  // protein phosphatase type 2A complex GO:0004722  // GO:0008601  // GO:0004722 protein serine/threonine phosphatase activity  // protein phosphatase type 2A regulator activity  // protein serine/threonine phosphatase activity ○
17308132 178.5929 217.3462 0.8216978 -0.28332 0 main NM_026331 Slc25a37 solute carrier family 25, member 37 NM_026331 RefSeq Mus musculus solute carrier family 25, member 37 (Slc25a37), mRNA. FALSE 67712 Mm.293635 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17308165 77.65087 85.0218 0.9133054 -0.130831 0 main ENSMUST00000183695 Gm21464 predicted gene, 21464 ENSMUST00000183695 ENSEMBL havana:known chromosome:GRCm38:14:69365102:69503236:-1 gene:ENSMUSG00000093954 gene_biotype:protein_coding transcript_biotype:nonsense_mediated_decay FALSE 100862085 Mm.291443  // Mm.441111 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17308525 581.114 657.1865 0.8842452 -0.177482 0 main NM_207636 Fndc3a fibronectin type III domain containing 3A NM_207636 RefSeq Mus musculus fibronectin type III domain containing 3A (Fndc3a), mRNA. FALSE 319448 Mm.205421 Q8BX90 chr14 GO:0007286  // GO:0009566  // GO:0016337  // GO:0060009 spermatid development  // fertilization  // single organismal cell-cell adhesion  // Sertoli cell development GO:0001669  // GO:0005794  // GO:0005829  // GO:0012506  // GO:0016020  // GO:0016021  // GO:0031410  // GO:0000139  // GO:0005794 acrosomal vesicle  // Golgi apparatus  // cytosol  // vesicle membrane  // membrane  // integral component of membrane  // cytoplasmic vesicle  // Golgi membrane  // Golgi apparatus GO:0044822 poly(A) RNA binding ○
17309774 28.23562 26.01733 1.085262 0.1180434 0 main NM_010201 Fgf14 fibroblast growth factor 14 NM_010201 RefSeq Mus musculus fibroblast growth factor 14 (Fgf14), transcript variant 1, mRNA. FALSE 14169 Mm.206362 P70379 chr14 GO:0007254  // GO:0007268  // GO:0007399  // GO:0008344  // GO:0008543  // GO:0010765  // GO:0050905  // GO:0007254 JNK cascade  // synaptic transmission  // nervous system development  // adult locomotory behavior  // fibroblast growth factor receptor signaling pathway  // positive regulation of sodium ion transport  // neuromuscular process  // JNK cascade GO:0005576  // GO:0005622  // GO:0005634 extracellular region  // intracellular  // nucleus GO:0005102  // GO:0005104  // GO:0008083  // GO:0008201  // GO:0008083  // GO:0008201 receptor binding  // fibroblast growth factor receptor binding  // growth factor activity  // heparin binding  // growth factor activity  // heparin binding ○
17310872 299.957 381.6093 0.7860317 -0.347341 0 main NM_008304 Sdc2 syndecan 2 NM_008304 RefSeq Mus musculus syndecan 2 (Sdc2), mRNA. FALSE 15529 Mm.234266 P43407 chr15 GO:0007399  // GO:0030154  // GO:0048814  // GO:0001666  // GO:0031000  // GO:0042060  // GO:0048813 nervous system development  // cell differentiation  // regulation of dendrite morphogenesis  // response to hypoxia  // response to caffeine  // wound healing  // dendrite morphogenesis GO:0016020  // GO:0016021  // GO:0043025  // GO:0045202  // GO:0005796  // GO:0043025 membrane  // integral component of membrane  // neuronal cell body  // synapse  // Golgi lumen  // neuronal cell body GO:0005515  // GO:0008092  // GO:0030165  // GO:0030165 protein binding  // cytoskeletal protein binding  // PDZ domain binding  // PDZ domain binding ○
17311272 108.4189 117.3688 0.9237455 -0.114433 0 main NM_011766 Zfpm2 zinc finger protein, multitype 2 NM_011766 RefSeq Mus musculus zinc finger protein, multitype 2 (Zfpm2), mRNA. FALSE 22762 Mm.39496 Q8CCH7 chr15 GO:0000122  // GO:0001570  // GO:0001570  // GO:0001701  // GO:0003148  // GO:0003151  // GO:0003181  // GO:0003192  // GO:0003195  // GO:0003221  // GO:0006351  // GO:0006355  // GO:0007507  // GO:0007507  // GO:0030324  // GO:0045599  // GO:0045599  // GO:0045892  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0048568  // GO:0048568  // GO:0048738  // GO:0055008  // GO:0060412  // GO:0060548  // GO:0060979  // GO:2000020  // GO:2000195  // GO:0003148  // GO:0003221  // GO:0045892  // GO:0048568  // GO:0060412 negative regulation of transcription from RNA polymerase II promoter  // vasculogenesis  // vasculogenesis  // in utero embryonic development  // outflow tract septum morphogenesis  // outflow tract morphogenesis  // atrioventricular valve morphogenesis  // mitral valve formation  // tricuspid valve formation  // right ventricular cardiac muscle tissue morphogenesis  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // heart development  // heart development  // lung development  // negative regulation of fat cell differentiation  // negative regulation of fat cell differentiation  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // embryonic organ development  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005634 nucleus  // nucleus  // cytoplasm  // nucleus GO:0001071  // GO:0003676  // GO:0003677  // GO:0003714  // GO:0005515  // GO:0008134  // GO:0008134  // GO:0046872 nucleic acid binding transcription factor activity  // nucleic acid binding  // DNA binding  // transcription corepressor activity  // protein binding  // transcription factor binding  // transcription factor binding  // metal ion binding ○
17314421 24.96736 18.83454 1.3256156 0.4066625 0 main NM_001164593 Pdzrn4 PDZ domain containing RING finger 4 NM_001164593 RefSeq Mus musculus PDZ domain containing RING finger 4 (Pdzrn4), transcript variant 1, mRNA. FALSE 239618 Mm.309826 B9EKP7 chr15 GO:0008150 biological_process GO:0005575 cellular_component GO:0046872  // GO:0003674  // GO:0008270 metal ion binding  // molecular_function  // zinc ion binding ○
17315500 31.22255 31.42917 0.9934259 -0.009516 0 main NM_010462 Hoxc10 homeobox C10 NM_010462 RefSeq Mus musculus homeobox C10 (Hoxc10), mRNA. FALSE 209448 Mm.31665 P31257 chr15 GO:0001501  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0007275  // GO:0009952  // GO:0009954  // GO:0021520  // GO:0030326  // GO:0050905 skeletal system development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // multicellular organismal development  // anterior/posterior pattern specification  // proximal/distal pattern formation  // spinal cord motor neuron cell fate specification  // embryonic limb morphogenesis  // neuromuscular process GO:0005634  // GO:0019907  // GO:0019907 nucleus  // cyclin-dependent protein kinase activating kinase holoenzyme complex  // cyclin-dependent protein kinase activating kinase holoenzyme complex GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17315810 520.3255 532.1091 0.9778549 -0.032308 0 main NM_027707 Nipbl Nipped-B homolog (Drosophila) NM_027707 RefSeq Mus musculus Nipped-B homolog (Drosophila) (Nipbl), transcript variant a, mRNA. FALSE 71175 Mm.240329 Q6KCD5 chr15 GO:0000122  // GO:0003007  // GO:0003151  // GO:0006974  // GO:0007049  // GO:0007064  // GO:0007420  // GO:0007507  // GO:0007605  // GO:0019827  // GO:0031065  // GO:0034088  // GO:0034613  // GO:0035115  // GO:0035136  // GO:0035261  // GO:0040018  // GO:0042471  // GO:0042634  // GO:0045444  // GO:0045778  // GO:0045892  // GO:0045995  // GO:0048557  // GO:0048589  // GO:0048592  // GO:0048638  // GO:0048701  // GO:0048703  // GO:0050890  // GO:0060325  // GO:0061010  // GO:0061038  // GO:0071481  // GO:0000122  // GO:0003007  // GO:0003151  // GO:0006974  // GO:0007064  // GO:0007420  // GO:0007605  // GO:0031065  // GO:0034088  // GO:0034088  // GO:0034613  // GO:0035115  // GO:0035136  // GO:0035261  // GO:0042471  // GO:0042634  // GO:0045892  // GO:0045944  // GO:0045995  // GO:0048557  // GO:0048589  // GO:0048592  // GO:0048638  // GO:0050890  // GO:0060325  // GO:0061010  // GO:0061038  // GO:0071481 negative regulation of transcription from RNA polymerase II promoter  // heart morphogenesis  // outflow tract morphogenesis  // cellular response to DNA damage stimulus  // cell cycle  // mitotic sister chromatid cohesion  // brain development  // heart development  // sensory perception of sound  // stem cell maintenance  // positive regulation of histone deacetylation  // maintenance of mitotic sister chromatid cohesion  // cellular protein localization  // embryonic forelimb morphogenesis  // forelimb morphogenesis  // external genitalia morphogenesis  // positive regulation of multicellular organism growth  // ear morphogenesis  // regulation of hair cycle  // fat cell differentiation  // positive regulation of ossification  // negative regulation of transcription, DNA-templated  // regulation of embryonic development  // embryonic digestive tract morphogenesis  // developmental growth  // eye morphogenesis  // regulation of developmental growth  // embryonic cranial skeleton morphogenesis  // embryonic GO:0005634  // GO:0032116  // GO:0070062  // GO:0000785  // GO:0005634  // GO:0032116  // GO:0032116 nucleus  // SMC loading complex  // extracellular vesicular exosome  // chromatin  // nucleus  // SMC loading complex  // SMC loading complex GO:0003682  // GO:0008022  // GO:0036033  // GO:0042826  // GO:0047485  // GO:0070087  // GO:0008022  // GO:0042826  // GO:0047485  // GO:0070087 chromatin binding  // protein C-terminus binding  // mediator complex binding  // histone deacetylase binding  // protein N-terminus binding  // chromo shadow domain binding  // protein C-terminus binding  // histone deacetylase binding  // protein N-terminus binding  // chromo shadow domain binding ○
17316845 76.38311 65.56257 1.1650414 0.2203813 0 main NM_001285840 Sybu syntabulin (syntaxin-interacting) NM_001285840 RefSeq Mus musculus syntabulin (syntaxin-interacting) (Sybu), transcript variant d, mRNA. FALSE 319613 Mm.207715 Q8BHS8 chr15 GO:0061178  // GO:0061178  // GO:0061178 regulation of insulin secretion involved in cellular response to glucose stimulus  // regulation of insulin secretion involved in cellular response to glucose stimulus  // regulation of insulin secretion involved in cellular response to glucose stimulus GO:0005794  // GO:0016020  // GO:0016021  // GO:0097433  // GO:0000139  // GO:0097433  // GO:0097433 Golgi apparatus  // membrane  // integral component of membrane  // dense body  // Golgi membrane  // dense body  // dense body GO:0008017  // GO:0017075  // GO:0019894  // GO:0008017  // GO:0008017 microtubule binding  // syntaxin-1 binding  // kinesin binding  // microtubule binding  // microtubule binding ○
17316956 107.144 168.1638 0.6371407 -0.650316 0 main ENSMUST00000183421 Trps1 trichorhinophalangeal syndrome I (human) ENSMUST00000183421 ENSEMBL havana:putative chromosome:GRCm38:15:50819499:50827521:-1 gene:ENSMUSG00000038679 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 83925 Mm.30466  // Mm.473599  // Mm.484651 Q8BZ62 chr15 GO:0000122  // GO:0002062  // GO:0006351  // GO:0006355  // GO:0007178  // GO:0031063  // GO:0032330  // GO:0045892  // GO:1902043  // GO:0032330  // GO:0000122  // GO:0000122 negative regulation of transcription from RNA polymerase II promoter  // chondrocyte differentiation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transmembrane receptor protein serine/threonine kinase signaling pathway  // regulation of histone deacetylation  // regulation of chondrocyte differentiation  // negative regulation of transcription, DNA-templated  // positive regulation of extrinsic apoptotic signaling pathway via death domain receptors  // regulation of chondrocyte differentiation  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005634  // GO:0005634  // GO:0005634 nucleus  // nucleus  // nucleus  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0008270  // GO:0043565  // GO:0046872 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // zinc ion binding  // sequence-specific DNA binding  // metal ion binding ○
17316977 23.65247 26.61115 0.888818 -0.17004 0 main NR_035444 Mir1907 microRNA 1907 NR_035444 RefSeq Mus musculus microRNA 1907 (Mir1907), microRNA. FALSE 100316685 --- Q925H1 chr15 --- --- --- --- --- --- ○
17319299 292.7424 252.4587 1.1595655 0.2135843 0 main NM_001205345 Sun2 Sad1 and UNC84 domain containing 2 NM_001205345 RefSeq Mus musculus Sad1 and UNC84 domain containing 2 (Sun2), transcript variant 1, mRNA. FALSE 223697 Mm.202715 Q8BJS4 chr15 GO:0006998  // GO:0030335  // GO:0031022  // GO:0051642  // GO:0090286  // GO:0090292  // GO:0006998  // GO:0090286  // GO:0090292 nuclear envelope organization  // positive regulation of cell migration  // nuclear migration along microfilament  // centrosome localization  // cytoskeletal anchoring at nuclear membrane  // nuclear matrix anchoring at nuclear membrane  // nuclear envelope organization  // cytoskeletal anchoring at nuclear membrane  // nuclear matrix anchoring at nuclear membrane GO:0000784  // GO:0000784  // GO:0000794  // GO:0000794  // GO:0005623  // GO:0005634  // GO:0005635  // GO:0005635  // GO:0005637  // GO:0005768  // GO:0016020  // GO:0016021  // GO:0031965  // GO:0034993  // GO:0005635  // GO:0005637  // GO:0010008  // GO:0031965  // GO:0034993 nuclear chromosome, telomeric region  // nuclear chromosome, telomeric region  // condensed nuclear chromosome  // condensed nuclear chromosome  // cell  // nucleus  // nuclear envelope  // nuclear envelope  // nuclear inner membrane  // endosome  // membrane  // integral component of membrane  // nuclear membrane  // SUN-KASH complex  // nuclear envelope  // nuclear inner membrane  // endosome membrane  // nuclear membrane  // SUN-KASH complex GO:0005515  // GO:0005521  // GO:0042802  // GO:0005521  // GO:0042802 protein binding  // lamin binding  // identical protein binding  // lamin binding  // identical protein binding ○
17320583 249.4114 187.5397 1.3299125 0.4113314 0 main NM_001033851 Cpne8 copine VIII NM_001033851 RefSeq Mus musculus copine VIII (Cpne8), transcript variant 2, mRNA. FALSE 66871 Mm.290991 Q9DC53 chr15 GO:0008150 biological_process GO:0070062 extracellular vesicular exosome GO:0003674 molecular_function ○
17322261 414.385 459.7737 0.9012803 -0.149952 0 main ENSMUST00000096143 Atf7 activating transcription factor 7 ENSMUST00000096143 ENSEMBL ensembl:known chromosome:GRCm38:15:102528636:102529025:-1 gene:ENSMUSG00000099083 gene_biotype:protein_coding transcript_biotype:protein_coding gene:ENSMUSG00000071584 FALSE --- --- Q7TNN1 chr15 --- --- --- --- --- --- ○
17322263 534.1051 542.6584 0.9842382 -0.022921 0 main NM_146065 Atf7 activating transcription factor 7 NM_146065 RefSeq Mus musculus activating transcription factor 7 (Atf7), mRNA. FALSE 223922 Mm.208714 Q8R0S1 chr15 GO:0006355  // GO:0006351  // GO:0006355 regulation of transcription, DNA-templated  // transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0034399  // GO:0005634  // GO:0005654  // GO:0034399 nuclear periphery  // nucleus  // nucleoplasm  // nuclear periphery GO:0008134  // GO:0051019  // GO:0003676  // GO:0003677  // GO:0003700  // GO:0043565  // GO:0046872 transcription factor binding  // mitogen-activated protein kinase binding  // nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // metal ion binding ○
17322359 109.2495 141.1824 0.7738181 -0.369934 0 main NM_013866 Zfp385a zinc finger protein 385A NM_013866 RefSeq Mus musculus zinc finger protein 385A (Zfp385a), mRNA. FALSE 29813 Mm.14099 Q8VD12 chr15 GO:0006351  // GO:0006355  // GO:0006417  // GO:0006915  // GO:0006974  // GO:0007049  // GO:0007599  // GO:0007611  // GO:0007626  // GO:0008298  // GO:0010609  // GO:0030220  // GO:0035855  // GO:0035855  // GO:0045600  // GO:0070889  // GO:1902164  // GO:1902166  // GO:2000765  // GO:0006974  // GO:1902164  // GO:1902164  // GO:1902166  // GO:1902166 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of translation  // apoptotic process  // cellular response to DNA damage stimulus  // cell cycle  // hemostasis  // learning or memory  // locomotory behavior  // intracellular mRNA localization  // mRNA localization resulting in posttranscriptional regulation of gene expression  // platelet formation  // megakaryocyte development  // megakaryocyte development  // positive regulation of fat cell differentiation  // platelet alpha granule organization  // positive regulation of DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator  // negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // regulation of cytoplasmic translation  // cellular response to DNA damage stimulus  // positive regulation of DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator GO:0000790  // GO:0005634  // GO:0005737  // GO:0030425  // GO:0042995  // GO:0043025  // GO:0000790  // GO:0005730  // GO:0030425 nuclear chromatin  // nucleus  // cytoplasm  // dendrite  // cell projection  // neuronal cell body  // nuclear chromatin  // nucleolus  // dendrite GO:0002039  // GO:0003676  // GO:0003723  // GO:0003730  // GO:0008270  // GO:0044822  // GO:0046872  // GO:0002039 p53 binding  // nucleic acid binding  // RNA binding  // mRNA 3'-UTR binding  // zinc ion binding  // poly(A) RNA binding  // metal ion binding  // p53 binding ○
17322950 59.93401 92.95651 0.6447532 -0.633181 0 main NM_028964 Snx29 sorting nexin 29 NM_028964 RefSeq Mus musculus sorting nexin 29 (Snx29), transcript variant 1, mRNA. FALSE 74478 Mm.325831 Q9D3S3 chr16 GO:0008150  // GO:0007018  // GO:0008152 biological_process  // microtubule-based movement  // metabolic process GO:0005871 kinesin complex GO:0035091  // GO:0003674  // GO:0003777 phosphatidylinositol binding  // molecular_function  // microtubule motor activity ○
17323465 156.8344 159.4473 0.9836128 -0.023838 0 main NM_023348 Snap29 synaptosomal-associated protein 29 NM_023348 RefSeq Mus musculus synaptosomal-associated protein 29 (Snap29), mRNA. FALSE 67474 Mm.271992 Q9ERB0 chr16 GO:0000046  // GO:0006810  // GO:0006914  // GO:0015031  // GO:0000046  // GO:0000046 autophagic vacuole fusion  // transport  // autophagy  // protein transport  // autophagic vacuole fusion  // autophagic vacuole fusion GO:0005737  // GO:0005813  // GO:0016020  // GO:0030054  // GO:0031201  // GO:0043005  // GO:0045202  // GO:0005634  // GO:0005737  // GO:0031201  // GO:0031201 cytoplasm  // centrosome  // membrane  // cell junction  // SNARE complex  // neuron projection  // synapse  // nucleus  // cytoplasm  // SNARE complex  // SNARE complex GO:0019905 syntaxin binding ○
17327445 15.62372 15.47195 1.0098094 0.014083 0 main ENSMUST00000181507 Dennd1b DENN/MADD domain containing 1B ENSMUST00000181507 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:16:95016370:95067017:1 gene:ENSMUSG00000097551 gene_biotype:lincRNA transcript_biotype:lincRNA FALSE 329260 Mm.337604  // Mm.475093 Q3U1T9 chr16 GO:0006810  // GO:0015031  // GO:0032313  // GO:0032851  // GO:0043547  // GO:0032851 transport  // protein transport  // regulation of Rab GTPase activity  // positive regulation of Rab GTPase activity  // positive regulation of GTPase activity  // positive regulation of Rab GTPase activity GO:0005737  // GO:0031410  // GO:0005575  // GO:0005829  // GO:0030136 cytoplasm  // cytoplasmic vesicle  // cellular_component  // cytosol  // clathrin-coated vesicle GO:0005085  // GO:0017112  // GO:0017112  // GO:0017112 guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity ○
17327465 406.857 309.0158 1.316622 0.3968412 0 main NM_011809 Ets2 E26 avian leukemia oncogene 2, 3 domain NM_011809 RefSeq Mus musculus E26 avian leukemia oncogene 2, 3 domain (Ets2), mRNA. FALSE 23872 Mm.290207 P15037 chr16 GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0030154  // GO:0045893  // GO:0045944  // GO:0006357  // GO:0006366  // GO:0030154  // GO:0045893  // GO:0045944 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // cell differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // cell differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005634  // GO:0005634 nucleus  // nucleus  // nucleus GO:0000977  // GO:0000981  // GO:0003677  // GO:0003700  // GO:0035259  // GO:0043565  // GO:0000981  // GO:0003677  // GO:0003700  // GO:0035259  // GO:0043565 RNA polymerase II regulatory region sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // glucocorticoid receptor binding  // sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // glucocorticoid receptor binding  // sequence-specific DNA binding ○
17327482 56.39662 50.936 1.1072055 0.146923 0 main ENSMUST00000146222 Gm15342 predicted gene 15342 ENSMUST00000146222 ENSEMBL havana:known chromosome:GRCm38:16:96036090:96038743:1 gene:ENSMUSG00000085884 gene_biotype:processed_transcript transcript_biotype:processed_transcript FALSE --- Mm.399491 Q921C3 chr16 --- --- --- --- --- --- ○
17328104 64.66173 55.21127 1.171169 0.2279493 0 main NM_001271603 Socs1 suppressor of cytokine signaling 1 NM_001271603 RefSeq Mus musculus suppressor of cytokine signaling 1 (Socs1), transcript variant 1, mRNA. FALSE 12703 Mm.130 O35716 chr16 GO:0001932  // GO:0007259  // GO:0009968  // GO:0019221  // GO:0019221  // GO:0035556  // GO:0040008  // GO:0042518  // GO:0043086  // GO:0045444  // GO:0046426  // GO:0046627  // GO:0060334  // GO:0071230  // GO:0016567  // GO:0046426 regulation of protein phosphorylation  // JAK-STAT cascade  // negative regulation of signal transduction  // cytokine-mediated signaling pathway  // cytokine-mediated signaling pathway  // intracellular signal transduction  // regulation of growth  // negative regulation of tyrosine phosphorylation of Stat3 protein  // negative regulation of catalytic activity  // fat cell differentiation  // negative regulation of JAK-STAT cascade  // negative regulation of insulin receptor signaling pathway  // regulation of interferon-gamma-mediated signaling pathway  // cellular response to amino acid stimulus  // protein ubiquitination  // negative regulation of JAK-STAT cascade GO:0005622  // GO:0005634  // GO:0005737  // GO:0031410  // GO:0005829  // GO:0016023 intracellular  // nucleus  // cytoplasm  // cytoplasmic vesicle  // cytosol  // cytoplasmic membrane-bounded vesicle GO:0005159  // GO:0005515  // GO:0019210  // GO:0019901  // GO:0005159  // GO:0019901 insulin-like growth factor receptor binding  // protein binding  // kinase inhibitor activity  // protein kinase binding  // insulin-like growth factor receptor binding  // protein kinase binding ○
17329258 233.6214 92.12485 2.5359216 1.3425102 0 main 2Up ENSMUST00000129913 Igf2bp2 insulin-like growth factor 2 mRNA binding protein 2 ENSMUST00000129913 ENSEMBL havana:known chromosome:GRCm38:16:22059055:22163019:-1 gene:ENSMUSG00000033581 gene_biotype:protein_coding transcript_biotype:retained_intron FALSE 319765 Mm.489442  // Mm.491007 Q5SF07 chr16 GO:0006417  // GO:0006810  // GO:0051028 regulation of translation  // transport  // mRNA transport GO:0005634  // GO:0005737  // GO:0005856  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005856  // GO:0005856 nucleus  // cytoplasm  // cytoskeleton  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // cytoskeleton  // cytoskeleton GO:0000166  // GO:0003676  // GO:0003723  // GO:0003729  // GO:0003730  // GO:0044822  // GO:0048027  // GO:0003730  // GO:0003730  // GO:0048027  // GO:0048027 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA binding  // mRNA 3'-UTR binding  // poly(A) RNA binding  // mRNA 5'-UTR binding  // mRNA 3'-UTR binding  // mRNA 3'-UTR binding  // mRNA 5'-UTR binding  // mRNA 5'-UTR binding ○
17331418 73.65264 76.68375 0.9604726 -0.058184 0 main NM_028059 Zfp654 zinc finger protein 654 NM_028059 RefSeq Mus musculus zinc finger protein 654 (Zfp654), mRNA. FALSE 72020 Mm.25960 Q9DAU9 chr16 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003677  // GO:0046872 DNA binding  // metal ion binding ○
17332395 162.9478 170.6023 0.9551325 -0.066227 0 main NM_001103179 Brwd1 bromodomain and WD repeat domain containing 1 NM_001103179 RefSeq Mus musculus bromodomain and WD repeat domain containing 1 (Brwd1), transcript variant 2, mRNA. FALSE 93871 Mm.240871 Q921C3 chr16 GO:0006351  // GO:0006355  // GO:0006357  // GO:0007010  // GO:0008360  // GO:0007010  // GO:0007010  // GO:0008360  // GO:0008360 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // cytoskeleton organization  // regulation of cell shape  // cytoskeleton organization  // cytoskeleton organization  // regulation of cell shape  // regulation of cell shape GO:0005634  // GO:0005634  // GO:0005737  // GO:0005634  // GO:0005730 nucleus  // nucleus  // cytoplasm  // nucleus  // nucleolus GO:0005515 protein binding ○
17332628 172.1137 194.4698 0.8850408 -0.176184 0 main NM_174847 C2cd2 C2 calcium-dependent domain containing 2 NM_174847 RefSeq Mus musculus C2 calcium-dependent domain containing 2 (C2cd2), mRNA. FALSE 207781 Mm.1465 E9Q3C1 chr16 GO:0008150 biological_process GO:0005634  // GO:0005829  // GO:0005634  // GO:0005829 nucleus  // cytosol  // nucleus  // cytosol GO:0003674 molecular_function ○
17334241 225.2325 188.232 1.1965686 0.2589031 0 main NM_001080127 Rnps1 ribonucleic acid binding protein S1 NM_001080127 RefSeq Mus musculus ribonucleic acid binding protein S1 (Rnps1), transcript variant 2, mRNA. FALSE 19826 Mm.1951 Q99M28 chr17 GO:0000184  // GO:0000381  // GO:0006397  // GO:0008380  // GO:0043065  // GO:0048025  // GO:0000184  // GO:0000381  // GO:0000381  // GO:0043065  // GO:0043065  // GO:0048025  // GO:0048025 nuclear-transcribed mRNA catabolic process, nonsense-mediated decay  // regulation of alternative mRNA splicing, via spliceosome  // mRNA processing  // RNA splicing  // positive regulation of apoptotic process  // negative regulation of mRNA splicing, via spliceosome  // nuclear-transcribed mRNA catabolic process, nonsense-mediated decay  // regulation of alternative mRNA splicing, via spliceosome  // regulation of alternative mRNA splicing, via spliceosome  // positive regulation of apoptotic process  // positive regulation of apoptotic process  // negative regulation of mRNA splicing, via spliceosome  // negative regulation of mRNA splicing, via spliceosome GO:0005634  // GO:0005737  // GO:0061574  // GO:0005634  // GO:0005737  // GO:0016607  // GO:0061574  // GO:0061574 nucleus  // cytoplasm  // ASAP complex  // nucleus  // cytoplasm  // nuclear speck  // ASAP complex  // ASAP complex GO:0000166  // GO:0003676  // GO:0003677  // GO:0003723  // GO:0003730  // GO:0044822  // GO:0003730 nucleotide binding  // nucleic acid binding  // DNA binding  // RNA binding  // mRNA 3'-UTR binding  // poly(A) RNA binding  // mRNA 3'-UTR binding ○
17335550 124.2128 114.5701 1.0841642 0.1165833 0 main NM_198647 Tbc1d22b TBC1 domain family, member 22B NM_198647 RefSeq Mus musculus TBC1 domain family, member 22B (Tbc1d22b), mRNA. FALSE 381085 Mm.328934 Q6PAT2 chr17 GO:0008150  // GO:0032313  // GO:0032851 biological_process  // regulation of Rab GTPase activity  // positive regulation of Rab GTPase activity GO:0005575 cellular_component GO:0003674  // GO:0005097 molecular_function  // Rab GTPase activator activity ○
17338460 46.39688 43.92234 1.056339 0.0790729 0 main NM_027452 Lrfn2 leucine rich repeat and fibronectin type III domain containing 2 NM_027452 RefSeq Mus musculus leucine rich repeat and fibronectin type III domain containing 2 (Lrfn2), mRNA. FALSE 70530 Mm.133607 Q80TG9 chr17 --- --- GO:0005886  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0045202  // GO:0045211 plasma membrane  // membrane  // integral component of membrane  // cell junction  // synapse  // postsynaptic membrane GO:0005515 protein binding ○
17338521 52.51792 83.08208 0.6321209 -0.661728 0 main NM_013880 Plcl2 phospholipase C-like 2 NM_013880 RefSeq Mus musculus phospholipase C-like 2 (Plcl2), mRNA. FALSE 224860 Mm.217362 Q8K394 chr17 GO:0002322  // GO:0002337  // GO:0006629  // GO:0007165  // GO:0007214  // GO:0032228  // GO:0033135  // GO:0035556  // GO:0050859  // GO:1900122 B cell proliferation involved in immune response  // B-1a B cell differentiation  // lipid metabolic process  // signal transduction  // gamma-aminobutyric acid signaling pathway  // regulation of synaptic transmission, GABAergic  // regulation of peptidyl-serine phosphorylation  // intracellular signal transduction  // negative regulation of B cell receptor signaling pathway  // positive regulation of receptor binding GO:0005737 cytoplasm GO:0004435  // GO:0004871  // GO:0005509  // GO:0008081  // GO:0050811  // GO:0050811 phosphatidylinositol phospholipase C activity  // signal transducer activity  // calcium ion binding  // phosphoric diester hydrolase activity  // GABA receptor binding  // GABA receptor binding ○
17339973 149.0461 174.6721 0.8532908 -0.228891 0 main NM_134117 Pkdcc protein kinase domain containing, cytoplasmic NM_134117 RefSeq Mus musculus protein kinase domain containing, cytoplasmic (Pkdcc), mRNA. FALSE 106522 Mm.311974 Q5RJI4 chr17 GO:0001501  // GO:0001503  // GO:0006468  // GO:0006810  // GO:0007275  // GO:0015031  // GO:0016310  // GO:0030154  // GO:0030282  // GO:0030501  // GO:0032332  // GO:0035108  // GO:0035264  // GO:0042997  // GO:0048286  // GO:0048566  // GO:0060021  // GO:0006468 skeletal system development  // ossification  // protein phosphorylation  // transport  // multicellular organismal development  // protein transport  // phosphorylation  // cell differentiation  // bone mineralization  // positive regulation of bone mineralization  // positive regulation of chondrocyte differentiation  // limb morphogenesis  // multicellular organism growth  // negative regulation of Golgi to plasma membrane protein transport  // lung alveolus development  // embryonic digestive tract development  // palate development  // protein phosphorylation GO:0005794  // GO:0005794 Golgi apparatus  // Golgi apparatus GO:0000166  // GO:0004672  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672 nucleotide binding  // protein kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity ○
17340323 262.6019 217.4165 1.2078288 0.2724159 0 main NM_180974 Foxn2 forkhead box N2 NM_180974 RefSeq Mus musculus forkhead box N2 (Foxn2), mRNA. FALSE 14236 Mm.112824 D3Z6Z3 chr17 GO:0006351  // GO:0006355  // GO:0035914 transcription, DNA-templated  // regulation of transcription, DNA-templated  // skeletal muscle cell differentiation GO:0005634  // GO:0043231  // GO:0043231  // GO:0005634 nucleus  // intracellular membrane-bounded organelle  // intracellular membrane-bounded organelle  // nucleus GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17340756 1234.498 1248.215 0.9890107 -0.015942 0 main NM_001159516 Qk quaking NM_001159516 RefSeq Mus musculus quaking (Qk), transcript variant 2, mRNA. FALSE 19317 Mm.384135  // Mm.393248 Q9QYS9 chr17 GO:0001570  // GO:0006397  // GO:0006417  // GO:0006810  // GO:0007275  // GO:0007286  // GO:0008366  // GO:0008380  // GO:0010628  // GO:0030154  // GO:0042552  // GO:0042692  // GO:0042759  // GO:0051028  // GO:0061158 vasculogenesis  // mRNA processing  // regulation of translation  // transport  // multicellular organismal development  // spermatid development  // axon ensheathment  // RNA splicing  // positive regulation of gene expression  // cell differentiation  // myelination  // muscle cell differentiation  // long-chain fatty acid biosynthetic process  // mRNA transport  // 3'-UTR-mediated mRNA destabilization GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003723  // GO:0017124  // GO:0044822  // GO:0003723  // GO:0003729 RNA binding  // SH3 domain binding  // poly(A) RNA binding  // RNA binding  // mRNA binding ○
17345038 607.5766 647.5317 0.9382963 -0.091885 0 main NM_009847 Cd2ap CD2-associated protein NM_009847 RefSeq Mus musculus CD2-associated protein (Cd2ap), mRNA. TRUE 12488 Mm.218637 Q9JLQ0 chr17 GO:0007049  // GO:0007067  // GO:0016050  // GO:0016337  // GO:0016477  // GO:0032911  // GO:0043161  // GO:0048259  // GO:0051301  // GO:1900182  // GO:2000249  // GO:0016050  // GO:0016337  // GO:0016477  // GO:0043161  // GO:0048259 cell cycle  // mitotic nuclear division  // vesicle organization  // single organismal cell-cell adhesion  // cell migration  // negative regulation of transforming growth factor beta1 production  // proteasome-mediated ubiquitin-dependent protein catabolic process  // regulation of receptor-mediated endocytosis  // cell division  // positive regulation of protein localization to nucleus  // regulation of actin cytoskeleton reorganization  // vesicle organization  // single organismal cell-cell adhesion  // cell migration  // proteasome-mediated ubiquitin-dependent protein catabolic process  // regulation of receptor-mediated endocytosis GO:0001726  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0005911  // GO:0005938  // GO:0030139  // GO:0031252  // GO:0031941  // GO:0042995  // GO:0043234  // GO:0048471  // GO:0070062  // GO:0001726  // GO:0005730  // GO:0005737  // GO:0005829  // GO:0005886  // GO:0005938  // GO:0030139  // GO:0031252  // GO:0031941  // GO:0043234  // GO:0048471 ruffle  // cytoplasm  // cytoskeleton  // plasma membrane  // cell-cell junction  // cell cortex  // endocytic vesicle  // cell leading edge  // filamentous actin  // cell projection  // protein complex  // perinuclear region of cytoplasm  // extracellular vesicular exosome  // ruffle  // nucleolus  // cytoplasm  // cytosol  // plasma membrane  // cell cortex  // endocytic vesicle  // cell leading edge  // filamentous actin  // protein complex  // perinuclear region of cytoplasm GO:0005172  // GO:0005515  // GO:0008013  // GO:0008022  // GO:0017124  // GO:0032403  // GO:0045296  // GO:0005172  // GO:0008013  // GO:0008022  // GO:0017124  // GO:0032403  // GO:0045296 vascular endothelial growth factor receptor binding  // protein binding  // beta-catenin binding  // protein C-terminus binding  // SH3 domain binding  // protein complex binding  // cadherin binding  // vascular endothelial growth factor receptor binding  // beta-catenin binding  // protein C-terminus binding  // SH3 domain binding  // protein complex binding  // cadherin binding ○
17345134 40.50004 41.16046 0.983955 -0.023336 0 main NM_001146038 Runx2 runt related transcription factor 2 NM_001146038 RefSeq Mus musculus runt related transcription factor 2 (Runx2), transcript variant 1, mRNA. TRUE 12393 Mm.391013  // Mm.491666 Q08775 chr17 GO:0001501  // GO:0001649  // GO:0001649  // GO:0001958  // GO:0002051  // GO:0002062  // GO:0002062  // GO:0002063  // GO:0002076  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0008284  // GO:0008284  // GO:0030217  // GO:0030278  // GO:0030509  // GO:0032332  // GO:0035115  // GO:0040036  // GO:0042475  // GO:0042487  // GO:0045667  // GO:0045669  // GO:0045669  // GO:0045778  // GO:0045879  // GO:0045892  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0048469  // GO:0048469  // GO:0048701  // GO:0048705  // GO:0048863  // GO:0071773  // GO:1901522  // GO:0006355  // GO:0045892  // GO:0045893  // GO:0006357  // GO:0006366 skeletal system development  // osteoblast differentiation  // osteoblast differentiation  // endochondral ossification  // osteoblast fate commitment  // chondrocyte differentiation  // chondrocyte differentiation  // chondrocyte development  // osteoblast development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // T cell differentiation  // regulation of ossification  // BMP signaling pathway  // positive regulation of chondrocyte differentiation  // embryonic forelimb morphogenesis  // regulation of fibroblast growth factor receptor signaling pathway  // odontogenesis of dentin-containing tooth  // regulation of odontogenesis of dentin-containing tooth  // regulation of osteoblast differentiation  // positive regulation of osteoblast differentiation  // positive regulation of osteoblast differentiation  // positive regulation of osGO:0000790  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0005634  // GO:0005654  // GO:0016592 nuclear chromatin  // nucleus  // nucleus  // transcription factor complex  // cytoplasm  // nucleus  // nucleoplasm  // mediator complex GO:0000978  // GO:0001077  // GO:0003677  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0005524  // GO:0008134  // GO:0019904  // GO:0043425  // GO:0044212  // GO:0070491  // GO:0003677  // GO:0003700  // GO:0001104 RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // DNA binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // ATP binding  // transcription factor binding  // protein domain specific binding  // bHLH transcription factor binding  // transcription regulatory region DNA binding  // repressing transcription factor binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II transcription cofactor activity ○
17347680 515.8293 490.6622 1.0512921 0.0721636 0 main NM_001001806 Zfp36l2 zinc finger protein 36, C3H type-like 2 NM_001001806 RefSeq Mus musculus zinc finger protein 36, C3H type-like 2 (Zfp36l2), mRNA. TRUE 12193 Mm.259321 P23949 chr17 GO:0000288  // GO:0006402  // GO:0030097  // GO:0033077  // GO:0035019  // GO:0043488  // GO:0048103  // GO:0060216  // GO:1900153  // GO:2000737 nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay  // mRNA catabolic process  // hemopoiesis  // T cell differentiation in thymus  // somatic stem cell maintenance  // regulation of mRNA stability  // somatic stem cell division  // definitive hemopoiesis  // positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay  // negative regulation of stem cell differentiation GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003677  // GO:0003723  // GO:0017091  // GO:0035925  // GO:0044822  // GO:0046872  // GO:0017091 DNA binding  // RNA binding  // AU-rich element binding  // mRNA 3'-UTR AU-rich region binding  // poly(A) RNA binding  // metal ion binding  // AU-rich element binding ○
17348238 193.7463 200.9488 0.9641575 -0.052659 0 main NM_001278447 Rab18 RAB18, member RAS oncogene family NM_001278447 RefSeq Mus musculus RAB18, member RAS oncogene family (Rab18), transcript variant 1, mRNA. TRUE 19330 Mm.132802 P35293 chr18 GO:0006810  // GO:0007264  // GO:0007275  // GO:0015031  // GO:0034389  // GO:0001654  // GO:0007420  // GO:0034389 transport  // small GTPase mediated signal transduction  // multicellular organismal development  // protein transport  // lipid particle organization  // eye development  // brain development  // lipid particle organization GO:0005622  // GO:0005886  // GO:0016020  // GO:0005622  // GO:0009925  // GO:0016324 intracellular  // plasma membrane  // membrane  // intracellular  // basal plasma membrane  // apical plasma membrane GO:0000166  // GO:0005525  // GO:0019003  // GO:0019003  // GO:0019003 nucleotide binding  // GTP binding  // GDP binding  // GDP binding  // GDP binding ○
17348591 18.44108 17.7663 1.0379809 0.0537799 0 main NM_001042418 Cabyr calcium-binding tyrosine-(Y)-phosphorylation regulated (fibrousheathin 2) NM_001042418 RefSeq Mus musculus calcium-binding tyrosine-(Y)-phosphorylation regulated (fibrousheathin 2) (Cabyr), transcript variant 3, mRNA. TRUE 71132 Mm.179740 Q9D424 chr18 GO:0019722  // GO:0048240  // GO:0051259  // GO:0001539 calcium-mediated signaling  // sperm capacitation  // protein oligomerization  // cilium or flagellum-dependent cell motility GO:0005622  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005856  // GO:0005929  // GO:0031514  // GO:0031514  // GO:0035686  // GO:0035686  // GO:0042995  // GO:0097228  // GO:0097229  // GO:0005634  // GO:0005730  // GO:0005737  // GO:0031514 intracellular  // nucleus  // cytoplasm  // cytoplasm  // cytoskeleton  // cilium  // motile cilium  // motile cilium  // sperm fibrous sheath  // sperm fibrous sheath  // cell projection  // sperm principal piece  // sperm end piece  // nucleus  // nucleolus  // cytoplasm  // motile cilium GO:0005509  // GO:0005509  // GO:0005509  // GO:0005515  // GO:0019899  // GO:0019904  // GO:0046872  // GO:0046982  // GO:0019899  // GO:0019899 calcium ion binding  // calcium ion binding  // calcium ion binding  // protein binding  // enzyme binding  // protein domain specific binding  // metal ion binding  // protein heterodimerization activity  // enzyme binding  // enzyme binding ○
17349243 268.5541 289.953 0.9261987 -0.110606 0 main NM_011946 Map3k2 mitogen-activated protein kinase kinase kinase 2 NM_011946 RefSeq Mus musculus mitogen-activated protein kinase kinase kinase 2 (Map3k2), mRNA. TRUE 26405 Mm.211762 Q61083 chr18 GO:0000165  // GO:0000186  // GO:0006468  // GO:0016310  // GO:0045893  // GO:0000165  // GO:0000186  // GO:0006468  // GO:0045893  // GO:0071260 MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // phosphorylation  // positive regulation of transcription, DNA-templated  // MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // positive regulation of transcription, DNA-templated  // cellular response to mechanical stimulus GO:0005634  // GO:0005737  // GO:0005829  // GO:0005634  // GO:0005737  // GO:0005829 nucleus  // cytoplasm  // cytosol  // nucleus  // cytoplasm  // cytosol GO:0000166  // GO:0004672  // GO:0004674  // GO:0004709  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019901  // GO:0046872  // GO:0004672  // GO:0004672  // GO:0004709  // GO:0019901 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase binding  // metal ion binding  // protein kinase activity  // protein kinase activity  // MAP kinase kinase kinase activity  // protein kinase binding ○
17349572 230.8831 242.5387 0.9519433 -0.071052 0 main NM_026420 Paip2 polyadenylate-binding protein-interacting protein 2 NM_026420 RefSeq Mus musculus polyadenylate-binding protein-interacting protein 2 (Paip2), mRNA. TRUE 67869 Mm.126534 Q9D6V8 chr18 GO:0006417  // GO:0007283  // GO:0007613  // GO:0017148  // GO:0017148  // GO:0045947  // GO:1900271  // GO:0006417  // GO:0017148  // GO:0045947 regulation of translation  // spermatogenesis  // memory  // negative regulation of translation  // negative regulation of translation  // negative regulation of translational initiation  // regulation of long-term synaptic potentiation  // regulation of translation  // negative regulation of translation  // negative regulation of translational initiation GO:0005737  // GO:0005737  // GO:0005737 cytoplasm  // cytoplasm  // cytoplasm GO:0000900  // GO:0003729  // GO:0008143  // GO:0030371  // GO:0000900  // GO:0008143  // GO:0030371 translation repressor activity, nucleic acid binding  // mRNA binding  // poly(A) binding  // translation repressor activity  // translation repressor activity, nucleic acid binding  // poly(A) binding  // translation repressor activity ○
17349671 316.1422 299.7853 1.054562 0.076644 0 main NM_175375 Ankhd1 ankyrin repeat and KH domain containing 1 NM_175375 RefSeq Mus musculus ankyrin repeat and KH domain containing 1 (Ankhd1), mRNA. TRUE 108857 Mm.482287 E9PUR0 chr18 GO:0008150 biological_process --- --- GO:0044822  // GO:0003723 poly(A) RNA binding  // RNA binding ○
17349713 278.5127 288.4999 0.9653823 -0.050828 0 main ENSMUST00000140061 Ankhd1 ankyrin repeat and KH domain containing 1 ENSMUST00000140061 ENSEMBL havana:putative chromosome:GRCm38:18:36647860:36665917:1 gene:ENSMUSG00000024483 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 108857 Mm.482287  // Mm.394890  // Mm.410747 F6RUI8 chr18 GO:0008150 biological_process --- --- GO:0044822  // GO:0003723 poly(A) RNA binding  // RNA binding ○
17349807 69.84968 73.48066 0.9505859 -0.073111 0 main NM_001003671 Pcdhac1 protocadherin alpha subfamily C, 1 NM_001003671 RefSeq Mus musculus protocadherin alpha subfamily C, 1 (Pcdhac1), mRNA. TRUE 353236 Mm.308500 O88689 chr18 GO:0007155  // GO:0007156  // GO:0007155  // GO:0008150 cell adhesion  // homophilic cell adhesion  // cell adhesion  // biological_process GO:0005886  // GO:0016020  // GO:0016021  // GO:0016020 plasma membrane  // membrane  // integral component of membrane  // membrane GO:0005509  // GO:0005515  // GO:0003674 calcium ion binding  // protein binding  // molecular_function ○
17350011 688.7121 698.5485 0.9859188 -0.020459 0 main NM_022996 Ndfip1 Nedd4 family interacting protein 1 NM_022996 RefSeq Mus musculus Nedd4 family interacting protein 1 (Ndfip1), mRNA. TRUE 65113 Mm.102496 Q8R0W6 chr18 GO:0002761  // GO:0002829  // GO:0006879  // GO:0007165  // GO:0010629  // GO:0031398  // GO:0032410  // GO:0032713  // GO:0042130  // GO:0043123  // GO:0043162  // GO:0045619  // GO:0045732  // GO:0045732  // GO:0048294  // GO:0048302  // GO:0050728  // GO:0051224  // GO:0006879  // GO:0007165  // GO:0010629  // GO:0031398  // GO:0032410  // GO:0043123  // GO:0051224 regulation of myeloid leukocyte differentiation  // negative regulation of type 2 immune response  // cellular iron ion homeostasis  // signal transduction  // negative regulation of gene expression  // positive regulation of protein ubiquitination  // negative regulation of transporter activity  // negative regulation of interleukin-4 production  // negative regulation of T cell proliferation  // positive regulation of I-kappaB kinase/NF-kappaB signaling  // ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway  // regulation of lymphocyte differentiation  // positive regulation of protein catabolic process  // positive regulation of protein catabolic process  // negative regulation of isotype switching to IgE isotypes  // regulation of isotype switching to IgG isotypes  // negative regulation of inflammatory response  // negative regulation of protein transport  // cellular iron ion homeostasis  // signal transduction  // negative regulation of gene expression  // positivGO:0005576  // GO:0005768  // GO:0005794  // GO:0005938  // GO:0016020  // GO:0016021  // GO:0030173  // GO:0048471  // GO:0000139  // GO:0005794  // GO:0010008  // GO:0016021  // GO:0016021  // GO:0048471 extracellular region  // endosome  // Golgi apparatus  // cell cortex  // membrane  // integral component of membrane  // integral component of Golgi membrane  // perinuclear region of cytoplasm  // Golgi membrane  // Golgi apparatus  // endosome membrane  // integral component of membrane  // integral component of membrane  // perinuclear region of cytoplasm GO:0004871  // GO:0005515  // GO:0050699  // GO:0004871 signal transducer activity  // protein binding  // WW domain binding  // signal transducer activity ○
17351594 402.0595 440.16 0.9134394 -0.130619 0 main NM_001083967 Tcf4 transcription factor 4 NM_001083967 RefSeq Mus musculus transcription factor 4 (Tcf4), transcript variant 2, mRNA. TRUE 21413 Mm.4269 Q60722 chr18 GO:0000122  // GO:0006351  // GO:0006352  // GO:0006355  // GO:0006367  // GO:0007275  // GO:0007399  // GO:0030154  // GO:0045666  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0065004  // GO:0006355 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // DNA-templated transcription, initiation  // regulation of transcription, DNA-templated  // transcription initiation from RNA polymerase II promoter  // multicellular organismal development  // nervous system development  // cell differentiation  // positive regulation of neuron differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // protein-DNA complex assembly  // regulation of transcription, DNA-templated GO:0005634  // GO:0005634  // GO:0005667  // GO:0005634 nucleus  // nucleus  // transcription factor complex  // nucleus GO:0000978  // GO:0001011  // GO:0001077  // GO:0001087  // GO:0001093  // GO:0003677  // GO:0003677  // GO:0003690  // GO:0003700  // GO:0003714  // GO:0005515  // GO:0008022  // GO:0043425  // GO:0046982  // GO:0046983  // GO:0070888  // GO:0003677 RNA polymerase II core promoter proximal region sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase recruiting transcription factor activity  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // TFIIB-class binding transcription factor activity  // TFIIB-class transcription factor binding  // DNA binding  // DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription corepressor activity  // protein binding  // protein C-terminus binding  // bHLH transcription factor binding  // protein heterodimerization activity  // protein dimerization activity  // E-box binding  // DNA binding ○
17352212 70.08739 100.4986 0.6973967 -0.519949 0 main NM_146090 Zadh2 zinc binding alcohol dehydrogenase, domain containing 2 NM_146090 RefSeq Mus musculus zinc binding alcohol dehydrogenase, domain containing 2 (Zadh2), mRNA. TRUE 225791 Mm.147052 Q8BGC4 chr18 GO:0055114 oxidation-reduction process GO:0005739  // GO:0005777  // GO:0005777 mitochondrion  // peroxisome  // peroxisome GO:0008270  // GO:0008748  // GO:0016491  // GO:0043738  // GO:0043826  // GO:0043883  // GO:0043914  // GO:0052693 zinc ion binding  // N-ethylmaleimide reductase activity  // oxidoreductase activity  // reduced coenzyme F420 dehydrogenase activity  // sulfur oxygenase reductase activity  // malolactic enzyme activity  // NADPH:sulfur oxidoreductase activity  // epoxyqueuosine reductase activity ○
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17352884 70.27698 81.52174 0.8620643 -0.214133 0 main NM_007664 Cdh2 cadherin 2 NM_007664 RefSeq Mus musculus cadherin 2 (Cdh2), mRNA. TRUE 12558 Mm.257437 P15116 chr18 GO:0007155  // GO:0007156  // GO:0007157  // GO:0007416  // GO:0016337  // GO:0016339  // GO:0016339  // GO:0016477  // GO:0031641  // GO:0032880  // GO:0035023  // GO:0043410  // GO:0048514  // GO:0050770  // GO:0051146  // GO:0051291  // GO:0090090  // GO:0007155  // GO:0007156 cell adhesion  // homophilic cell adhesion  // heterophilic cell-cell adhesion  // synapse assembly  // single organismal cell-cell adhesion  // calcium-dependent cell-cell adhesion  // calcium-dependent cell-cell adhesion  // cell migration  // regulation of myelination  // regulation of protein localization  // regulation of Rho protein signal transduction  // positive regulation of MAPK cascade  // blood vessel morphogenesis  // regulation of axonogenesis  // striated muscle cell differentiation  // protein heterooligomerization  // negative regulation of canonical Wnt signaling pathway  // cell adhesion  // homophilic cell adhesion GO:0005886  // GO:0005911  // GO:0005911  // GO:0005912  // GO:0005913  // GO:0005916  // GO:0005916  // GO:0014704  // GO:0014704  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0016342  // GO:0030027  // GO:0030315  // GO:0043234  // GO:0045202  // GO:0045202  // GO:0005886  // GO:0005911  // GO:0005913  // GO:0016020  // GO:0016020  // GO:0016342 plasma membrane  // cell-cell junction  // cell-cell junction  // adherens junction  // cell-cell adherens junction  // fascia adherens  // fascia adherens  // intercalated disc  // intercalated disc  // membrane  // integral component of membrane  // apical plasma membrane  // catenin complex  // lamellipodium  // T-tubule  // protein complex  // synapse  // synapse  // plasma membrane  // cell-cell junction  // cell-cell adherens junction  // membrane  // membrane  // catenin complex GO:0005509  // GO:0005515  // GO:0008013  // GO:0019901  // GO:0019903  // GO:0032403  // GO:0045294  // GO:0045295  // GO:0046872  // GO:0050998  // GO:0045294  // GO:0045295 calcium ion binding  // protein binding  // beta-catenin binding  // protein kinase binding  // protein phosphatase binding  // protein complex binding  // alpha-catenin binding  // gamma-catenin binding  // metal ion binding  // nitric-oxide synthase binding  // alpha-catenin binding  // gamma-catenin binding ○
17353581 41.28774 34.01439 1.2138316 0.2795682 0 main NM_178005 Lrrtm2 leucine rich repeat transmembrane neuronal 2 NM_178005 RefSeq Mus musculus leucine rich repeat transmembrane neuronal 2 (Lrrtm2), mRNA. TRUE 107065 Mm.39900 Q8BGA3 chr18 GO:0002091  // GO:0050808  // GO:0050808  // GO:0060291  // GO:0050808 negative regulation of receptor internalization  // synapse organization  // synapse organization  // long-term synaptic potentiation  // synapse organization GO:0005886  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0045202  // GO:0045211  // GO:0060076  // GO:0016021  // GO:0060076 plasma membrane  // membrane  // integral component of membrane  // cell junction  // synapse  // postsynaptic membrane  // excitatory synapse  // integral component of membrane  // excitatory synapse GO:0042043  // GO:0042043 neurexin family protein binding  // neurexin family protein binding ○
17353781 46.49517 45.82178 1.0146958 0.0210474 0 main ENSMUST00000097612 Gm10545 predicted gene 10545 ENSMUST00000097612 ENSEMBL ensembl:known chromosome:GRCm38:18:37008869:37020679:-1 gene:ENSMUSG00000073594 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE --- Mm.474985 Q3UTM7 chr18 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17354906 49.68916 54.36963 0.9139139 -0.12987 0 main NM_001039485 Piezo2 piezo-type mechanosensitive ion channel component 2 NM_001039485 RefSeq Mus musculus piezo-type mechanosensitive ion channel component 2 (Piezo2), mRNA. TRUE 667742 Mm.158720 Q8CD54 chr18 GO:0006810  // GO:0006811  // GO:0006812  // GO:0006812  // GO:0034220  // GO:0042391  // GO:0009612  // GO:0034220  // GO:0050974 transport  // ion transport  // cation transport  // cation transport  // ion transmembrane transport  // regulation of membrane potential  // response to mechanical stimulus  // ion transmembrane transport  // detection of mechanical stimulus involved in sensory perception GO:0005886  // GO:0016020  // GO:0016021 plasma membrane  // membrane  // integral component of membrane GO:0005261  // GO:0008381  // GO:0008381 cation channel activity  // mechanically-gated ion channel activity  // mechanically-gated ion channel activity ○
17355512 67.68957 55.91895 1.2104943 0.2755963 0 main NM_001164504 Rnf165 ring finger protein 165 NM_001164504 RefSeq Mus musculus ring finger protein 165 (Rnf165), mRNA. TRUE 225743 Mm.23293 E9QAU8 chr18 GO:0000209  // GO:0007409  // GO:0008045  // GO:0010259  // GO:0030163  // GO:0030513  // GO:0035136  // GO:0060173  // GO:0060384  // GO:0061061 protein polyubiquitination  // axonogenesis  // motor neuron axon guidance  // multicellular organismal aging  // protein catabolic process  // positive regulation of BMP signaling pathway  // forelimb morphogenesis  // limb development  // innervation  // muscle structure development GO:0005634  // GO:0043234 nucleus  // protein complex GO:0004842  // GO:0005515  // GO:0008270  // GO:0046872 ubiquitin-protein transferase activity  // protein binding  // zinc ion binding  // metal ion binding ○
17358119 644.2003 500.9994 1.2858305 0.3627005 0 main NM_009551 Zfand5 zinc finger, AN1-type domain 5 NM_009551 RefSeq Mus musculus zinc finger, AN1-type domain 5 (Zfand5), mRNA. TRUE 22682 Mm.292405 O88878 chr19 GO:0001701  // GO:0001944  // GO:0003016  // GO:0010761  // GO:0048008  // GO:0048705  // GO:0048745  // GO:0060324 in utero embryonic development  // vasculature development  // respiratory system process  // fibroblast migration  // platelet-derived growth factor receptor signaling pathway  // skeletal system morphogenesis  // smooth muscle tissue development  // face development GO:0005737 cytoplasm GO:0003677  // GO:0008270  // GO:0046872 DNA binding  // zinc ion binding  // metal ion binding ○
17358363 31.07785 24.24413 1.2818711 0.3582512 0 main NM_177360 Dmrt3 doublesex and mab-3 related transcription factor 3 NM_177360 RefSeq Mus musculus doublesex and mab-3 related transcription factor 3 (Dmrt3), mRNA. TRUE 240590 Mm.62785 Q80WT2 chr19 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007548  // GO:0007628  // GO:0019226  // GO:0021521  // GO:0030154  // GO:0042487  // GO:0046661 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // sex differentiation  // adult walking behavior  // transmission of nerve impulse  // ventral spinal cord interneuron specification  // cell differentiation  // regulation of odontogenesis of dentin-containing tooth  // male sex differentiation GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003700  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // sequence-specific DNA binding ○
17358905 23.64622 19.50696 1.212194 0.2776206 0 main NM_001163471 Hectd2 HECT domain containing 2 NM_001163471 RefSeq Mus musculus HECT domain containing 2 (Hectd2), transcript variant 1, mRNA. TRUE 226098 Mm.61107 Q8CDU6 chr19 GO:0042787  // GO:0016567  // GO:0042787 protein ubiquitination involved in ubiquitin-dependent protein catabolic process  // protein ubiquitination  // protein ubiquitination involved in ubiquitin-dependent protein catabolic process GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0004842  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0004842  // GO:0004842 ubiquitin-protein transferase activity  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // ubiquitin-protein transferase activity  // ubiquitin-protein transferase activity ○
17360501 156.7198 143.9142 1.0889808 0.1229785 0 main NM_001142918 Tcf7l2 transcription factor 7 like 2, T cell specific, HMG box NM_001142918 RefSeq Mus musculus transcription factor 7 like 2, T cell specific, HMG box (Tcf7l2), transcript variant 1, mRNA. TRUE 21416 Mm.139815 Q924A0 chr19 GO:0000122  // GO:0000122  // GO:0001568  // GO:0005977  // GO:0006006  // GO:0006351  // GO:0006355  // GO:0006355  // GO:0006357  // GO:0006357  // GO:0007050  // GO:0008283  // GO:0009267  // GO:0009749  // GO:0009791  // GO:0010867  // GO:0010909  // GO:0014003  // GO:0016055  // GO:0016055  // GO:0021915  // GO:0021983  // GO:0030282  // GO:0030514  // GO:0030538  // GO:0031641  // GO:0032024  // GO:0032024  // GO:0032092  // GO:0032252  // GO:0032350  // GO:0035019  // GO:0035019  // GO:0035264  // GO:0035411  // GO:0040037  // GO:0042475  // GO:0042593  // GO:0043065  // GO:0043433  // GO:0043570  // GO:0043588  // GO:0044334  // GO:0045444  // GO:0045599  // GO:0045722  // GO:0045892  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0046621  // GO:0046827  // GO:0046889  // GO:0048557  // GO:0048619  // GO:0048625  // GO:0048625  // GO:0048641  // GO:0048660  // GO:0048713  // GO:0050679  // GO:0051897  // GO:0060070  // GO:0060325  // GO:0061178  // GO:0061178  // GO:0negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // blood vessel development  // glycogen metabolic process  // glucose metabolic process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // cell cycle arrest  // cell proliferation  // cellular response to starvation  // response to glucose  // post-embryonic development  // positive regulation of triglyceride biosynthetic process  // positive regulation of heparan sulfate proteoglycan biosynthetic process  // oligodendrocyte development  // Wnt signaling pathway  // Wnt signaling pathway  // neural tube development  // pituitary gland development  // bone mineralization  // negative regulation of BMP signaling pathway  // embryonic genitalia morphogenesis  // reguGO:0000790  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0005667  // GO:0005737  // GO:0005829  // GO:0032993  // GO:0070369  // GO:0071664  // GO:0005634  // GO:0016605  // GO:0000790  // GO:0005654  // GO:0032993  // GO:0070369 nuclear chromatin  // nucleus  // nucleus  // nucleoplasm  // transcription factor complex  // cytoplasm  // cytosol  // protein-DNA complex  // beta-catenin-TCF7L2 complex  // catenin-TCF7L2 complex  // nucleus  // PML body  // nuclear chromatin  // nucleoplasm  // protein-DNA complex  // beta-catenin-TCF7L2 complex GO:0000978  // GO:0000978  // GO:0001103  // GO:0003677  // GO:0003682  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0008013  // GO:0008013  // GO:0008013  // GO:0008134  // GO:0019901  // GO:0035257  // GO:0043565  // GO:0043565  // GO:0044212  // GO:0044212  // GO:0045295  // GO:0070016  // GO:0003700  // GO:0008013  // GO:0000978  // GO:0001103  // GO:0003700  // GO:0008134  // GO:0019901  // GO:0035257  // GO:0043565  // GO:0044212  // GO:0045295  // GO:0070016 RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II repressing transcription factor binding  // DNA binding  // chromatin binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // beta-catenin binding  // beta-catenin binding  // beta-catenin binding  // transcription factor binding  // protein kinase binding  // nuclear hormone receptor binding  // sequence-specific DNA binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // transcription regulatory region DNA binding  // gamma-catenin binding  // armadillo repeat domain binding  // sequence-specific DNA binding transcription factor activity  // beta-catenin binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II repressing transcription factor binding  // sequence-specific DNA b○
17360845 18.59558 20.46224 0.9087754 -0.138004 0 main NM_010132 Emx2 empty spiracles homeobox 2 NM_010132 RefSeq Mus musculus empty spiracles homeobox 2 (Emx2), mRNA. TRUE 13797 Mm.245394 Q04744 chr19 GO:0006355  // GO:0007275  // GO:0007420  // GO:0009952  // GO:0009952  // GO:0010468  // GO:0021542  // GO:0021796  // GO:0021796  // GO:0021846  // GO:0021885  // GO:0021987  // GO:0030182  // GO:0030900  // GO:0030900  // GO:0042493  // GO:0072001 regulation of transcription, DNA-templated  // multicellular organismal development  // brain development  // anterior/posterior pattern specification  // anterior/posterior pattern specification  // regulation of gene expression  // dentate gyrus development  // cerebral cortex regionalization  // cerebral cortex regionalization  // cell proliferation in forebrain  // forebrain cell migration  // cerebral cortex development  // neuron differentiation  // forebrain development  // forebrain development  // response to drug  // renal system development GO:0005634 nucleus GO:0000976  // GO:0003677  // GO:0003700  // GO:0043565 transcription regulatory region sequence-specific DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17360873 59.19937 56.44774 1.0487465 0.068666 0 main NM_178421 Nanos1 nanos homolog 1 (Drosophila) NM_178421 RefSeq Mus musculus nanos homolog 1 (Drosophila) (Nanos1), mRNA. TRUE 332397 Mm.186390 Q80WY3 chr19 GO:0006417  // GO:0010631  // GO:0016477  // GO:0010631  // GO:0010631  // GO:0016477  // GO:0016477  // GO:0017148 regulation of translation  // epithelial cell migration  // cell migration  // epithelial cell migration  // epithelial cell migration  // cell migration  // cell migration  // negative regulation of translation GO:0005737  // GO:0048471  // GO:0005737  // GO:0005737  // GO:0048471  // GO:0048471 cytoplasm  // perinuclear region of cytoplasm  // cytoplasm  // cytoplasm  // perinuclear region of cytoplasm  // perinuclear region of cytoplasm GO:0003723  // GO:0008270  // GO:0046872  // GO:0003674  // GO:0030371 RNA binding  // zinc ion binding  // metal ion binding  // molecular_function  // translation repressor activity ○
17363704 63.57816 69.5891 0.9136224 -0.13033 0 main NM_001166414 Rfx3 regulatory factor X, 3 (influences HLA class II expression) NM_001166414 RefSeq Mus musculus regulatory factor X, 3 (influences HLA class II expression) (Rfx3), transcript variant 2, mRNA. TRUE 19726 Mm.313321 P48381 chr19 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007368  // GO:0030154  // GO:0031018  // GO:0042384  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0048469  // GO:0050796  // GO:0060285  // GO:0060287  // GO:0072560  // GO:2000078  // GO:0006351  // GO:0006355  // GO:0045892  // GO:0045892  // GO:0045893 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // determination of left/right symmetry  // cell differentiation  // endocrine pancreas development  // cilium assembly  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // cell maturation  // regulation of insulin secretion  // cilium-dependent cell motility  // epithelial cilium movement involved in determination of left/right asymmetry  // type B pancreatic cell maturation  // positive regulation of type B pancreatic cell development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0000790  // GO:0000790  // GO:0005634  // GO:0005667  // GO:0000790 nuclear chromatin  // nuclear chromatin  // nucleus  // transcription factor complex  // nuclear chromatin GO:0003677  // GO:0003700  // GO:0005515  // GO:0044212  // GO:0044212  // GO:0044212 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // transcription regulatory region DNA binding  // transcription regulatory region DNA binding  // transcription regulatory region DNA binding ○
17366670 2029.166 2263.793 0.8963567 -0.157855 0 main NM_172471 Itih5 inter-alpha (globulin) inhibitor H5 NM_172471 RefSeq Mus musculus inter-alpha (globulin) inhibitor H5 (Itih5), mRNA. TRUE 209378 Mm.313876 Q8BJD1 chr2 GO:0010466  // GO:0030212  // GO:0008150  // GO:0010951 negative regulation of peptidase activity  // hyaluronan metabolic process  // biological_process  // negative regulation of endopeptidase activity GO:0005576  // GO:0005575 extracellular region  // cellular_component GO:0004867  // GO:0030414  // GO:0003674 serine-type endopeptidase inhibitor activity  // peptidase inhibitor activity  // molecular_function ○
17370043 150.6622 180.0614 0.8367268 -0.257171 0 main NM_011923 Angptl2 angiopoietin-like 2 NM_011923 RefSeq Mus musculus angiopoietin-like 2 (Angptl2), mRNA. TRUE 26360 Mm.208919 Q9R045 chr2 --- --- GO:0005576  // GO:0070062 extracellular region  // extracellular vesicular exosome --- --- ○
17370799 39.01911 45.17842 0.863667 -0.211453 0 main ENSMUST00000124210 A430018G15Rik RIKEN cDNA A430018G15 gene ENSMUST00000124210 ENSEMBL havana:known chromosome:GRCm38:2:52425012:52431893:1 gene:ENSMUSG00000085315 gene_biotype:processed_transcript transcript_biotype:processed_transcript TRUE --- --- Q8R0S4 chr2 --- --- --- --- --- --- ○
17372140 240.5276 228.9796 1.0504324 0.0709834 0 main NM_053263 Hnrnpa3 heterogeneous nuclear ribonucleoprotein A3 NM_053263 RefSeq Mus musculus heterogeneous nuclear ribonucleoprotein A3 (Hnrnpa3), transcript variant c, mRNA. TRUE 229279 Mm.316306  // Mm.331491  // Mm.379375 Q8BG05 chr2 GO:0006397  // GO:0008380  // GO:0051028  // GO:0055085 mRNA processing  // RNA splicing  // mRNA transport  // transmembrane transport GO:0005634  // GO:0005681  // GO:0005737  // GO:0019012  // GO:0019013  // GO:0030529  // GO:0035770  // GO:0043005  // GO:0005634 nucleus  // spliceosomal complex  // cytoplasm  // virion  // viral nucleocapsid  // ribonucleoprotein complex  // ribonucleoprotein granule  // neuron projection  // nucleus GO:0000166  // GO:0003676  // GO:0003723  // GO:0003729  // GO:0051033 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA binding  // RNA transmembrane transporter activity ○
17372161 159.97 139.3371 1.148079 0.1992219 0 main NM_172666 Agps alkylglycerone phosphate synthase NM_172666 RefSeq Mus musculus alkylglycerone phosphate synthase (Agps), mRNA. TRUE 228061 Mm.31227 Q8C0I1 chr2 GO:0006629  // GO:0008610  // GO:0055114  // GO:0008610  // GO:0008611  // GO:0008611 lipid metabolic process  // lipid biosynthetic process  // oxidation-reduction process  // lipid biosynthetic process  // ether lipid biosynthetic process  // ether lipid biosynthetic process GO:0005730  // GO:0005739  // GO:0005739  // GO:0005777  // GO:0005778  // GO:0043231  // GO:0005777  // GO:0005778  // GO:0043231 nucleolus  // mitochondrion  // mitochondrion  // peroxisome  // peroxisomal membrane  // intracellular membrane-bounded organelle  // peroxisome  // peroxisomal membrane  // intracellular membrane-bounded organelle GO:0003824  // GO:0008609  // GO:0008762  // GO:0016491  // GO:0016614  // GO:0016740  // GO:0050660  // GO:0008609  // GO:0008609  // GO:0071949 catalytic activity  // alkylglycerone-phosphate synthase activity  // UDP-N-acetylmuramate dehydrogenase activity  // oxidoreductase activity  // oxidoreductase activity, acting on CH-OH group of donors  // transferase activity  // flavin adenine dinucleotide binding  // alkylglycerone-phosphate synthase activity  // alkylglycerone-phosphate synthase activity  // FAD binding ○
17372294 151.9032 153.2203 0.9914039 -0.012455 0 main ENSMUST00000028398 Ube2e3 ubiquitin-conjugating enzyme E2E 3 ENSMUST00000028398 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:2:78869047:78921293:1 gene:ENSMUSG00000027011 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 22193 Mm.1485  // Mm.396925  // Mm.426742 P52483 chr2 GO:0040008  // GO:0070534  // GO:0070936  // GO:0070979  // GO:0070534  // GO:0070936  // GO:0070979  // GO:0016567  // GO:0070534  // GO:0070936  // GO:0070979 regulation of growth  // protein K63-linked ubiquitination  // protein K48-linked ubiquitination  // protein K11-linked ubiquitination  // protein K63-linked ubiquitination  // protein K48-linked ubiquitination  // protein K11-linked ubiquitination  // protein ubiquitination  // protein K63-linked ubiquitination  // protein K48-linked ubiquitination  // protein K11-linked ubiquitination GO:0005634  // GO:0005737  // GO:0005634 nucleus  // cytoplasm  // nucleus GO:0000166  // GO:0004842  // GO:0005515  // GO:0005524  // GO:0016874  // GO:0016881  // GO:0004842  // GO:0004842 nucleotide binding  // ubiquitin-protein transferase activity  // protein binding  // ATP binding  // ligase activity  // acid-amino acid ligase activity  // ubiquitin-protein transferase activity  // ubiquitin-protein transferase activity ○
17373696 30.30587 30.48293 0.9941915 -0.008404 0 main NM_011393 Slc1a2 solute carrier family 1 (glial high affinity glutamate transporter), member 2 NM_011393 RefSeq Mus musculus solute carrier family 1 (glial high affinity glutamate transporter), member 2 (Slc1a2), transcript variant 3, mRNA. TRUE 20511 Mm.267547 P43006 chr2 GO:0006810  // GO:0006835  // GO:0007399  // GO:0007632  // GO:0009416  // GO:0009611  // GO:0010259  // GO:0015813  // GO:0015813  // GO:0015813  // GO:0021537  // GO:0030534  // GO:0031668  // GO:0035264  // GO:0035725  // GO:0042493  // GO:0043200  // GO:0046326  // GO:0051938  // GO:0070779  // GO:1902475  // GO:0051938  // GO:0055085  // GO:0070779 transport  // dicarboxylic acid transport  // nervous system development  // visual behavior  // response to light stimulus  // response to wounding  // multicellular organismal aging  // L-glutamate transport  // L-glutamate transport  // L-glutamate transport  // telencephalon development  // adult behavior  // cellular response to extracellular stimulus  // multicellular organism growth  // sodium ion transmembrane transport  // response to drug  // response to amino acid  // positive regulation of glucose import  // L-glutamate import  // D-aspartate import  // L-alpha-amino acid transmembrane transport  // L-glutamate import  // transmembrane transport  // D-aspartate import GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0030424  // GO:0030673  // GO:0042734  // GO:0043005  // GO:0043197  // GO:0043198  // GO:0045202 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // axon  // axolemma  // presynaptic membrane  // neuron projection  // dendritic spine  // dendritic shaft  // synapse GO:0005313  // GO:0005313  // GO:0005314  // GO:0015293  // GO:0015501  // GO:0017153  // GO:0005313 L-glutamate transmembrane transporter activity  // L-glutamate transmembrane transporter activity  // high-affinity glutamate transmembrane transporter activity  // symporter activity  // glutamate:sodium symporter activity  // sodium:dicarboxylate symporter activity  // L-glutamate transmembrane transporter activity ○
17375961 46.22618 47.05152 0.9824588 -0.025531 0 main NM_009754 Bcl2l11 BCL2-like 11 (apoptosis facilitator) NM_009754 RefSeq Mus musculus BCL2-like 11 (apoptosis facilitator) (Bcl2l11), transcript variant 3, mRNA. TRUE 12125 Mm.141083 O54918 chr2 GO:0001701  // GO:0001776  // GO:0001776  // GO:0001782  // GO:0001782  // GO:0001783  // GO:0001822  // GO:0002260  // GO:0002260  // GO:0002262  // GO:0006915  // GO:0006919  // GO:0007160  // GO:0007283  // GO:0008584  // GO:0008630  // GO:0008630  // GO:0009791  // GO:0010942  // GO:0030879  // GO:0032464  // GO:0034976  // GO:0034976  // GO:0035148  // GO:0042475  // GO:0042981  // GO:0043029  // GO:0043029  // GO:0043065  // GO:0043065  // GO:0043065  // GO:0043280  // GO:0043525  // GO:0043583  // GO:0045787  // GO:0046620  // GO:0048066  // GO:0048070  // GO:0048536  // GO:0048538  // GO:0048563  // GO:0060139  // GO:0060154  // GO:0070242  // GO:0090200  // GO:0097192  // GO:0097192  // GO:1902110  // GO:1902263  // GO:2000271  // GO:2001244  // GO:0006919  // GO:0007420  // GO:0008630  // GO:0008630  // GO:0010942  // GO:0032464  // GO:0043065  // GO:0090200  // GO:2000271  // GO:2001244 in utero embryonic development  // leukocyte homeostasis  // leukocyte homeostasis  // B cell homeostasis  // B cell homeostasis  // B cell apoptotic process  // kidney development  // lymphocyte homeostasis  // lymphocyte homeostasis  // myeloid cell homeostasis  // apoptotic process  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // cell-matrix adhesion  // spermatogenesis  // male gonad development  // intrinsic apoptotic signaling pathway in response to DNA damage  // intrinsic apoptotic signaling pathway in response to DNA damage  // post-embryonic development  // positive regulation of cell death  // mammary gland development  // positive regulation of protein homooligomerization  // response to endoplasmic reticulum stress  // response to endoplasmic reticulum stress  // tube formation  // odontogenesis of dentin-containing tooth  // regulation of apoptotic process  // T cell homeostasis  // T cell homeostasis  // positive regulation of apoptotic process  // positiGO:0005622  // GO:0005737  // GO:0005739  // GO:0005739  // GO:0005739  // GO:0005829  // GO:0005874  // GO:0016020  // GO:0019898  // GO:0043231  // GO:0097140  // GO:0097141  // GO:0005739  // GO:0005829  // GO:0005874  // GO:0097140  // GO:0097141 intracellular  // cytoplasm  // mitochondrion  // mitochondrion  // mitochondrion  // cytosol  // microtubule  // membrane  // extrinsic component of membrane  // intracellular membrane-bounded organelle  // BIM-BCL-xl complex  // BIM-BCL-2 complex  // mitochondrion  // cytosol  // microtubule  // BIM-BCL-xl complex  // BIM-BCL-2 complex GO:0005515  // GO:0008017  // GO:0008017 protein binding  // microtubule binding  // microtubule binding ○
17376822 35.73239 34.2061 1.0446204 0.0629788 0 main NM_001291056 Snap25 synaptosomal-associated protein 25 NM_001291056 RefSeq Mus musculus synaptosomal-associated protein 25 (Snap25), transcript variant 2, mRNA. TRUE 20614 Mm.45953 P60879 chr2 GO:0007269  // GO:0007616  // GO:0010975  // GO:0016197  // GO:0030431  // GO:0034765  // GO:0046887  // GO:0048791  // GO:0060291  // GO:0070201  // GO:0071805  // GO:0010975 neurotransmitter secretion  // long-term memory  // regulation of neuron projection development  // endosomal transport  // sleep  // regulation of ion transmembrane transport  // positive regulation of hormone secretion  // calcium ion-dependent exocytosis of neurotransmitter  // long-term synaptic potentiation  // regulation of establishment of protein localization  // potassium ion transmembrane transport  // regulation of neuron projection development GO:0005623  // GO:0005737  // GO:0005737  // GO:0005768  // GO:0005802  // GO:0005829  // GO:0005886  // GO:0005886  // GO:0008076  // GO:0015629  // GO:0016020  // GO:0030027  // GO:0030054  // GO:0030175  // GO:0030424  // GO:0030426  // GO:0031083  // GO:0031201  // GO:0043005  // GO:0043025  // GO:0043229  // GO:0044295  // GO:0045121  // GO:0045202  // GO:0048471  // GO:0070032  // GO:0070032  // GO:0070033  // GO:0070044  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0030424  // GO:0031083  // GO:0031083  // GO:0031201  // GO:0043005  // GO:0044295  // GO:0045202  // GO:0048471  // GO:0070032  // GO:0070044 cell  // cytoplasm  // cytoplasm  // endosome  // trans-Golgi network  // cytosol  // plasma membrane  // plasma membrane  // voltage-gated potassium channel complex  // actin cytoskeleton  // membrane  // lamellipodium  // cell junction  // filopodium  // axon  // growth cone  // BLOC-1 complex  // SNARE complex  // neuron projection  // neuronal cell body  // intracellular organelle  // axonal growth cone  // membrane raft  // synapse  // perinuclear region of cytoplasm  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin I complex  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin I complex  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin II complex  // synaptobrevin 2-SNAP-25-syntaxin-1a complex  // cytoplasm  // plasma membrane  // membrane  // axon  // BLOC-1 complex  // BLOC-1 complex  // SNARE complex  // neuron projection  // axonal growth cone  // synapse  // perinuclear region of cytoplasm  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin I complex  // synaptobrevin 2-SNAP-25-syntaxin-1a complex GO:0000149  // GO:0000149  // GO:0005249  // GO:0005515  // GO:0017022  // GO:0017075  // GO:0019904  // GO:0047485  // GO:0000149  // GO:0017075 SNARE binding  // SNARE binding  // voltage-gated potassium channel activity  // protein binding  // myosin binding  // syntaxin-1 binding  // protein domain specific binding  // protein N-terminus binding  // SNARE binding  // syntaxin-1 binding ○
17380268 209.4089 220.3448 0.9503691 -0.07344 0 main NM_019806 Vapb vesicle-associated membrane protein, associated protein B and C NM_019806 RefSeq Mus musculus vesicle-associated membrane protein, associated protein B and C (Vapb), mRNA. TRUE 56491 Mm.260456 Q9QY76 chr2 GO:0006874  // GO:0006986  // GO:0006987  // GO:0019048  // GO:0030968  // GO:0045070  // GO:0006874  // GO:0006987  // GO:0006874  // GO:0006987  // GO:0019048  // GO:0030968  // GO:0045070  // GO:0019048  // GO:0030968  // GO:0045070 cellular calcium ion homeostasis  // response to unfolded protein  // activation of signaling protein activity involved in unfolded protein response  // modulation by virus of host morphology or physiology  // endoplasmic reticulum unfolded protein response  // positive regulation of viral genome replication  // cellular calcium ion homeostasis  // activation of signaling protein activity involved in unfolded protein response  // cellular calcium ion homeostasis  // activation of signaling protein activity involved in unfolded protein response  // modulation by virus of host morphology or physiology  // endoplasmic reticulum unfolded protein response  // positive regulation of viral genome replication  // modulation by virus of host morphology or physiology  // endoplasmic reticulum unfolded protein response  // positive regulation of viral genome replication GO:0005783  // GO:0005789  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0005783  // GO:0005789  // GO:0016020  // GO:0005794  // GO:0005783  // GO:0005789  // GO:0005794 endoplasmic reticulum  // endoplasmic reticulum membrane  // Golgi apparatus  // membrane  // integral component of membrane  // endoplasmic reticulum  // endoplasmic reticulum membrane  // membrane  // Golgi apparatus  // endoplasmic reticulum  // endoplasmic reticulum membrane  // Golgi apparatus GO:0005198  // GO:0019899  // GO:0042803  // GO:0046982  // GO:0048487  // GO:0019899  // GO:0042803  // GO:0046982  // GO:0048487  // GO:0019899  // GO:0042803  // GO:0046982  // GO:0048487 structural molecule activity  // enzyme binding  // protein homodimerization activity  // protein heterodimerization activity  // beta-tubulin binding  // enzyme binding  // protein homodimerization activity  // protein heterodimerization activity  // beta-tubulin binding  // enzyme binding  // protein homodimerization activity  // protein heterodimerization activity  // beta-tubulin binding ○
17381357 70.82793 86.65327 0.8173717 -0.290936 0 main NM_001290376 Camk1d calcium/calmodulin-dependent protein kinase ID NM_001290376 RefSeq Mus musculus calcium/calmodulin-dependent protein kinase ID (Camk1d), transcript variant 4, mRNA. TRUE 227541 Mm.191949 Q8BW96 chr2 GO:0006468  // GO:0006954  // GO:0007399  // GO:0008152  // GO:0010976  // GO:0016310  // GO:0032793  // GO:0043065  // GO:0043066  // GO:0050766  // GO:0050773  // GO:0060267  // GO:0071622  // GO:0090023  // GO:0006468  // GO:0032793  // GO:0032793  // GO:0050766  // GO:0050766  // GO:0050773  // GO:0050773  // GO:0060267  // GO:0060267  // GO:0071622  // GO:0071622 protein phosphorylation  // inflammatory response  // nervous system development  // metabolic process  // positive regulation of neuron projection development  // phosphorylation  // positive regulation of CREB transcription factor activity  // positive regulation of apoptotic process  // negative regulation of apoptotic process  // positive regulation of phagocytosis  // regulation of dendrite development  // positive regulation of respiratory burst  // regulation of granulocyte chemotaxis  // positive regulation of neutrophil chemotaxis  // protein phosphorylation  // positive regulation of CREB transcription factor activity  // positive regulation of CREB transcription factor activity  // positive regulation of phagocytosis  // positive regulation of phagocytosis  // regulation of dendrite development  // regulation of dendrite development  // positive regulation of respiratory burst  // positive regulation of respiratory burst  // regulation of granulocyte chemotaxis  // regulation of granulocyte chemotaGO:0005634  // GO:0005737  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737 nucleus  // cytoplasm  // nucleus  // nucleus  // cytoplasm  // cytoplasm GO:0000166  // GO:0003824  // GO:0004672  // GO:0004674  // GO:0004683  // GO:0005516  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004683 nucleotide binding  // catalytic activity  // protein kinase activity  // protein serine/threonine kinase activity  // calmodulin-dependent protein kinase activity  // calmodulin binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // calmodulin-dependent protein kinase activity ○
17384234 84.49975 81.55861 1.0360617 0.0511099 0 main NM_001290576 Pbx3 pre B cell leukemia homeobox 3 NM_001290576 RefSeq Mus musculus pre B cell leukemia homeobox 3 (Pbx3), transcript variant b, mRNA. TRUE 18516 Mm.239941 O35317 chr2 GO:0002087  // GO:0006351  // GO:0006355  // GO:0007585  // GO:0008344  // GO:0021516  // GO:0048666 regulation of respiratory gaseous exchange by neurological system process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // respiratory gaseous exchange  // adult locomotory behavior  // dorsal spinal cord development  // neuron development GO:0005634  // GO:0005667  // GO:0005634 nucleus  // transcription factor complex  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0043565  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // sequence-specific DNA binding  // sequence-specific DNA binding ○
17384587 416.8279 348.1671 1.1972065 0.259672 0 main NM_001100591 Rc3h2 ring finger and CCCH-type zinc finger domains 2 NM_001100591 RefSeq Mus musculus ring finger and CCCH-type zinc finger domains 2 (Rc3h2), transcript variant 1, mRNA. TRUE 319817 Mm.288785 P0C090 chr2 GO:0000209  // GO:0001782  // GO:0009791  // GO:0010468  // GO:0010608  // GO:0035264  // GO:0042098  // GO:0043029  // GO:0048286  // GO:0048535  // GO:0048536  // GO:0060173  // GO:0061470  // GO:1901224 protein polyubiquitination  // B cell homeostasis  // post-embryonic development  // regulation of gene expression  // posttranscriptional regulation of gene expression  // multicellular organism growth  // T cell proliferation  // T cell homeostasis  // lung alveolus development  // lymph node development  // spleen development  // limb development  // T follicular helper cell differentiation  // positive regulation of NIK/NF-kappaB signaling GO:0005634  // GO:0005737  // GO:0009986  // GO:0016020  // GO:0000932  // GO:0005737  // GO:0009986  // GO:0016020 nucleus  // cytoplasm  // cell surface  // membrane  // cytoplasmic mRNA processing body  // cytoplasm  // cell surface  // membrane GO:0003677  // GO:0003723  // GO:0003729  // GO:0004842  // GO:0005515  // GO:0008270  // GO:0044822  // GO:0046872  // GO:0003677 DNA binding  // RNA binding  // mRNA binding  // ubiquitin-protein transferase activity  // protein binding  // zinc ion binding  // poly(A) RNA binding  // metal ion binding  // DNA binding ○
17384813 487.5255 460.6133 1.0584269 0.0819216 0 main ENSMUST00000028087 Ppp6c protein phosphatase 6, catalytic subunit ENSMUST00000028087 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:2:39194354:39226451:-1 gene:ENSMUSG00000026753 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 67857 Mm.389242  // Mm.171389  // Mm.392662  // Mm.398121  // Mm.475023 Q9CQR6 chr2 GO:0006470  // GO:0007049  // GO:0006470  // GO:0006470 protein dephosphorylation  // cell cycle  // protein dephosphorylation  // protein dephosphorylation GO:0005737  // GO:0005829  // GO:0005829  // GO:0005829 cytoplasm  // cytosol  // cytosol  // cytosol GO:0004721  // GO:0004722  // GO:0016787  // GO:0046872  // GO:0005515  // GO:0004722  // GO:0004722 phosphoprotein phosphatase activity  // protein serine/threonine phosphatase activity  // hydrolase activity  // metal ion binding  // protein binding  // protein serine/threonine phosphatase activity  // protein serine/threonine phosphatase activity ○
17384951 304.943 387.8846 0.7861694 -0.347088 0 main NM_001289521 Zeb2 zinc finger E-box binding homeobox 2 NM_001289521 RefSeq Mus musculus zinc finger E-box binding homeobox 2 (Zeb2), transcript variant 3, mRNA. TRUE 24136 Mm.440702 Q9R0G7 chr2 GO:0001755  // GO:0001756  // GO:0001843  // GO:0006351  // GO:0006355  // GO:0007417  // GO:0021766  // GO:0021846  // GO:0030177  // GO:0043507  // GO:0048598  // GO:0000122  // GO:0045636  // GO:0045944  // GO:0048023  // GO:0048066  // GO:0097324  // GO:1903056 neural crest cell migration  // somitogenesis  // neural tube closure  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // central nervous system development  // hippocampus development  // cell proliferation in forebrain  // positive regulation of Wnt signaling pathway  // positive regulation of JUN kinase activity  // embryonic morphogenesis  // negative regulation of transcription from RNA polymerase II promoter  // positive regulation of melanocyte differentiation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of melanin biosynthetic process  // developmental pigmentation  // melanocyte migration  // regulation of melanosome organization GO:0005634  // GO:0005634  // GO:0005730  // GO:0005737 nucleus  // nucleus  // nucleolus  // cytoplasm GO:0003676  // GO:0003677  // GO:0003700  // GO:0043565  // GO:0046872  // GO:0070412 nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // metal ion binding  // R-SMAD binding ○
17385281 21.3737 20.42039 1.0466842 0.0658263 0 main NM_001037099 Cacnb4 calcium channel, voltage-dependent, beta 4 subunit NM_001037099 RefSeq Mus musculus calcium channel, voltage-dependent, beta 4 subunit (Cacnb4), transcript variant 1, mRNA. TRUE 12298 Mm.330223 Q8R0S4 chr2 GO:0006810  // GO:0006811  // GO:0006816  // GO:0006816  // GO:0006874  // GO:0007214  // GO:0007528  // GO:0007628  // GO:0014051  // GO:0019227  // GO:0030217  // GO:0034765  // GO:0035249  // GO:0042391  // GO:0046058  // GO:0048536  // GO:0048538  // GO:0048541  // GO:0048747  // GO:0050852  // GO:0050877  // GO:0050908  // GO:0051932  // GO:0070588  // GO:0070588  // GO:1901385  // GO:0006816  // GO:0034765  // GO:0070588  // GO:1901385 transport  // ion transport  // calcium ion transport  // calcium ion transport  // cellular calcium ion homeostasis  // gamma-aminobutyric acid signaling pathway  // neuromuscular junction development  // adult walking behavior  // gamma-aminobutyric acid secretion  // neuronal action potential propagation  // T cell differentiation  // regulation of ion transmembrane transport  // synaptic transmission, glutamatergic  // regulation of membrane potential  // cAMP metabolic process  // spleen development  // thymus development  // Peyer's patch development  // muscle fiber development  // T cell receptor signaling pathway  // neurological system process  // detection of light stimulus involved in visual perception  // synaptic transmission, GABAergic  // calcium ion transmembrane transport  // calcium ion transmembrane transport  // regulation of voltage-gated calcium channel activity  // calcium ion transport  // regulation of ion transmembrane transport  // calcium ion transmembrane transport  // regulationGO:0005886  // GO:0005891  // GO:0005891  // GO:0005891  // GO:0045202  // GO:0005886  // GO:0005886  // GO:0005891  // GO:0045202 plasma membrane  // voltage-gated calcium channel complex  // voltage-gated calcium channel complex  // voltage-gated calcium channel complex  // synapse  // plasma membrane  // plasma membrane  // voltage-gated calcium channel complex  // synapse GO:0005244  // GO:0005245  // GO:0005245  // GO:0005262  // GO:0005515  // GO:0008331  // GO:0008331  // GO:0019901  // GO:0005245  // GO:0008331  // GO:0019901 voltage-gated ion channel activity  // voltage-gated calcium channel activity  // voltage-gated calcium channel activity  // calcium channel activity  // protein binding  // high voltage-gated calcium channel activity  // high voltage-gated calcium channel activity  // protein kinase binding  // voltage-gated calcium channel activity  // high voltage-gated calcium channel activity  // protein kinase binding ○
17385508 177.4772 188.7262 0.9403951 -0.088661 0 main NM_001001182 Baz2b bromodomain adjacent to zinc finger domain, 2B NM_001001182 RefSeq Mus musculus bromodomain adjacent to zinc finger domain, 2B (Baz2b), mRNA. TRUE 407823 Mm.228071 A0PJF0 chr2 GO:0008150 biological_process GO:0005575  // GO:0005634 cellular_component  // nucleus GO:0046872  // GO:0003674  // GO:0003677  // GO:0008270 metal ion binding  // molecular_function  // DNA binding  // zinc ion binding ○
17386591 286.1412 267.817 1.0684206 0.0954797 0 main NM_001025093 Atf2 activating transcription factor 2 NM_001025093 RefSeq Mus musculus activating transcription factor 2 (Atf2), transcript variant 1, mRNA. TRUE 11909 Mm.209903 P16951 chr2 GO:0003151  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0006970  // GO:0006974  // GO:0016573  // GO:0031573  // GO:0032915  // GO:0045444  // GO:0045944  // GO:0045944  // GO:0051091  // GO:0060612  // GO:1902110  // GO:0006355  // GO:0006355  // GO:0006970  // GO:0006970  // GO:0006974  // GO:0006974  // GO:0016573  // GO:0031573  // GO:0031573  // GO:0051091  // GO:0051091  // GO:1902110  // GO:1902110 outflow tract morphogenesis  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // response to osmotic stress  // cellular response to DNA damage stimulus  // histone acetylation  // intra-S DNA damage checkpoint  // positive regulation of transforming growth factor beta2 production  // fat cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of sequence-specific DNA binding transcription factor activity  // adipose tissue development  // positive regulation of mitochondrial membrane permeability involved in apoptotic process  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // response to osmotic stress  // response to osmotic stress  // cellular response to DNA damage stimulus  // cellular response to DNA damage stimulus  // histone acetylation  // iGO:0005634  // GO:0005634  // GO:0005737  // GO:0005739  // GO:0005741  // GO:0016020  // GO:0035861  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005741  // GO:0005741  // GO:0016020  // GO:0035861  // GO:0035861 nucleus  // nucleus  // cytoplasm  // mitochondrion  // mitochondrial outer membrane  // membrane  // site of double-strand break  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // mitochondrial outer membrane  // mitochondrial outer membrane  // membrane  // site of double-strand break  // site of double-strand break GO:0000980  // GO:0001077  // GO:0001102  // GO:0003676  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0004402  // GO:0005515  // GO:0008140  // GO:0016740  // GO:0019901  // GO:0035497  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0000980  // GO:0001102  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0004402  // GO:0004402  // GO:0008140  // GO:0019901  // GO:0035497  // GO:0043565  // GO:0046982 RNA polymerase II distal enhancer sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // RNA polymerase II activating transcription factor binding  // nucleic acid binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // histone acetyltransferase activity  // protein binding  // cAMP response element binding protein binding  // transferase activity  // protein kinase binding  // cAMP response element binding  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // RNA polymerase II distal enhancer sequence-specific DNA binding  // RNA polymerase II activating transcription factor binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // histone acetyltransferase activity  // hi○
17388854 211.578 197.7427 1.0699662 0.0975652 0 main NM_001111289 Caprin1 cell cycle associated protein 1 NM_001111289 RefSeq Mus musculus cell cycle associated protein 1 (Caprin1), transcript variant 2, mRNA. TRUE 53872 Mm.427589 Q60865 chr2 GO:0017148  // GO:0030154  // GO:0050775  // GO:0061003  // GO:0017148  // GO:0017148 negative regulation of translation  // cell differentiation  // positive regulation of dendrite morphogenesis  // positive regulation of dendritic spine morphogenesis  // negative regulation of translation  // negative regulation of translation GO:0000932  // GO:0005737  // GO:0010494  // GO:0010494  // GO:0042995  // GO:0000932  // GO:0000932  // GO:0005737  // GO:0005829  // GO:0010494  // GO:0010494  // GO:0030425 cytoplasmic mRNA processing body  // cytoplasm  // cytoplasmic stress granule  // cytoplasmic stress granule  // cell projection  // cytoplasmic mRNA processing body  // cytoplasmic mRNA processing body  // cytoplasm  // cytosol  // cytoplasmic stress granule  // cytoplasmic stress granule  // dendrite GO:0003723  // GO:0044822  // GO:0003723  // GO:0003723 RNA binding  // poly(A) RNA binding  // RNA binding  // RNA binding ○
17388931 1634.908 1494.822 1.0937142 0.1292358 0 main NM_001145824 Hipk3 homeodomain interacting protein kinase 3 NM_001145824 RefSeq Mus musculus homeodomain interacting protein kinase 3 (Hipk3), transcript variant 2, mRNA. TRUE 15259 Mm.257925 Q9ERH7 chr2 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0006468  // GO:0006915  // GO:0009299  // GO:0016310  // GO:0018105  // GO:0018107  // GO:0043066  // GO:0043388  // GO:0043508  // GO:0006468  // GO:0009299  // GO:0043066 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // protein phosphorylation  // apoptotic process  // mRNA transcription  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // negative regulation of apoptotic process  // positive regulation of DNA binding  // negative regulation of JUN kinase activity  // protein phosphorylation  // mRNA transcription  // negative regulation of apoptotic process GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0016605  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm  // cytoplasm  // PML body  // nucleus  // cytoplasm GO:0000166  // GO:0003677  // GO:0003714  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672  // GO:0004674  // GO:0003677 nucleotide binding  // DNA binding  // transcription corepressor activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity  // protein serine/threonine kinase activity  // DNA binding ○
17389724 43.05001 37.47882 1.148649 0.199938 0 main NM_138313 Bmf BCL2 modifying factor NM_138313 RefSeq Mus musculus BCL2 modifying factor (Bmf), mRNA. TRUE 171543 Mm.210125 Q91ZE9 chr2 GO:0006915  // GO:0032464  // GO:0043276  // GO:0090200  // GO:2001234  // GO:2001235  // GO:0043276  // GO:0043276 apoptotic process  // positive regulation of protein homooligomerization  // anoikis  // positive regulation of release of cytochrome c from mitochondria  // negative regulation of apoptotic signaling pathway  // positive regulation of apoptotic signaling pathway  // anoikis  // anoikis GO:0001669  // GO:0005737  // GO:0015629  // GO:0016459  // GO:0016459  // GO:0001669 acrosomal vesicle  // cytoplasm  // actin cytoskeleton  // myosin complex  // myosin complex  // acrosomal vesicle GO:0005515 protein binding ○
17392279 131.5654 128.2244 1.0260559 0.0371093 0 main NM_001081133 Kif16b kinesin family member 16B NM_001081133 RefSeq Mus musculus kinesin family member 16B (Kif16b), mRNA. TRUE 16558 Mm.251934 B1AVY7 chr2 GO:0001704  // GO:0001919  // GO:0006810  // GO:0006895  // GO:0007018  // GO:0007173  // GO:0007492  // GO:0008543  // GO:0032801  // GO:0045022  // GO:0001919  // GO:0001919  // GO:0007173  // GO:0007173  // GO:0032801  // GO:0032801  // GO:0045022  // GO:0045022 formation of primary germ layer  // regulation of receptor recycling  // transport  // Golgi to endosome transport  // microtubule-based movement  // epidermal growth factor receptor signaling pathway  // endoderm development  // fibroblast growth factor receptor signaling pathway  // receptor catabolic process  // early endosome to late endosome transport  // regulation of receptor recycling  // regulation of receptor recycling  // epidermal growth factor receptor signaling pathway  // epidermal growth factor receptor signaling pathway  // receptor catabolic process  // receptor catabolic process  // early endosome to late endosome transport  // early endosome to late endosome transport GO:0005622  // GO:0005623  // GO:0005737  // GO:0005768  // GO:0005769  // GO:0005856  // GO:0005871  // GO:0005874  // GO:0016020  // GO:0005768  // GO:0005768  // GO:0005769  // GO:0005769  // GO:0031901 intracellular  // cell  // cytoplasm  // endosome  // early endosome  // cytoskeleton  // kinesin complex  // microtubule  // membrane  // endosome  // endosome  // early endosome  // early endosome  // early endosome membrane GO:0000166  // GO:0003777  // GO:0005524  // GO:0005547  // GO:0008017  // GO:0008289  // GO:0008574  // GO:0017137  // GO:0032266  // GO:0035091  // GO:0043325  // GO:0080025  // GO:0005547  // GO:0005547  // GO:0008574  // GO:0008574  // GO:0032266  // GO:0032266  // GO:0043325  // GO:0043325  // GO:0080025  // GO:0080025 nucleotide binding  // microtubule motor activity  // ATP binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // microtubule binding  // lipid binding  // plus-end-directed microtubule motor activity  // Rab GTPase binding  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol binding  // phosphatidylinositol-3,4-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // plus-end-directed microtubule motor activity  // plus-end-directed microtubule motor activity  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol-3,4-bisphosphate binding  // phosphatidylinositol-3,4-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding ○
17396492 89.1832 84.31665 1.0577175 0.0809544 0 main NM_177586 Eif5a2 eukaryotic translation initiation factor 5A2 NM_177586 RefSeq Mus musculus eukaryotic translation initiation factor 5A2 (Eif5a2), mRNA. TRUE 208691 Mm.193670 Q8BGY2 chr3 GO:0006412  // GO:0006414  // GO:0006452  // GO:0006810  // GO:0008284  // GO:0008612  // GO:0015031  // GO:0045901  // GO:0045905  // GO:0051028  // GO:0008284 translation  // translational elongation  // translational frameshifting  // transport  // positive regulation of cell proliferation  // peptidyl-lysine modification to peptidyl-hypusine  // protein transport  // positive regulation of translational elongation  // positive regulation of translational termination  // mRNA transport  // positive regulation of cell proliferation GO:0005634  // GO:0005643  // GO:0005737  // GO:0005783  // GO:0016020  // GO:0005789 nucleus  // nuclear pore  // cytoplasm  // endoplasmic reticulum  // membrane  // endoplasmic reticulum membrane GO:0003723  // GO:0003746  // GO:0043022 RNA binding  // translation elongation factor activity  // ribosome binding ○
17396593 431.8601 384.0981 1.1243484 0.1690892 0 main NM_027016 Sec62 SEC62 homolog (S. cerevisiae) NM_027016 RefSeq Mus musculus SEC62 homolog (S. cerevisiae) (Sec62), mRNA. TRUE 69276 Mm.26017 Q8BU14 chr3 GO:0006620  // GO:0006810  // GO:0015031  // GO:0006620  // GO:0006620 posttranslational protein targeting to membrane  // transport  // protein transport  // posttranslational protein targeting to membrane  // posttranslational protein targeting to membrane GO:0005622  // GO:0005623  // GO:0005783  // GO:0016020  // GO:0016021  // GO:0005789  // GO:0016020  // GO:0016020  // GO:0016235  // GO:0045111 intracellular  // cell  // endoplasmic reticulum  // membrane  // integral component of membrane  // endoplasmic reticulum membrane  // membrane  // membrane  // aggresome  // intermediate filament cytoskeleton GO:0008565  // GO:0003674 protein transporter activity  // molecular_function ○
17397377 31.45248 32.44943 0.9692768 -0.045019 0 main NM_001098170 Pcdh10 protocadherin 10 NM_001098170 RefSeq Mus musculus protocadherin 10 (Pcdh10), transcript variant 1, mRNA. TRUE 18526 Mm.242644 E9PX28 chr3 GO:0007155  // GO:0007156  // GO:0007155  // GO:0007156 cell adhesion  // homophilic cell adhesion  // cell adhesion  // homophilic cell adhesion GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane GO:0005509  // GO:0005515 calcium ion binding  // protein binding ○
17397827 134.4815 131.4736 1.0228784 0.0326346 0 main NM_177855 Med12l mediator complex subunit 12-like NM_177855 RefSeq Mus musculus mediator complex subunit 12-like (Med12l), mRNA. TRUE 329650 Mm.240059 Q8BQM9 chr3 GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // biological_process GO:0005634  // GO:0016592 nucleus  // mediator complex GO:0001104  // GO:0008013  // GO:0008134 RNA polymerase II transcription cofactor activity  // beta-catenin binding  // transcription factor binding ○
17398082 629.3118 370.9203 1.6966227 0.7626658 0 main NM_178892 Tiparp TCDD-inducible poly(ADP-ribose) polymerase NM_178892 RefSeq Mus musculus TCDD-inducible poly(ADP-ribose) polymerase (Tiparp), mRNA. TRUE 99929 Mm.246398 Q8C1B2 chr3 GO:0001570  // GO:0001822  // GO:0006471  // GO:0006807  // GO:0008209  // GO:0008210  // GO:0008585  // GO:0009791  // GO:0010629  // GO:0030097  // GO:0044236  // GO:0045732  // GO:0048008  // GO:0048705  // GO:0048745  // GO:0060021  // GO:0060325  // GO:0071407  // GO:0010629  // GO:0045732  // GO:0071407 vasculogenesis  // kidney development  // protein ADP-ribosylation  // nitrogen compound metabolic process  // androgen metabolic process  // estrogen metabolic process  // female gonad development  // post-embryonic development  // negative regulation of gene expression  // hemopoiesis  // multicellular organismal metabolic process  // positive regulation of protein catabolic process  // platelet-derived growth factor receptor signaling pathway  // skeletal system morphogenesis  // smooth muscle tissue development  // palate development  // face morphogenesis  // cellular response to organic cyclic compound  // negative regulation of gene expression  // positive regulation of protein catabolic process  // cellular response to organic cyclic compound GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003950  // GO:0003950  // GO:0016740  // GO:0016757  // GO:0035326  // GO:0046872  // GO:0003950  // GO:0003950  // GO:0035326 NAD+ ADP-ribosyltransferase activity  // NAD+ ADP-ribosyltransferase activity  // transferase activity  // transferase activity, transferring glycosyl groups  // enhancer binding  // metal ion binding  // NAD+ ADP-ribosyltransferase activity  // NAD+ ADP-ribosyltransferase activity  // enhancer binding ○
17398769 197.4402 143.7052 1.3739252 0.4583035 0 main ENSMUST00000119109 Etv3 ets variant 3 ENSMUST00000119109 ENSEMBL havana:known chromosome:GRCm38:3:87525407:87540156:1 gene:ENSMUSG00000003382 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 27049 Mm.219460  // Mm.446456  // Mm.457227 Q8R4Z4 chr3 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0030154  // GO:0006366  // GO:0030154 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // cell differentiation  // transcription from RNA polymerase II promoter  // cell differentiation GO:0005634  // GO:0017053 nucleus  // transcriptional repressor complex GO:0000981  // GO:0003677  // GO:0003700  // GO:0005515  // GO:0043565  // GO:0000981 sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity ○
17398863 258.9896 233.382 1.109724 0.1502009 0 main NM_008231 Hdgf hepatoma-derived growth factor NM_008231 RefSeq Mus musculus hepatoma-derived growth factor (Hdgf), mRNA. TRUE 15191 Mm.292208 P51859 chr3 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0009987  // GO:0034504  // GO:0045944  // GO:0000122  // GO:0034504  // GO:0045944 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // cellular process  // protein localization to nucleus  // positive regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // protein localization to nucleus  // positive regulation of transcription from RNA polymerase II promoter GO:0005615  // GO:0005615  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0017053  // GO:0005634 extracellular space  // extracellular space  // nucleus  // nucleus  // cytoplasm  // transcriptional repressor complex  // nucleus GO:0000166  // GO:0001106  // GO:0001222  // GO:0003677  // GO:0005515  // GO:0008083  // GO:0008201  // GO:0044822  // GO:0008083  // GO:0008083 nucleotide binding  // RNA polymerase II transcription corepressor activity  // transcription corepressor binding  // DNA binding  // protein binding  // growth factor activity  // heparin binding  // poly(A) RNA binding  // growth factor activity  // growth factor activity ○
17399086 45.50544 35.11811 1.2957827 0.3738238 0 main NM_001029890 Mex3a mex3 homolog A (C. elegans) NM_001029890 RefSeq Mus musculus mex3 homolog A (C. elegans) (Mex3a), mRNA. TRUE 72640 Mm.275154 G3UYU0 chr3 GO:0008150 biological_process GO:0005575 cellular_component GO:0044822  // GO:0046872  // GO:0003723  // GO:0008270 poly(A) RNA binding  // metal ion binding  // RNA binding  // zinc ion binding ○
17400139 96.38371 104.3221 0.923905 -0.114184 0 main NM_001165948 Pogz pogo transposable element with ZNF domain NM_001165948 RefSeq Mus musculus pogo transposable element with ZNF domain (Pogz), transcript variant 2, mRNA. TRUE 229584 Mm.274787 Q8BZH4 chr3 GO:0007049  // GO:0007064  // GO:0051301  // GO:0051382  // GO:0007064  // GO:0007064  // GO:0051382  // GO:0051382 cell cycle  // mitotic sister chromatid cohesion  // cell division  // kinetochore assembly  // mitotic sister chromatid cohesion  // mitotic sister chromatid cohesion  // kinetochore assembly  // kinetochore assembly GO:0000790  // GO:0005634  // GO:0005694  // GO:0005737  // GO:0000790  // GO:0000790  // GO:0005634  // GO:0005737  // GO:0005737 nuclear chromatin  // nucleus  // chromosome  // cytoplasm  // nuclear chromatin  // nuclear chromatin  // nucleus  // cytoplasm  // cytoplasm GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17400339 752.6701 754.3123 0.9978229 -0.003144 0 main NM_001037737 Arnt aryl hydrocarbon receptor nuclear translocator NM_001037737 RefSeq Mus musculus aryl hydrocarbon receptor nuclear translocator (Arnt), transcript variant 1, mRNA. TRUE 11863 Mm.250265 P53762 chr3 GO:0001666  // GO:0001666  // GO:0001892  // GO:0006351  // GO:0006355  // GO:0007165  // GO:0009636  // GO:0010575  // GO:0030154  // GO:0030522  // GO:0033235  // GO:0043619  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0046886  // GO:2001141  // GO:0001666  // GO:0006355  // GO:0006366  // GO:0010575  // GO:0043619  // GO:0045893  // GO:0045893  // GO:0046886 response to hypoxia  // response to hypoxia  // embryonic placenta development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // signal transduction  // response to toxic substance  // positive regulation vascular endothelial growth factor production  // cell differentiation  // intracellular receptor signaling pathway  // positive regulation of protein sumoylation  // regulation of transcription from RNA polymerase II promoter in response to oxidative stress  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of hormone biosynthetic process  // regulation of RNA biosynthetic process  // response to hypoxia  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // positive regulation vascular endothelial growth factor production  // regulation of transcription from RNA polymeraseGO:0005634  // GO:0005634  // GO:0005667  // GO:0005667  // GO:0005737  // GO:0005737  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0005737 nucleus  // nucleus  // transcription factor complex  // transcription factor complex  // cytoplasm  // cytoplasm  // nucleus  // nucleus  // transcription factor complex  // cytoplasm  // cytoplasm GO:0000989  // GO:0003677  // GO:0003700  // GO:0003705  // GO:0003713  // GO:0004871  // GO:0004874  // GO:0005515  // GO:0008134  // GO:0017162  // GO:0035326  // GO:0043565  // GO:0046982  // GO:0046982  // GO:0046983  // GO:0003677  // GO:0003700  // GO:0003705  // GO:0008134  // GO:0017162  // GO:0035326  // GO:0043565  // GO:0046982 transcription factor binding transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // transcription coactivator activity  // signal transducer activity  // aryl hydrocarbon receptor activity  // protein binding  // transcription factor binding  // aryl hydrocarbon receptor binding  // enhancer binding  // sequence-specific DNA binding  // protein heterodimerization activity  // protein heterodimerization activity  // protein dimerization activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // transcription factor binding  // aryl hydrocarbon receptor binding  // enhancer binding  // sequence-specific DNA binding  // protein heterodimerization activity ○
17401023 50.82906 61.56707 0.8255884 -0.276505 0 main NM_207205 Igsf3 immunoglobulin superfamily, member 3 NM_207205 RefSeq Mus musculus immunoglobulin superfamily, member 3 (Igsf3), mRNA. TRUE 78908 Mm.489667 Q6ZQA6 chr3 GO:0032808 lacrimal gland development GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003674 molecular_function ○
17401749 58.62858 65.73759 0.8918578 -0.165114 0 main NM_181400 Wdr47 WD repeat domain 47 NM_181400 RefSeq Mus musculus WD repeat domain 47 (Wdr47), mRNA. TRUE 99512 Mm.285968 Q8CGF6 chr3 GO:0007275  // GO:0008150 multicellular organismal development  // biological_process GO:0005737  // GO:0005856  // GO:0005874  // GO:0005575 cytoplasm  // cytoskeleton  // microtubule  // cellular_component GO:0003674 molecular_function ○
17402698 46.62635 40.08319 1.1632395 0.2181482 0 main NM_020265 Dkk2 dickkopf homolog 2 (Xenopus laevis) NM_020265 RefSeq Mus musculus dickkopf homolog 2 (Xenopus laevis) (Dkk2), mRNA. TRUE 56811 Mm.103593 Q9QYZ8 chr3 GO:0007275  // GO:0016055  // GO:0030178  // GO:0090090  // GO:0090263  // GO:0090090  // GO:0090263 multicellular organismal development  // Wnt signaling pathway  // negative regulation of Wnt signaling pathway  // negative regulation of canonical Wnt signaling pathway  // positive regulation of canonical Wnt signaling pathway  // negative regulation of canonical Wnt signaling pathway  // positive regulation of canonical Wnt signaling pathway GO:0005576  // GO:0005615  // GO:0005576  // GO:0005615 extracellular region  // extracellular space  // extracellular region  // extracellular space --- --- ○
17405985 93.52245 85.87718 1.0890256 0.1230379 0 main NM_019745 Pdcd10 programmed cell death 10 NM_019745 RefSeq Mus musculus programmed cell death 10 (Pdcd10), mRNA. TRUE 56426 Mm.316473 Q8VE70 chr3 GO:0001525  // GO:0006915  // GO:0008284  // GO:0043066  // GO:0043406  // GO:0008284  // GO:0008284  // GO:0043066  // GO:0043066  // GO:0043406  // GO:0043406 angiogenesis  // apoptotic process  // positive regulation of cell proliferation  // negative regulation of apoptotic process  // positive regulation of MAP kinase activity  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // negative regulation of apoptotic process  // negative regulation of apoptotic process  // positive regulation of MAP kinase activity  // positive regulation of MAP kinase activity GO:0005737  // GO:0005794  // GO:0005829  // GO:0005886  // GO:0016020  // GO:0070062  // GO:0000139  // GO:0005829  // GO:0005829 cytoplasm  // Golgi apparatus  // cytosol  // plasma membrane  // membrane  // extracellular vesicular exosome  // Golgi membrane  // cytosol  // cytosol GO:0042803  // GO:0047485  // GO:0005515  // GO:0042803  // GO:0047485 protein homodimerization activity  // protein N-terminus binding  // protein binding  // protein homodimerization activity  // protein N-terminus binding ○
17406066 97.3858 93.82791 1.0379193 0.0536943 0 main NM_001162999 Fnip2 folliculin interacting protein 2 NM_001162999 RefSeq Mus musculus folliculin interacting protein 2 (Fnip2), mRNA. TRUE 329679 Mm.244005 Q80TD3 chr3 GO:0000122  // GO:0001932  // GO:0006468  // GO:0006974  // GO:0008630  // GO:0033138  // GO:0000122  // GO:0000122  // GO:0001932  // GO:0001932  // GO:0006468  // GO:0006468  // GO:0033138  // GO:0033138 negative regulation of transcription from RNA polymerase II promoter  // regulation of protein phosphorylation  // protein phosphorylation  // cellular response to DNA damage stimulus  // intrinsic apoptotic signaling pathway in response to DNA damage  // positive regulation of peptidyl-serine phosphorylation  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // regulation of protein phosphorylation  // regulation of protein phosphorylation  // protein phosphorylation  // protein phosphorylation  // positive regulation of peptidyl-serine phosphorylation  // positive regulation of peptidyl-serine phosphorylation GO:0005622  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005815  // GO:0005886  // GO:0005634  // GO:0005634  // GO:0005730  // GO:0005737  // GO:0005886  // GO:0005886 intracellular  // nucleus  // cytoplasm  // cytoplasm  // microtubule organizing center  // plasma membrane  // nucleus  // nucleus  // nucleolus  // cytoplasm  // plasma membrane  // plasma membrane GO:0003674 molecular_function ○
17407764 174.3257 155.5403 1.1207751 0.1644968 0 main NM_173347 Prune prune homolog (Drosophila) NM_173347 RefSeq Mus musculus prune homolog (Drosophila) (Prune), mRNA. TRUE 229589 Mm.14155 Q8BIW1 chr3 GO:0008150  // GO:0008152 biological_process  // metabolic process GO:0005634  // GO:0005737  // GO:0030054  // GO:0005737  // GO:0005925 nucleus  // cytoplasm  // cell junction  // cytoplasm  // focal adhesion GO:0004427  // GO:0016462  // GO:0016787  // GO:0030145  // GO:0046872  // GO:0003674 inorganic diphosphatase activity  // pyrophosphatase activity  // hydrolase activity  // manganese ion binding  // metal ion binding  // molecular_function ○
17408662 1228.295 969.3293 1.2671597 0.3415983 0 main NM_010432 Hipk1 homeodomain interacting protein kinase 1 NM_010432 RefSeq Mus musculus homeodomain interacting protein kinase 1 (Hipk1), mRNA. TRUE 15257 Mm.20827 O88904 chr3 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0007224  // GO:0008284  // GO:0009952  // GO:0010803  // GO:0010842  // GO:0016310  // GO:0016926  // GO:0030182  // GO:0042771  // GO:0043388  // GO:0048596  // GO:0060059  // GO:0060235  // GO:0061072  // GO:0072577  // GO:0097191  // GO:0006468  // GO:0010803  // GO:0016926  // GO:0072577  // GO:0097191 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // smoothened signaling pathway  // positive regulation of cell proliferation  // anterior/posterior pattern specification  // regulation of tumor necrosis factor-mediated signaling pathway  // retina layer formation  // phosphorylation  // protein desumoylation  // neuron differentiation  // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // positive regulation of DNA binding  // embryonic camera-type eye morphogenesis  // embryonic retina morphogenesis in camera-type eye  // lens induction in camera-type eye  // iris morphogenesis  // endothelial cell apoptotic process  // extrinsic apoptotic signaling pathway  // protein phosphorylation  // regulation of tumor necrosis factor-mediated signaling pathway  // protein desumoylation  // endothelial cell apoptotic process  // extrinsic apoptotic sigGO:0005622  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0016605  // GO:0016607  // GO:0005634  // GO:0005737 intracellular  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // PML body  // nuclear speck  // nucleus  // cytoplasm GO:0000166  // GO:0003677  // GO:0003714  // GO:0004672  // GO:0004674  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672  // GO:0003677 nucleotide binding  // DNA binding  // transcription corepressor activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity  // DNA binding ○
17409217 542.624 508.1004 1.0679464 0.0948393 0 main NM_010306 Gnai3 guanine nucleotide binding protein (G protein), alpha inhibiting 3 NM_010306 RefSeq Mus musculus guanine nucleotide binding protein (G protein), alpha inhibiting 3 (Gnai3), mRNA. TRUE 14679 Mm.271703 Q9DC51 chr3 GO:0006184  // GO:0006906  // GO:0007049  // GO:0007165  // GO:0007186  // GO:0007188  // GO:0007193  // GO:0008016  // GO:0051301  // GO:0006184  // GO:0006906  // GO:0007186  // GO:0007188  // GO:0051301  // GO:0051301 GTP catabolic process  // vesicle fusion  // cell cycle  // signal transduction  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway  // regulation of heart contraction  // cell division  // GTP catabolic process  // vesicle fusion  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // cell division  // cell division GO:0005737  // GO:0005737  // GO:0005765  // GO:0005794  // GO:0005813  // GO:0005834  // GO:0005834  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0031234  // GO:0042588  // GO:0045121  // GO:0070062  // GO:0005737  // GO:0005765  // GO:0005813  // GO:0005813  // GO:0005815  // GO:0005834  // GO:0005886  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0030496  // GO:0042588  // GO:0045121 cytoplasm  // cytoplasm  // lysosomal membrane  // Golgi apparatus  // centrosome  // heterotrimeric G-protein complex  // heterotrimeric G-protein complex  // cytoskeleton  // plasma membrane  // membrane  // midbody  // extrinsic component of cytoplasmic side of plasma membrane  // zymogen granule  // membrane raft  // extracellular vesicular exosome  // cytoplasm  // lysosomal membrane  // centrosome  // centrosome  // microtubule organizing center  // heterotrimeric G-protein complex  // plasma membrane  // plasma membrane  // membrane  // midbody  // midbody  // zymogen granule  // membrane raft GO:0000166  // GO:0003924  // GO:0003924  // GO:0004871  // GO:0005515  // GO:0005525  // GO:0019001  // GO:0019904  // GO:0031683  // GO:0031821  // GO:0032794  // GO:0046872  // GO:0003924  // GO:0003924  // GO:0004871  // GO:0004871  // GO:0019904  // GO:0031683  // GO:0031683  // GO:0031821  // GO:0031821  // GO:0032794 nucleotide binding  // GTPase activity  // GTPase activity  // signal transducer activity  // protein binding  // GTP binding  // guanyl nucleotide binding  // protein domain specific binding  // G-protein beta/gamma-subunit complex binding  // G-protein coupled serotonin receptor binding  // GTPase activating protein binding  // metal ion binding  // GTPase activity  // GTPase activity  // signal transducer activity  // signal transducer activity  // protein domain specific binding  // G-protein beta/gamma-subunit complex binding  // G-protein beta/gamma-subunit complex binding  // G-protein coupled serotonin receptor binding  // G-protein coupled serotonin receptor binding  // GTPase activating protein binding ○
17409839 206.9978 172.9793 1.1966623 0.259016 0 main NM_019550 Ptbp2 polypyrimidine tract binding protein 2 NM_019550 RefSeq Mus musculus polypyrimidine tract binding protein 2 (Ptbp2), mRNA. TRUE 56195 Mm.29966 Q91Z31 chr3 GO:0006376  // GO:0006376  // GO:0006397  // GO:0008380  // GO:0033119  // GO:2000177  // GO:0033119 mRNA splice site selection  // mRNA splice site selection  // mRNA processing  // RNA splicing  // negative regulation of RNA splicing  // regulation of neural precursor cell proliferation  // negative regulation of RNA splicing GO:0005634  // GO:0005681 nucleus  // spliceosomal complex GO:0000166  // GO:0003676  // GO:0003723  // GO:0003729  // GO:0005515  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA binding  // protein binding  // poly(A) RNA binding ○
17412552 514.9394 494.5044 1.0413242 0.0584193 0 main NM_019586 Ube2j1 ubiquitin-conjugating enzyme E2J 1 NM_019586 RefSeq Mus musculus ubiquitin-conjugating enzyme E2J 1 (Ube2j1), mRNA. TRUE 56228 Mm.259095 Q9JJZ4 chr4 GO:0016567  // GO:0018279  // GO:0030433  // GO:0016567  // GO:0018279  // GO:0018279  // GO:0030433  // GO:0030433  // GO:0008152 protein ubiquitination  // protein N-linked glycosylation via asparagine  // ER-associated ubiquitin-dependent protein catabolic process  // protein ubiquitination  // protein N-linked glycosylation via asparagine  // protein N-linked glycosylation via asparagine  // ER-associated ubiquitin-dependent protein catabolic process  // ER-associated ubiquitin-dependent protein catabolic process  // metabolic process GO:0005783  // GO:0016020  // GO:0016021  // GO:0005575  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // cellular_component  // endoplasmic reticulum membrane GO:0000166  // GO:0004842  // GO:0005524  // GO:0016874  // GO:0016881 nucleotide binding  // ubiquitin-protein transferase activity  // ATP binding  // ligase activity  // acid-amino acid ligase activity ○
17412627 37.79388 51.90064 0.7281968 -0.4576 0 main XM_006537592 Cnr1 cannabinoid receptor 1 (brain) XM_006537592 RefSeq PREDICTED: Mus musculus cannabinoid receptor 1 (brain) (Cnr1), transcript variant X2, mRNA. TRUE 12801 Mm.7992 P47746 chr4 GO:0002866  // GO:0007165  // GO:0007186  // GO:0007188  // GO:0007568  // GO:0007611  // GO:0007613  // GO:0010976  // GO:0019216  // GO:0019233  // GO:0031622  // GO:0031999  // GO:0032228  // GO:0032496  // GO:0033004  // GO:0033602  // GO:0035094  // GO:0038171  // GO:0042220  // GO:0042593  // GO:0043065  // GO:0043271  // GO:0043278  // GO:0045471  // GO:0045759  // GO:0045776  // GO:0045777  // GO:0050796  // GO:0051001  // GO:0051966  // GO:0060259  // GO:0060405  // GO:0002866  // GO:0007186  // GO:0007188  // GO:0007188  // GO:0007283  // GO:0007413  // GO:0007568  // GO:0007584  // GO:0007611  // GO:0007613  // GO:0010976  // GO:0019216  // GO:0019233  // GO:0031622  // GO:0031999  // GO:0032228  // GO:0032496  // GO:0033004  // GO:0033602  // GO:0035094  // GO:0038171  // GO:0042220  // GO:0043065  // GO:0043271  // GO:0043278  // GO:0045471  // GO:0045759  // GO:0045776  // GO:0045777  // GO:0050796  // GO:0051001  // GO:0051966  // GO:0060135  // GO:0060259  // GO:0060405 positive regulation of acute inflammatory response to antigenic stimulus  // signal transduction  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // aging  // learning or memory  // memory  // positive regulation of neuron projection development  // regulation of lipid metabolic process  // sensory perception of pain  // positive regulation of fever generation  // negative regulation of fatty acid beta-oxidation  // regulation of synaptic transmission, GABAergic  // response to lipopolysaccharide  // negative regulation of mast cell activation  // negative regulation of dopamine secretion  // response to nicotine  // cannabinoid signaling pathway  // response to cocaine  // glucose homeostasis  // positive regulation of apoptotic process  // negative regulation of ion transport  // response to morphine  // response to ethanol  // negative regulation of action potential  // negative regulation of blood pressure  // positive regulatiGO:0005886  // GO:0016020  // GO:0016021  // GO:0043231  // GO:0030424  // GO:0030426 plasma membrane  // membrane  // integral component of membrane  // intracellular membrane-bounded organelle  // axon  // growth cone GO:0004871  // GO:0004930  // GO:0004949  // GO:0008144  // GO:0004949  // GO:0004949  // GO:0008144 signal transducer activity  // G-protein coupled receptor activity  // cannabinoid receptor activity  // drug binding  // cannabinoid receptor activity  // cannabinoid receptor activity  // drug binding ○
17414045 47.03075 44.46768 1.0576389 0.0808472 0 main NM_178756 E130309F12Rik RIKEN cDNA E130309F12 gene NM_178756 RefSeq Mus musculus RIKEN cDNA E130309F12 gene (E130309F12Rik), mRNA. TRUE 272031 Mm.299460 Q8BFZ2 chr4 GO:0007399  // GO:0007399  // GO:0008152 nervous system development  // nervous system development  // metabolic process GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003824 catalytic activity ○
17414228 54.59468 65.7103 0.830839 -0.267359 0 main NM_139309 Fktn fukutin NM_139309 RefSeq Mus musculus fukutin (Fktn), mRNA. TRUE 246179 Mm.247210 Q8R507 chr4 GO:0001764  // GO:0008285  // GO:0046329  // GO:0060049  // GO:0008152  // GO:0008285  // GO:0008285  // GO:0046329  // GO:0046329 neuron migration  // negative regulation of cell proliferation  // negative regulation of JNK cascade  // regulation of protein glycosylation  // metabolic process  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // negative regulation of JNK cascade  // negative regulation of JNK cascade GO:0005634  // GO:0005783  // GO:0005794  // GO:0005794  // GO:0005801  // GO:0016020  // GO:0016021  // GO:0000139  // GO:0005634  // GO:0005634  // GO:0005783  // GO:0005783  // GO:0005794  // GO:0005801  // GO:0005801 nucleus  // endoplasmic reticulum  // Golgi apparatus  // Golgi apparatus  // cis-Golgi network  // membrane  // integral component of membrane  // Golgi membrane  // nucleus  // nucleus  // endoplasmic reticulum  // endoplasmic reticulum  // Golgi apparatus  // cis-Golgi network  // cis-Golgi network GO:0016740  // GO:0043842 transferase activity  // Kdo transferase activity ○
17414651 28.52125 33.50214 0.8513262 -0.232216 0 main ENSMUST00000107415 Zfp618 zinc finger protein 618 ENSMUST00000107415 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:4:62965573:63139708:1 gene:ENSMUSG00000028358 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 72701 Mm.26479  // Mm.482416 Q80YY7 chr4 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17415231 21.44964 22.44375 0.9557066 -0.06536 0 main NM_007664 Cdh2 cadherin 2 NM_007664 RefSeq Mus musculus cadherin 2 (Cdh2), mRNA. TRUE 12558 Mm.257437 P15116 chr4 GO:0007155  // GO:0007156  // GO:0007157  // GO:0007416  // GO:0016337  // GO:0016339  // GO:0016339  // GO:0016477  // GO:0031641  // GO:0032880  // GO:0035023  // GO:0043410  // GO:0048514  // GO:0050770  // GO:0051146  // GO:0051291  // GO:0090090  // GO:0007155  // GO:0007156 cell adhesion  // homophilic cell adhesion  // heterophilic cell-cell adhesion  // synapse assembly  // single organismal cell-cell adhesion  // calcium-dependent cell-cell adhesion  // calcium-dependent cell-cell adhesion  // cell migration  // regulation of myelination  // regulation of protein localization  // regulation of Rho protein signal transduction  // positive regulation of MAPK cascade  // blood vessel morphogenesis  // regulation of axonogenesis  // striated muscle cell differentiation  // protein heterooligomerization  // negative regulation of canonical Wnt signaling pathway  // cell adhesion  // homophilic cell adhesion GO:0005886  // GO:0005911  // GO:0005911  // GO:0005912  // GO:0005913  // GO:0005916  // GO:0005916  // GO:0014704  // GO:0014704  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0016342  // GO:0030027  // GO:0030315  // GO:0043234  // GO:0045202  // GO:0045202  // GO:0005886  // GO:0005911  // GO:0005913  // GO:0016020  // GO:0016020  // GO:0016342 plasma membrane  // cell-cell junction  // cell-cell junction  // adherens junction  // cell-cell adherens junction  // fascia adherens  // fascia adherens  // intercalated disc  // intercalated disc  // membrane  // integral component of membrane  // apical plasma membrane  // catenin complex  // lamellipodium  // T-tubule  // protein complex  // synapse  // synapse  // plasma membrane  // cell-cell junction  // cell-cell adherens junction  // membrane  // membrane  // catenin complex GO:0005509  // GO:0005515  // GO:0008013  // GO:0019901  // GO:0019903  // GO:0032403  // GO:0045294  // GO:0045295  // GO:0046872  // GO:0050998  // GO:0045294  // GO:0045295 calcium ion binding  // protein binding  // beta-catenin binding  // protein kinase binding  // protein phosphatase binding  // protein complex binding  // alpha-catenin binding  // gamma-catenin binding  // metal ion binding  // nitric-oxide synthase binding  // alpha-catenin binding  // gamma-catenin binding ○
17417269 398.2057 445.3123 0.8942167 -0.161304 0 main NM_172698 Efcab14 EF-hand calcium binding domain 14 NM_172698 RefSeq Mus musculus EF-hand calcium binding domain 14 (Efcab14), mRNA. TRUE 230648 Mm.283565 Q8BGQ6 chr4 GO:0008150 biological_process GO:0005575 cellular_component GO:0046872  // GO:0003674  // GO:0005509 metal ion binding  // molecular_function  // calcium ion binding ○
17418043 50.04837 41.3295 1.21096 0.2761512 0 main ENSMUST00000106283 Rims3 regulating synaptic membrane exocytosis 3 ENSMUST00000106283 ENSEMBL havana:known chromosome:GRCm38:4:120861777:120896579:1 gene:ENSMUSG00000032890 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 242662 Mm.192502  // Mm.388896  // Mm.396765  // Mm.479706  // Mm.489236 Q80U57 chr4 GO:0006810  // GO:0006836  // GO:0006887  // GO:0017156  // GO:0042391  // GO:2000300  // GO:2000300 transport  // neurotransmitter transport  // exocytosis  // calcium ion-dependent exocytosis  // regulation of membrane potential  // regulation of synaptic vesicle exocytosis  // regulation of synaptic vesicle exocytosis GO:0005623  // GO:0030054  // GO:0045202 cell  // cell junction  // synapse GO:0044325  // GO:0005515 ion channel binding  // protein binding ○
17418857 152.9335 130.0544 1.1759195 0.2337893 0 main NM_018774 Phc2 polyhomeotic-like 2 (Drosophila) NM_018774 RefSeq Mus musculus polyhomeotic-like 2 (Drosophila) (Phc2), transcript variant 1, mRNA. TRUE 54383 Mm.490300 Q9QWH1 chr4 GO:0007275  // GO:0007283 multicellular organismal development  // spermatogenesis GO:0000792  // GO:0005634  // GO:0005634  // GO:0031519  // GO:0031519  // GO:0035102  // GO:0005634  // GO:0031519  // GO:0035102 heterochromatin  // nucleus  // nucleus  // PcG protein complex  // PcG protein complex  // PRC1 complex  // nucleus  // PcG protein complex  // PRC1 complex GO:0003677  // GO:0005515  // GO:0008270  // GO:0046872 DNA binding  // protein binding  // zinc ion binding  // metal ion binding ○
17419524 321.4159 269.0001 1.1948542 0.2568346 0 main ENSMUST00000084241 Wasf2 WAS protein family, member 2 ENSMUST00000084241 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:4:133130505:133199756:1 gene:ENSMUSG00000028868 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 242687 Mm.23566  // Mm.416453 Q8BH43 chr4 GO:0001525  // GO:0001667  // GO:0006897  // GO:0006928  // GO:0010592  // GO:0016601  // GO:0030032  // GO:0030036  // GO:0030048  // GO:0035855  // GO:0051497  // GO:0072673  // GO:0030036 angiogenesis  // ameboidal cell migration  // endocytosis  // cellular component movement  // positive regulation of lamellipodium assembly  // Rac protein signal transduction  // lamellipodium assembly  // actin cytoskeleton organization  // actin filament-based movement  // megakaryocyte development  // negative regulation of stress fiber assembly  // lamellipodium morphogenesis  // actin cytoskeleton organization GO:0001726  // GO:0005622  // GO:0005622  // GO:0005737  // GO:0005769  // GO:0005856  // GO:0005911  // GO:0030027  // GO:0030027  // GO:0031209  // GO:0070062  // GO:0005622  // GO:0005622  // GO:0030027  // GO:0030027 ruffle  // intracellular  // intracellular  // cytoplasm  // early endosome  // cytoskeleton  // cell-cell junction  // lamellipodium  // lamellipodium  // SCAR complex  // extracellular vesicular exosome  // intracellular  // intracellular  // lamellipodium  // lamellipodium GO:0003779  // GO:0005515  // GO:0032403  // GO:0005515 actin binding  // protein binding  // protein complex binding  // protein binding ○
17419773 97.72474 88.00579 1.1104353 0.1511254 0 main ENSMUST00000105868 Stmn1 stathmin 1 ENSMUST00000105868 ENSEMBL havana:known chromosome:GRCm38:4:134469742:134473499:1 gene:ENSMUSG00000028832 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 16765 Mm.378957 P54227 chr4 GO:0007019  // GO:0007052  // GO:0007275  // GO:0007399  // GO:0007409  // GO:0030154  // GO:0031110  // GO:0031115  // GO:0051272  // GO:0007420  // GO:0007019  // GO:0007052  // GO:0009615 microtubule depolymerization  // mitotic spindle organization  // multicellular organismal development  // nervous system development  // axonogenesis  // cell differentiation  // regulation of microtubule polymerization or depolymerization  // negative regulation of microtubule polymerization  // positive regulation of cellular component movement  // brain development  // microtubule depolymerization  // mitotic spindle organization  // response to virus GO:0005622  // GO:0005737  // GO:0005829  // GO:0005856  // GO:0005874  // GO:0016020  // GO:0070062  // GO:0005622  // GO:0005737 intracellular  // cytoplasm  // cytosol  // cytoskeleton  // microtubule  // membrane  // extracellular vesicular exosome  // intracellular  // cytoplasm GO:0005515  // GO:0015631  // GO:0015631 protein binding  // tubulin binding  // tubulin binding ○
17420024 34.37728 34.99344 0.9823921 -0.025629 0 main NM_177733 E2f2 E2F transcription factor 2 NM_177733 RefSeq Mus musculus E2F transcription factor 2 (E2f2), mRNA. TRUE 242705 Mm.307932 P56931 chr4 GO:0006351  // GO:0006355  // GO:0007049  // GO:0051726  // GO:0072332  // GO:1990086  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // cell cycle  // regulation of cell cycle  // intrinsic apoptotic signaling pathway by p53 class mediator  // lens fiber cell apoptotic process  // regulation of transcription, DNA-templated GO:0005634  // GO:0005667  // GO:0005634 nucleus  // transcription factor complex  // nucleus GO:0001047  // GO:0003677  // GO:0003700  // GO:0005515  // GO:0008134  // GO:0001047  // GO:0003700  // GO:0008134 core promoter binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // transcription factor binding  // core promoter binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding ○
17421394 71.24998 42.14671 1.6905229 0.7574696 0 main NR_030771 Gm13034 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 5 pseudogene NR_030771 RefSeq Mus musculus predicted gene 13034 (Gm13034), non-coding RNA. TRUE 627585 Mm.424988 B2RT32 chr4 --- --- --- --- GO:0003677  // GO:0005524 DNA binding  // ATP binding ○
17421735 87.91584 63.58655 1.3826169 0.4674015 0 main NM_001159344 Casz1 castor zinc finger 1 NM_001159344 RefSeq Mus musculus castor zinc finger 1 (Casz1), transcript variant 1, mRNA. TRUE 69743 Mm.233879 Q9CWL2 chr4 GO:0006351  // GO:0006355  // GO:0007275  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // biological_process GO:0005634  // GO:0005737  // GO:0043231  // GO:0005634  // GO:0005737  // GO:0043231 nucleus  // cytoplasm  // intracellular membrane-bounded organelle  // nucleus  // cytoplasm  // intracellular membrane-bounded organelle GO:0003677  // GO:0046872 DNA binding  // metal ion binding ○
17423107 47.54923 45.08653 1.0546216 0.0767255 0 main NM_145711 Tox thymocyte selection-associated high mobility group box NM_145711 RefSeq Mus musculus thymocyte selection-associated high mobility group box (Tox), mRNA. TRUE 252838 Mm.435828 Q66JW3 chr4 --- --- GO:0005634 nucleus GO:0003677 DNA binding ○
17423146 524.3948 593.7625 0.8831726 -0.179233 0 main NM_001177849 Asph aspartate-beta-hydroxylase NM_001177849 RefSeq Mus musculus aspartate-beta-hydroxylase (Asph), transcript variant 3, mRNA. TRUE 65973 Mm.222206 Q8BSY0 chr4 GO:0007389  // GO:0008285  // GO:0010524  // GO:0018193  // GO:0031585  // GO:0031647  // GO:0032237  // GO:0033198  // GO:0035108  // GO:0042264  // GO:0045862  // GO:0045893  // GO:0051480  // GO:0055114  // GO:0060021  // GO:0060325  // GO:0070588  // GO:0071277  // GO:0090316  // GO:0097202  // GO:1901879  // GO:0010524  // GO:0031585  // GO:0032237  // GO:0033198  // GO:0045862  // GO:0045893  // GO:0055114  // GO:0070588  // GO:0071277  // GO:0090316  // GO:0097202 pattern specification process  // negative regulation of cell proliferation  // positive regulation of calcium ion transport into cytosol  // peptidyl-amino acid modification  // regulation of inositol 1,4,5-trisphosphate-sensitive calcium-release channel activity  // regulation of protein stability  // activation of store-operated calcium channel activity  // response to ATP  // limb morphogenesis  // peptidyl-aspartic acid hydroxylation  // positive regulation of proteolysis  // positive regulation of transcription, DNA-templated  // cytosolic calcium ion homeostasis  // oxidation-reduction process  // palate development  // face morphogenesis  // calcium ion transmembrane transport  // cellular response to calcium ion  // positive regulation of intracellular protein transport  // activation of cysteine-type endopeptidase activity  // regulation of protein depolymerization  // positive regulation of calcium ion transport into cytosol  // regulation of inositol 1,4,5-trisphosphate-sensitive calcium-release cGO:0005737  // GO:0005783  // GO:0005886  // GO:0016020  // GO:0016021  // GO:0030176  // GO:0032541  // GO:0005783  // GO:0005789  // GO:0005886  // GO:0016021  // GO:0030176  // GO:0032541 cytoplasm  // endoplasmic reticulum  // plasma membrane  // membrane  // integral component of membrane  // integral component of endoplasmic reticulum membrane  // cortical endoplasmic reticulum  // endoplasmic reticulum  // endoplasmic reticulum membrane  // plasma membrane  // integral component of membrane  // integral component of endoplasmic reticulum membrane  // cortical endoplasmic reticulum GO:0004597  // GO:0005509  // GO:0005515  // GO:0016491  // GO:0046872  // GO:0051213  // GO:0004597 peptide-aspartate beta-dioxygenase activity  // calcium ion binding  // protein binding  // oxidoreductase activity  // metal ion binding  // dioxygenase activity  // peptide-aspartate beta-dioxygenase activity ○
17424203 282.1238 254.4537 1.1087432 0.1489252 0 main NM_026893 Dcaf12 DDB1 and CUL4 associated factor 12 NM_026893 RefSeq Mus musculus DDB1 and CUL4 associated factor 12 (Dcaf12), mRNA. TRUE 68970 Mm.28891 Q8BGZ3 chr4 GO:0008150  // GO:0016567 biological_process  // protein ubiquitination GO:0005737  // GO:0005813  // GO:0005856  // GO:0080008  // GO:0005737  // GO:0005813  // GO:0005815  // GO:0080008  // GO:0080008 cytoplasm  // centrosome  // cytoskeleton  // Cul4-RING E3 ubiquitin ligase complex  // cytoplasm  // centrosome  // microtubule organizing center  // Cul4-RING E3 ubiquitin ligase complex  // Cul4-RING E3 ubiquitin ligase complex GO:0003674 molecular_function ○
17424215 20.93721 20.01413 1.0461214 0.0650503 0 main ENSMUST00000157313 Gm26049 predicted gene, 26049 ENSMUST00000157313 ENSEMBL ncrna:known chromosome:GRCm38:4:41312091:41312198:-1 gene:ENSMUSG00000087938 gene_biotype:snRNA transcript_biotype:snRNA TRUE --- --- Q8BGZ3 chr4 --- --- --- --- --- --- ○
17425708 370.162 372.566 0.9935475 -0.009339 0 main NM_172381 AI314180 expressed sequence AI314180 NM_172381 RefSeq Mus musculus expressed sequence AI314180 (AI314180), mRNA. TRUE 230249 Mm.234801 Q6PDI5 chr4 GO:0030433 ER-associated ubiquitin-dependent protein catabolic process GO:0000502  // GO:0005634  // GO:0005737  // GO:0005768  // GO:0005769  // GO:0005770  // GO:0005771  // GO:0005783  // GO:0005813  // GO:0005856  // GO:0016023  // GO:0030134  // GO:0030139  // GO:0031410  // GO:0000502  // GO:0005634  // GO:0005771  // GO:0005771  // GO:0005783  // GO:0005793  // GO:0005815  // GO:0016023  // GO:0030139 proteasome complex  // nucleus  // cytoplasm  // endosome  // early endosome  // late endosome  // multivesicular body  // endoplasmic reticulum  // centrosome  // cytoskeleton  // cytoplasmic membrane-bounded vesicle  // ER to Golgi transport vesicle  // endocytic vesicle  // cytoplasmic vesicle  // proteasome complex  // nucleus  // multivesicular body  // multivesicular body  // endoplasmic reticulum  // endoplasmic reticulum-Golgi intermediate compartment  // microtubule organizing center  // cytoplasmic membrane-bounded vesicle  // endocytic vesicle --- --- ○
17425836 1102.396 1055.498 1.0444321 0.0627187 0 main NM_144904 Ptbp3 polypyrimidine tract binding protein 3 NM_144904 RefSeq Mus musculus polypyrimidine tract binding protein 3 (Ptbp3), transcript variant 1, mRNA. TRUE 230257 Mm.331640 Q8BHD7 chr4 GO:0006397  // GO:0008380  // GO:0030154  // GO:0033119  // GO:0043249  // GO:0045595  // GO:0033119  // GO:0045595 mRNA processing  // RNA splicing  // cell differentiation  // negative regulation of RNA splicing  // erythrocyte maturation  // regulation of cell differentiation  // negative regulation of RNA splicing  // regulation of cell differentiation GO:0005634 nucleus GO:0000166  // GO:0003676  // GO:0003723  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // poly(A) RNA binding ○
17426497 231.8005 268.3784 0.8637077 -0.211385 0 main NM_172694 Megf9 multiple EGF-like-domains 9 NM_172694 RefSeq Mus musculus multiple EGF-like-domains 9 (Megf9), mRNA. TRUE 230316 Mm.251188 Q8BH27 chr4 --- --- GO:0016020  // GO:0016021 membrane  // integral component of membrane --- --- ○
17430319 113.2431 114.0289 0.9931088 -0.009976 0 main ENSMUST00000106061 S100pbp S100P binding protein ENSMUST00000106061 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:4:129148005:129189542:-1 gene:ENSMUSG00000040928 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 74648 Mm.172064  // Mm.408391  // Mm.488265 Q9D5K4 chr4 GO:0008150 biological_process GO:0005634  // GO:0005634 nucleus  // nucleus GO:0048306  // GO:0048306 calcium-dependent protein binding  // calcium-dependent protein binding ○
17430835 174.252 178.1385 0.9781827 -0.031824 0 main NM_175306 Phactr4 phosphatase and actin regulator 4 NM_175306 RefSeq Mus musculus phosphatase and actin regulator 4 (Phactr4), transcript variant 1, mRNA. TRUE 100169 Mm.158361 Q501J7 chr4 GO:0001755  // GO:0001843  // GO:0007266  // GO:0007275  // GO:0007399  // GO:0030036  // GO:0043085  // GO:0043085  // GO:0048484  // GO:0051726  // GO:0061386  // GO:2001045  // GO:0043086 neural crest cell migration  // neural tube closure  // Rho protein signal transduction  // multicellular organismal development  // nervous system development  // actin cytoskeleton organization  // positive regulation of catalytic activity  // positive regulation of catalytic activity  // enteric nervous system development  // regulation of cell cycle  // closure of optic fissure  // negative regulation of integrin-mediated signaling pathway  // negative regulation of catalytic activity GO:0005622  // GO:0005737  // GO:0030027  // GO:0042995  // GO:0030027 intracellular  // cytoplasm  // lamellipodium  // cell projection  // lamellipodium GO:0003779  // GO:0004864  // GO:0008157  // GO:0071862  // GO:0071862  // GO:0003779 actin binding  // protein phosphatase inhibitor activity  // protein phosphatase 1 binding  // protein phosphatase type 1 activator activity  // protein phosphatase type 1 activator activity  // actin binding ○
17431075 308.6022 346.0234 0.8918536 -0.165121 0 main NM_001080819 Arid1a AT rich interactive domain 1A (SWI-like) NM_001080819 RefSeq Mus musculus AT rich interactive domain 1A (SWI-like) (Arid1a), mRNA. TRUE 93760 Mm.22478 A2BH40 chr4 GO:0000122  // GO:0001843  // GO:0003205  // GO:0003408  // GO:0006325  // GO:0006337  // GO:0006338  // GO:0006351  // GO:0006355  // GO:0007399  // GO:0016568  // GO:0030520  // GO:0030521  // GO:0030900  // GO:0042921  // GO:0043044  // GO:0045893  // GO:0060674  // GO:0006337  // GO:0006338  // GO:0030520  // GO:0030520  // GO:0030521  // GO:0030521  // GO:0042921  // GO:0045893  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // neural tube closure  // cardiac chamber development  // optic cup formation involved in camera-type eye development  // chromatin organization  // nucleosome disassembly  // chromatin remodeling  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // nervous system development  // chromatin modification  // intracellular estrogen receptor signaling pathway  // androgen receptor signaling pathway  // forebrain development  // glucocorticoid receptor signaling pathway  // ATP-dependent chromatin remodeling  // positive regulation of transcription, DNA-templated  // placenta blood vessel development  // nucleosome disassembly  // chromatin remodeling  // intracellular estrogen receptor signaling pathway  // intracellular estrogen receptor signaling pathway  // androgen receptor signaling pathway  // androgen receptor signaling pathway  // glucocorticoid receptor signaling pathway  // positive regulation of transcGO:0000790  // GO:0000790  // GO:0005622  // GO:0005634  // GO:0016514  // GO:0016514  // GO:0071564  // GO:0071565  // GO:0090544  // GO:0000790  // GO:0005634  // GO:0016514 nuclear chromatin  // nuclear chromatin  // intracellular  // nucleus  // SWI/SNF complex  // SWI/SNF complex  // npBAF complex  // nBAF complex  // BAF-type complex  // nuclear chromatin  // nucleus  // SWI/SNF complex GO:0003677  // GO:0005515  // GO:0016922  // GO:0031491  // GO:0003677  // GO:0016922 DNA binding  // protein binding  // ligand-dependent nuclear receptor binding  // nucleosome binding  // DNA binding  // ligand-dependent nuclear receptor binding ○
17431272 97.08399 112.9349 0.8596456 -0.218186 0 main NM_001163794 Pdik1l PDLIM1 interacting kinase 1 like NM_001163794 RefSeq Mus musculus PDLIM1 interacting kinase 1 like (Pdik1l), transcript variant 2, mRNA. TRUE 230809 Mm.22778 Q8QZR7 chr4 GO:0006468  // GO:0016310 protein phosphorylation  // phosphorylation GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0000166  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups ○
17433359 46.84761 44.16892 1.0606465 0.0849439 0 main NM_001081557 Camta1 calmodulin binding transcription activator 1 NM_001081557 RefSeq Mus musculus calmodulin binding transcription activator 1 (Camta1), transcript variant 1, mRNA. TRUE 100072 Mm.318846 A2A891 chr4 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634  // GO:0005737 nucleus  // cytoplasm GO:0003677  // GO:0003674 DNA binding  // molecular_function ○
17433528 19.73595 17.45495 1.1306793 0.1771897 0 main NM_001099299 Ajap1 adherens junction associated protein 1 NM_001099299 RefSeq Mus musculus adherens junction associated protein 1 (Ajap1), mRNA. TRUE 230959 Mm.318874 A2ALI5 chr4 GO:0007155  // GO:0008150 cell adhesion  // biological_process GO:0005886  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0005575  // GO:0005912  // GO:0016323  // GO:0016324 plasma membrane  // membrane  // integral component of membrane  // cell junction  // cellular_component  // adherens junction  // basolateral plasma membrane  // apical plasma membrane GO:0003674 molecular_function ○
17435008 36.137 39.93543 0.9048857 -0.144193 0 main NM_001170745 Magi2 membrane associated guanylate kinase, WW and PDZ domain containing 2 NM_001170745 RefSeq Mus musculus membrane associated guanylate kinase, WW and PDZ domain containing 2 (Magi2), transcript variant 3, mRNA. TRUE 50791 Mm.332231 Q9WVQ1 chr5 GO:0002092  // GO:0007165  // GO:0007399  // GO:0008285  // GO:0010976  // GO:0016482  // GO:0030336  // GO:0032516  // GO:0032926  // GO:0038180  // GO:0043113  // GO:0051291  // GO:0051898  // GO:0060395  // GO:0071850  // GO:1990090  // GO:0002092  // GO:0002092  // GO:0008285  // GO:0010976  // GO:0016482  // GO:0030336  // GO:0032516  // GO:0032516  // GO:0038180  // GO:0043113  // GO:0051291  // GO:0051898  // GO:0051898  // GO:0071850  // GO:0072015  // GO:1990090 positive regulation of receptor internalization  // signal transduction  // nervous system development  // negative regulation of cell proliferation  // positive regulation of neuron projection development  // cytoplasmic transport  // negative regulation of cell migration  // positive regulation of phosphoprotein phosphatase activity  // negative regulation of activin receptor signaling pathway  // nerve growth factor signaling pathway  // receptor clustering  // protein heterooligomerization  // negative regulation of protein kinase B signaling  // SMAD protein signal transduction  // mitotic cell cycle arrest  // cellular response to nerve growth factor stimulus  // positive regulation of receptor internalization  // positive regulation of receptor internalization  // negative regulation of cell proliferation  // positive regulation of neuron projection development  // cytoplasmic transport  // negative regulation of cell migration  // positive regulation of phosphoprotein phosphatase activity  // positiveGO:0005634  // GO:0005737  // GO:0005737  // GO:0005768  // GO:0005770  // GO:0005886  // GO:0005886  // GO:0005923  // GO:0014069  // GO:0016020  // GO:0030054  // GO:0030425  // GO:0036057  // GO:0043005  // GO:0043234  // GO:0045202  // GO:0048471  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005770  // GO:0005770  // GO:0005886  // GO:0005923  // GO:0005923  // GO:0014069  // GO:0030425  // GO:0036057  // GO:0043234  // GO:0045202  // GO:0045202  // GO:0048471 nucleus  // cytoplasm  // cytoplasm  // endosome  // late endosome  // plasma membrane  // plasma membrane  // tight junction  // postsynaptic density  // membrane  // cell junction  // dendrite  // slit diaphragm  // neuron projection  // protein complex  // synapse  // perinuclear region of cytoplasm  // nucleus  // nucleus  // cytoplasm  // late endosome  // late endosome  // plasma membrane  // tight junction  // tight junction  // postsynaptic density  // dendrite  // slit diaphragm  // protein complex  // synapse  // synapse  // perinuclear region of cytoplasm GO:0004871  // GO:0005515  // GO:0019902  // GO:0030159  // GO:0030159  // GO:0030165  // GO:0031697  // GO:0032403  // GO:0046332  // GO:0070699  // GO:0019902  // GO:0019902  // GO:0030159  // GO:0030159  // GO:0030165  // GO:0031697  // GO:0031697 signal transducer activity  // protein binding  // phosphatase binding  // receptor signaling complex scaffold activity  // receptor signaling complex scaffold activity  // PDZ domain binding  // beta-1 adrenergic receptor binding  // protein complex binding  // SMAD binding  // type II activin receptor binding  // phosphatase binding  // phosphatase binding  // receptor signaling complex scaffold activity  // receptor signaling complex scaffold activity  // PDZ domain binding  // beta-1 adrenergic receptor binding  // beta-1 adrenergic receptor binding ○
17435584 494.2603 648.8141 0.7617903 -0.392534 0 main NM_153526 Insig1 insulin induced gene 1 NM_153526 RefSeq Mus musculus insulin induced gene 1 (Insig1), mRNA. TRUE 231070 Mm.30221 Q8BGI3 chr5 GO:0006629  // GO:0006641  // GO:0006695  // GO:0006991  // GO:0008202  // GO:0008203  // GO:0010894  // GO:0016126  // GO:0032933  // GO:0042472  // GO:0042474  // GO:0045599  // GO:0045717  // GO:0060021  // GO:0060363  // GO:1901303  // GO:0008203  // GO:0032933  // GO:1901303 lipid metabolic process  // triglyceride metabolic process  // cholesterol biosynthetic process  // response to sterol depletion  // steroid metabolic process  // cholesterol metabolic process  // negative regulation of steroid biosynthetic process  // sterol biosynthetic process  // SREBP signaling pathway  // inner ear morphogenesis  // middle ear morphogenesis  // negative regulation of fat cell differentiation  // negative regulation of fatty acid biosynthetic process  // palate development  // cranial suture morphogenesis  // negative regulation of cargo loading into COPII-coated vesicle  // cholesterol metabolic process  // SREBP signaling pathway  // negative regulation of cargo loading into COPII-coated vesicle GO:0005783  // GO:0005783  // GO:0016020  // GO:0016021  // GO:0032937  // GO:0005783  // GO:0005789  // GO:0032937 endoplasmic reticulum  // endoplasmic reticulum  // membrane  // integral component of membrane  // SREBP-SCAP-Insig complex  // endoplasmic reticulum  // endoplasmic reticulum membrane  // SREBP-SCAP-Insig complex GO:0005515 protein binding ○
17437674 326.9945 374.4011 0.8733802 -0.195318 0 main NM_008453 Klf3 Kruppel-like factor 3 (basic) NM_008453 RefSeq Mus musculus Kruppel-like factor 3 (basic) (Klf3), mRNA. TRUE 16599 Mm.439720 Q60980 chr5 GO:0006351  // GO:0006355  // GO:1901653 transcription, DNA-templated  // regulation of transcription, DNA-templated  // cellular response to peptide GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872  // GO:0003677 nucleic acid binding  // DNA binding  // metal ion binding  // DNA binding ○
17438134 120.6395 125.2795 0.9629628 -0.054448 0 main NM_001190734 Dcun1d4 DCN1, defective in cullin neddylation 1, domain containing 4 (S. cerevisiae) NM_001190734 RefSeq Mus musculus DCN1, defective in cullin neddylation 1, domain containing 4 (S. cerevisiae) (Dcun1d4), transcript variant A, mRNA. TRUE 100737 Mm.220312 Q8CCA0 chr5 GO:0008150 biological_process GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0003674 molecular_function ○
17438272 113.9983 117.0554 0.9738833 -0.038179 0 main NM_001122733 Kit kit oncogene NM_001122733 RefSeq Mus musculus kit oncogene (Kit), transcript variant 1, mRNA. TRUE 16590 Mm.247073 P05532 chr5 GO:0000187  // GO:0001541  // GO:0002318  // GO:0002320  // GO:0002327  // GO:0002371  // GO:0002551  // GO:0002573  // GO:0006468  // GO:0006687  // GO:0006935  // GO:0006954  // GO:0007169  // GO:0007281  // GO:0007283  // GO:0007283  // GO:0007286  // GO:0008284  // GO:0008284  // GO:0008354  // GO:0008360  // GO:0008542  // GO:0009314  // GO:0010628  // GO:0016310  // GO:0018108  // GO:0018108  // GO:0019221  // GO:0019221  // GO:0030032  // GO:0030097  // GO:0030154  // GO:0030217  // GO:0030218  // GO:0030318  // GO:0030335  // GO:0031274  // GO:0031532  // GO:0032762  // GO:0035019  // GO:0035162  // GO:0035234  // GO:0035556  // GO:0035855  // GO:0038093  // GO:0038109  // GO:0038109  // GO:0038162  // GO:0042511  // GO:0042517  // GO:0042523  // GO:0043069  // GO:0043069  // GO:0043303  // GO:0043406  // GO:0043410  // GO:0043473  // GO:0043473  // GO:0045747  // GO:0046427  // GO:0046777  // GO:0046777  // GO:0048066  // GO:0048070  // GO:0048070  // GO:0048103  // GO:0048170  // GO:0048565  // GO:0activation of MAPK activity  // ovarian follicle development  // myeloid progenitor cell differentiation  // lymphoid progenitor cell differentiation  // immature B cell differentiation  // dendritic cell cytokine production  // mast cell chemotaxis  // myeloid leukocyte differentiation  // protein phosphorylation  // glycosphingolipid metabolic process  // chemotaxis  // inflammatory response  // transmembrane receptor protein tyrosine kinase signaling pathway  // germ cell development  // spermatogenesis  // spermatogenesis  // spermatid development  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // germ cell migration  // regulation of cell shape  // visual learning  // response to radiation  // positive regulation of gene expression  // phosphorylation  // peptidyl-tyrosine phosphorylation  // peptidyl-tyrosine phosphorylation  // cytokine-mediated signaling pathway  // cytokine-mediated signaling pathway  // lamellipodium assembly  // hemopoiesis  // cell diffGO:0001669  // GO:0005615  // GO:0005622  // GO:0005737  // GO:0005886  // GO:0005911  // GO:0009897  // GO:0009897  // GO:0009898  // GO:0009986  // GO:0016020  // GO:0016021  // GO:0042629  // GO:0001669  // GO:0005615  // GO:0005634  // GO:0005737  // GO:0005886  // GO:0009897  // GO:0009898  // GO:0042629  // GO:0042629 acrosomal vesicle  // extracellular space  // intracellular  // cytoplasm  // plasma membrane  // cell-cell junction  // external side of plasma membrane  // external side of plasma membrane  // cytoplasmic side of plasma membrane  // cell surface  // membrane  // integral component of membrane  // mast cell granule  // acrosomal vesicle  // extracellular space  // nucleus  // cytoplasm  // plasma membrane  // external side of plasma membrane  // cytoplasmic side of plasma membrane  // mast cell granule  // mast cell granule GO:0000166  // GO:0002020  // GO:0004672  // GO:0004713  // GO:0004714  // GO:0004716  // GO:0005020  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019955  // GO:0042803  // GO:0046872  // GO:0004713  // GO:0004714  // GO:0004714  // GO:0019955  // GO:0019955  // GO:0042803 nucleotide binding  // protease binding  // protein kinase activity  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // receptor signaling protein tyrosine kinase activity  // stem cell factor receptor activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // cytokine binding  // protein homodimerization activity  // metal ion binding  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // cytokine binding  // cytokine binding  // protein homodimerization activity ○
17438602 488.2575 440.3075 1.1089012 0.1491308 0 main NM_177680 Ythdc1 YTH domain containing 1 NM_177680 RefSeq Mus musculus YTH domain containing 1 (Ythdc1), mRNA. TRUE 231386 Mm.196325 E9Q5K9 chr5 GO:0000398  // GO:0006376  // GO:0006397  // GO:0008380  // GO:0006376 mRNA splicing, via spliceosome  // mRNA splice site selection  // mRNA processing  // RNA splicing  // mRNA splice site selection GO:0005634  // GO:0005654  // GO:0016604  // GO:0005634  // GO:0005634 nucleus  // nucleoplasm  // nuclear body  // nucleus  // nucleus GO:0003723  // GO:0044822  // GO:0003723  // GO:0003723 RNA binding  // poly(A) RNA binding  // RNA binding  // RNA binding ○
17438832 259.0567 288.6441 0.8974952 -0.156024 0 main NM_001136260 Slc4a4 solute carrier family 4 (anion exchanger), member 4 NM_001136260 RefSeq Mus musculus solute carrier family 4 (anion exchanger), member 4 (Slc4a4), transcript variant 2, mRNA. TRUE 54403 Mm.41044 O88343 chr5 GO:0006810  // GO:0006811  // GO:0006814  // GO:0006820  // GO:0006885  // GO:0015698  // GO:0015701  // GO:0015701  // GO:0035725  // GO:0006814  // GO:0055085 transport  // ion transport  // sodium ion transport  // anion transport  // regulation of pH  // inorganic anion transport  // bicarbonate transport  // bicarbonate transport  // sodium ion transmembrane transport  // sodium ion transport  // transmembrane transport GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0070062  // GO:0016323 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // extracellular vesicular exosome  // basolateral plasma membrane GO:0005215  // GO:0005452  // GO:0005515  // GO:0008509  // GO:0008510  // GO:0015293 transporter activity  // inorganic anion exchanger activity  // protein binding  // anion transmembrane transporter activity  // sodium:bicarbonate symporter activity  // symporter activity ○
17441083 287.5084 300.4065 0.9570645 -0.063312 0 main NM_029012 Sppl3 signal peptide peptidase 3 NM_029012 RefSeq Mus musculus signal peptide peptidase 3 (Sppl3), mRNA. TRUE 74585 Mm.355894 Q9CUS9 chr5 GO:0006508  // GO:0006508  // GO:0006509 proteolysis  // proteolysis  // membrane protein ectodomain proteolysis GO:0005783  // GO:0005791  // GO:0016020  // GO:0016021  // GO:0030660  // GO:0071458  // GO:0071556  // GO:0005789  // GO:0005791  // GO:0005791  // GO:0030660  // GO:0030660  // GO:0071458  // GO:0071458  // GO:0071556  // GO:0071556 endoplasmic reticulum  // rough endoplasmic reticulum  // membrane  // integral component of membrane  // Golgi-associated vesicle membrane  // integral component of cytoplasmic side of endoplasmic reticulum membrane  // integral component of lumenal side of endoplasmic reticulum membrane  // endoplasmic reticulum membrane  // rough endoplasmic reticulum  // rough endoplasmic reticulum  // Golgi-associated vesicle membrane  // Golgi-associated vesicle membrane  // integral component of cytoplasmic side of endoplasmic reticulum membrane  // integral component of cytoplasmic side of endoplasmic reticulum membrane  // integral component of lumenal side of endoplasmic reticulum membrane  // integral component of lumenal side of endoplasmic reticulum membrane GO:0004190  // GO:0008233  // GO:0016787  // GO:0042500  // GO:0042803  // GO:0042500  // GO:0042500  // GO:0042803  // GO:0042803 aspartic-type endopeptidase activity  // peptidase activity  // hydrolase activity  // aspartic endopeptidase activity, intramembrane cleaving  // protein homodimerization activity  // aspartic endopeptidase activity, intramembrane cleaving  // aspartic endopeptidase activity, intramembrane cleaving  // protein homodimerization activity  // protein homodimerization activity ○
17441895 158.1554 122.393 1.2921932 0.3698218 0 main NM_172722 Naa25 N(alpha)-acetyltransferase 25, NatB auxiliary subunit NM_172722 RefSeq Mus musculus N(alpha)-acetyltransferase 25, NatB auxiliary subunit (Naa25), mRNA. TRUE 231713 Mm.33919 Q8BWZ3 chr5 GO:0008150 biological_process GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0003674 molecular_function ○
17442970 448.0613 434.7712 1.030568 0.0434397 0 main NM_001001327 Vkorc1l1 vitamin K epoxide reductase complex, subunit 1-like 1 NM_001001327 RefSeq Mus musculus vitamin K epoxide reductase complex, subunit 1-like 1 (Vkorc1l1), transcript variant 2, mRNA. TRUE 69568 Mm.288718 Q6TEK5 chr5 GO:0017187  // GO:0034599  // GO:0042373  // GO:0042373  // GO:0055114  // GO:0017187  // GO:0034599 peptidyl-glutamic acid carboxylation  // cellular response to oxidative stress  // vitamin K metabolic process  // vitamin K metabolic process  // oxidation-reduction process  // peptidyl-glutamic acid carboxylation  // cellular response to oxidative stress GO:0005783  // GO:0005789  // GO:0016020  // GO:0016021  // GO:0005789  // GO:0005789 endoplasmic reticulum  // endoplasmic reticulum membrane  // membrane  // integral component of membrane  // endoplasmic reticulum membrane  // endoplasmic reticulum membrane GO:0016491  // GO:0047057  // GO:0047057  // GO:0048038  // GO:0047057 oxidoreductase activity  // vitamin-K-epoxide reductase (warfarin-sensitive) activity  // vitamin-K-epoxide reductase (warfarin-sensitive) activity  // quinone binding  // vitamin-K-epoxide reductase (warfarin-sensitive) activity ○
17445280 312.3678 320.9304 0.9733194 -0.039015 0 main NM_001003909 Ankib1 ankyrin repeat and IBR domain containing 1 NM_001003909 RefSeq Mus musculus ankyrin repeat and IBR domain containing 1 (Ankib1), transcript variant 2, mRNA. TRUE 70797 Mm.130148 Q6ZPS6 chr5 GO:0008150 biological_process GO:0005575 cellular_component GO:0008270  // GO:0046872 zinc ion binding  // metal ion binding ○
17445467 26.9685 28.90142 0.9331202 -0.099865 0 main XR_376691 Adam22 a disintegrin and metallopeptidase domain 22 XR_376691 RefSeq PREDICTED: Mus musculus a disintegrin and metallopeptidase domain 22 (Adam22), transcript variant X16, misc_RNA. TRUE 11496 Mm.275895 Q9R1V6 chr5 GO:0006508  // GO:0007229  // GO:0008344  // GO:0014037  // GO:0022011  // GO:0042063 proteolysis  // integrin-mediated signaling pathway  // adult locomotory behavior  // Schwann cell differentiation  // myelination in peripheral nervous system  // gliogenesis GO:0005576  // GO:0016020  // GO:0016021 extracellular region  // membrane  // integral component of membrane GO:0004222  // GO:0005515  // GO:0008237  // GO:0008270 metalloendopeptidase activity  // protein binding  // metallopeptidase activity  // zinc ion binding ○
17445775 136.7645 131.9839 1.0362211 0.0513318 0 main NM_001080977 Rsbn1l round spermatid basic protein 1-like NM_001080977 RefSeq Mus musculus round spermatid basic protein 1-like (Rsbn1l), mRNA. TRUE 242860 Mm.254286 D3Z0K6 chr5 GO:0008150 biological_process GO:0005575  // GO:0005634 cellular_component  // nucleus GO:0003674 molecular_function ○
17448467 58.54097 73.87794 0.7924012 -0.335697 0 main NM_001164806 Bend4 BEN domain containing 4 NM_001164806 RefSeq Mus musculus BEN domain containing 4 (Bend4), mRNA. TRUE 666938 Mm.101339 P86174 chr5 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17450157 68.5168 74.19638 0.9234521 -0.114891 0 main NM_001081107 Helq helicase, POLQ-like NM_001081107 RefSeq Mus musculus helicase, POLQ-like (Helq), mRNA. TRUE 191578 Mm.21469 Q2VPA6 chr5 GO:0000724  // GO:0006200  // GO:0006259  // GO:0032508  // GO:0006259  // GO:0032508 double-strand break repair via homologous recombination  // ATP catabolic process  // DNA metabolic process  // DNA duplex unwinding  // DNA metabolic process  // DNA duplex unwinding GO:0005634  // GO:0017117  // GO:0005634  // GO:0005730  // GO:0017117 nucleus  // single-stranded DNA-dependent ATP-dependent DNA helicase complex  // nucleus  // nucleolus  // single-stranded DNA-dependent ATP-dependent DNA helicase complex GO:0000166  // GO:0003676  // GO:0004386  // GO:0005524  // GO:0016787  // GO:0017116  // GO:0017116 nucleotide binding  // nucleic acid binding  // helicase activity  // ATP binding  // hydrolase activity  // single-stranded DNA-dependent ATP-dependent DNA helicase activity  // single-stranded DNA-dependent ATP-dependent DNA helicase activity ○
17450283 21.44262 22.61839 0.9480171 -0.077015 0 main NM_001081567 Mapk10 mitogen-activated protein kinase 10 NM_001081567 RefSeq Mus musculus mitogen-activated protein kinase 10 (Mapk10), transcript variant 2, mRNA. TRUE 26414 Mm.39253 Q61831 chr5 GO:0006468  // GO:0007254  // GO:0007254  // GO:0007258  // GO:0007258  // GO:0016310  // GO:0006468  // GO:0000165 protein phosphorylation  // JNK cascade  // JNK cascade  // JUN phosphorylation  // JUN phosphorylation  // phosphorylation  // protein phosphorylation  // MAPK cascade GO:0005622  // GO:0005634  // GO:0005737  // GO:0005739  // GO:0005886  // GO:0016020  // GO:0005737  // GO:0005739 intracellular  // nucleus  // cytoplasm  // mitochondrion  // plasma membrane  // membrane  // cytoplasm  // mitochondrion GO:0000166  // GO:0004672  // GO:0004674  // GO:0004705  // GO:0004705  // GO:0004707  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0005524 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // JUN kinase activity  // JUN kinase activity  // MAP kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // ATP binding ○
17451748 51.38681 56.58013 0.908213 -0.138897 0 main NM_001080808 Ccdc64 coiled-coil domain containing 64 NM_001080808 RefSeq Mus musculus coiled-coil domain containing 64 (Ccdc64), mRNA. TRUE 75665 Mm.233914 A0JNT9 chr5 GO:0006810  // GO:0007399  // GO:0031175  // GO:0055107 transport  // nervous system development  // neuron projection development  // Golgi to secretory granule transport GO:0005622  // GO:0005623  // GO:0005737  // GO:0005813  // GO:0005856  // GO:0005815 intracellular  // cell  // cytoplasm  // centrosome  // cytoskeleton  // microtubule organizing center GO:0005515  // GO:0017137  // GO:0034452 protein binding  // Rab GTPase binding  // dynactin binding ○
17452139 69.88557 55.13791 1.2674686 0.34195 0 main NM_011286 Rph3a rabphilin 3A NM_011286 RefSeq Mus musculus rabphilin 3A (Rph3a), mRNA. TRUE 19894 Mm.181166 P47708 chr5 GO:0006810  // GO:0006886  // GO:0015031  // GO:0016079  // GO:0046879 transport  // intracellular protein transport  // protein transport  // synaptic vesicle exocytosis  // hormone secretion GO:0005794  // GO:0005829  // GO:0008021  // GO:0016020  // GO:0019898  // GO:0030054  // GO:0030141  // GO:0030672  // GO:0043005  // GO:0043234  // GO:0045202  // GO:0008021  // GO:0045202  // GO:0015629  // GO:0030141 Golgi apparatus  // cytosol  // synaptic vesicle  // membrane  // extrinsic component of membrane  // cell junction  // secretory granule  // synaptic vesicle membrane  // neuron projection  // protein complex  // synapse  // synaptic vesicle  // synapse  // actin cytoskeleton  // secretory granule GO:0005215  // GO:0005509  // GO:0005515  // GO:0005544  // GO:0005546  // GO:0008270  // GO:0008289  // GO:0008430  // GO:0017137  // GO:0032403  // GO:0042301  // GO:0046872  // GO:0070679  // GO:0005509  // GO:0005544  // GO:0017137  // GO:0051015 transporter activity  // calcium ion binding  // protein binding  // calcium-dependent phospholipid binding  // phosphatidylinositol-4,5-bisphosphate binding  // zinc ion binding  // lipid binding  // selenium binding  // Rab GTPase binding  // protein complex binding  // phosphate ion binding  // metal ion binding  // inositol 1,4,5 trisphosphate binding  // calcium ion binding  // calcium-dependent phospholipid binding  // Rab GTPase binding  // actin filament binding ○
17453064 21.48677 24.69906 0.8699428 -0.201008 0 main NM_001081388 Rimbp2 RIMS binding protein 2 NM_001081388 RefSeq Mus musculus RIMS binding protein 2 (Rimbp2), mRNA. TRUE 231760 Mm.233996 Q80U40 chr5 GO:0010923  // GO:0010923  // GO:0010923 negative regulation of phosphatase activity  // negative regulation of phosphatase activity  // negative regulation of phosphatase activity GO:0005886  // GO:0016020  // GO:0030054  // GO:0045202 plasma membrane  // membrane  // cell junction  // synapse --- --- ○
17453650 310.5625 250.9207 1.2376918 0.3076521 0 main ENSMUST00000126639 Ywhag tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, gamma polypeptide ENSMUST00000126639 ENSEMBL havana:known chromosome:GRCm38:5:135930685:135934616:-1 gene:ENSMUSG00000051391 gene_biotype:protein_coding transcript_biotype:processed_transcript TRUE 22628 Mm.233813  // Mm.490555 P61982 chr5 GO:0006605  // GO:0032869  // GO:0045664  // GO:0048167  // GO:0055114  // GO:0045664  // GO:0045664  // GO:0048167  // GO:0048167 protein targeting  // cellular response to insulin stimulus  // regulation of neuron differentiation  // regulation of synaptic plasticity  // oxidation-reduction process  // regulation of neuron differentiation  // regulation of neuron differentiation  // regulation of synaptic plasticity  // regulation of synaptic plasticity GO:0005622  // GO:0005623  // GO:0005737  // GO:0031988  // GO:0070062  // GO:0005829  // GO:0030659  // GO:0070062 intracellular  // cell  // cytoplasm  // membrane-bounded vesicle  // extracellular vesicular exosome  // cytosol  // cytoplasmic vesicle membrane  // extracellular vesicular exosome GO:0004497  // GO:0005080  // GO:0005159  // GO:0005515  // GO:0016491  // GO:0019904  // GO:0030971  // GO:0044822  // GO:0003779  // GO:0005080  // GO:0005080  // GO:0005159  // GO:0005159  // GO:0019904 monooxygenase activity  // protein kinase C binding  // insulin-like growth factor receptor binding  // protein binding  // oxidoreductase activity  // protein domain specific binding  // receptor tyrosine kinase binding  // poly(A) RNA binding  // actin binding  // protein kinase C binding  // protein kinase C binding  // insulin-like growth factor receptor binding  // insulin-like growth factor receptor binding  // protein domain specific binding ○
17453726 204.8819 192.627 1.0636198 0.0889826 0 main NM_001291233 Cux1 cut-like homeobox 1 NM_001291233 RefSeq Mus musculus cut-like homeobox 1 (Cux1), transcript variant 3, mRNA. TRUE 13047 Mm.320317 P70403 chr5 GO:0000122  // GO:0001822  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0006810  // GO:0006891  // GO:0007275  // GO:0030324  // GO:0042491  // GO:0045944  // GO:0050775  // GO:0000301 negative regulation of transcription from RNA polymerase II promoter  // kidney development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // transport  // intra-Golgi vesicle-mediated transport  // multicellular organismal development  // lung development  // auditory receptor cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of dendrite morphogenesis  // retrograde transport, vesicle recycling within Golgi GO:0005634  // GO:0005737  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0030173  // GO:0097458  // GO:0000139  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // Golgi apparatus  // membrane  // integral component of membrane  // integral component of Golgi membrane  // neuron part  // Golgi membrane  // nucleus  // cytoplasm GO:0000977  // GO:0001205  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0043565  // GO:0003677  // GO:0030674 RNA polymerase II regulatory region sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // DNA binding  // protein binding, bridging ○
17454345 129.0625 117.2057 1.1011623 0.1390271 0 main NM_008808 Pdgfa platelet derived growth factor, alpha NM_008808 RefSeq Mus musculus platelet derived growth factor, alpha (Pdgfa), mRNA. TRUE 18590 Mm.2675 P20033 chr5 GO:0001525  // GO:0001942  // GO:0002053  // GO:0007275  // GO:0007596  // GO:0008284  // GO:0008284  // GO:0009611  // GO:0009887  // GO:0009887  // GO:0010512  // GO:0010544  // GO:0014068  // GO:0014910  // GO:0030031  // GO:0030036  // GO:0030335  // GO:0031954  // GO:0035793  // GO:0043406  // GO:0043410  // GO:0043588  // GO:0045740  // GO:0048008  // GO:0048146  // GO:0048286  // GO:0048565  // GO:0050730  // GO:0050919  // GO:0051781  // GO:0051897  // GO:0060683  // GO:0070374  // GO:0007596  // GO:0009611  // GO:0010512  // GO:0010544  // GO:0014068  // GO:0014068  // GO:0014910  // GO:0030335  // GO:0030335  // GO:0031954  // GO:0031954  // GO:0035793  // GO:0043406  // GO:0043406  // GO:0043410  // GO:0045740  // GO:0048008  // GO:0048008  // GO:0048146  // GO:0050919  // GO:0051897  // GO:0070374  // GO:0070374  // GO:0072124  // GO:2000278  // GO:0001666  // GO:0007179  // GO:0008284  // GO:0009611  // GO:0010033  // GO:0010035  // GO:0010512  // GO:0010544  // GO:0014068  // GO:0014910  // GO:0angiogenesis  // hair follicle development  // positive regulation of mesenchymal cell proliferation  // multicellular organismal development  // blood coagulation  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // response to wounding  // organ morphogenesis  // organ morphogenesis  // negative regulation of phosphatidylinositol biosynthetic process  // negative regulation of platelet activation  // positive regulation of phosphatidylinositol 3-kinase signaling  // regulation of smooth muscle cell migration  // cell projection assembly  // actin cytoskeleton organization  // positive regulation of cell migration  // positive regulation of protein autophosphorylation  // positive regulation of metanephric mesenchymal cell migration by platelet-derived growth factor receptor-beta signaling pathway  // positive regulation of MAP kinase activity  // positive regulation of MAPK cascade  // skin development  // positive regulation of DNA replication  // platelet-derivedGO:0005576  // GO:0005615  // GO:0005615  // GO:0005902  // GO:0009986  // GO:0016020  // GO:0009986  // GO:0005615  // GO:0009986 extracellular region  // extracellular space  // extracellular space  // microvillus  // cell surface  // membrane  // cell surface  // extracellular space  // cell surface GO:0005161  // GO:0005518  // GO:0008083  // GO:0042803  // GO:0046982  // GO:0048407  // GO:0005161  // GO:0005161  // GO:0005518  // GO:0008083  // GO:0008083  // GO:0042803  // GO:0005161  // GO:0005518  // GO:0042803  // GO:0046982  // GO:0048407 platelet-derived growth factor receptor binding  // collagen binding  // growth factor activity  // protein homodimerization activity  // protein heterodimerization activity  // platelet-derived growth factor binding  // platelet-derived growth factor receptor binding  // platelet-derived growth factor receptor binding  // collagen binding  // growth factor activity  // growth factor activity  // protein homodimerization activity  // platelet-derived growth factor receptor binding  // collagen binding  // protein homodimerization activity  // protein heterodimerization activity  // platelet-derived growth factor binding ○
17455903 17.081 14.17255 1.2052171 0.2692931 0 main BC054745 Asb4 ankyrin repeat and SOCS box-containing 4 BC054745 GenBank Mus musculus ankyrin repeat and SOCS box-containing 4, mRNA (cDNA clone MGC:64746 IMAGE:6836490), complete cds. TRUE 65255 Mm.51340 Q9WV71 chr6 GO:0035556  // GO:0051865  // GO:2001214  // GO:0016567 intracellular signal transduction  // protein autoubiquitination  // positive regulation of vasculogenesis  // protein ubiquitination GO:0031462  // GO:0031462  // GO:0031466  // GO:0031466  // GO:0031462  // GO:0031466 Cul2-RING ubiquitin ligase complex  // Cul2-RING ubiquitin ligase complex  // Cul5-RING ubiquitin ligase complex  // Cul5-RING ubiquitin ligase complex  // Cul2-RING ubiquitin ligase complex  // Cul5-RING ubiquitin ligase complex GO:0004842  // GO:0019899  // GO:0031625 ubiquitin-protein transferase activity  // enzyme binding  // ubiquitin protein ligase binding ○
17456084 56.3454 25.92172 2.1736752 1.1201364 0 main 2Up NM_001286607 Foxp2 forkhead box P2 NM_001286607 RefSeq Mus musculus forkhead box P2 (Foxp2), transcript variant 3, mRNA. TRUE 114142 Mm.332919 P58463 chr6 GO:0000122  // GO:0002053  // GO:0006351  // GO:0006355  // GO:0007389  // GO:0007519  // GO:0009790  // GO:0009791  // GO:0021549  // GO:0021757  // GO:0021758  // GO:0021987  // GO:0030324  // GO:0040007  // GO:0042297  // GO:0043010  // GO:0045892  // GO:0048286  // GO:0048745  // GO:0050679  // GO:0060013  // GO:0060501  // GO:0000122  // GO:0007389  // GO:0021757  // GO:0021757  // GO:0021757  // GO:0021758  // GO:0021758  // GO:0021758  // GO:0021987  // GO:0021987  // GO:0045892 negative regulation of transcription from RNA polymerase II promoter  // positive regulation of mesenchymal cell proliferation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // pattern specification process  // skeletal muscle tissue development  // embryo development  // post-embryonic development  // cerebellum development  // caudate nucleus development  // putamen development  // cerebral cortex development  // lung development  // growth  // vocal learning  // camera-type eye development  // negative regulation of transcription, DNA-templated  // lung alveolus development  // smooth muscle tissue development  // positive regulation of epithelial cell proliferation  // righting reflex  // positive regulation of epithelial cell proliferation involved in lung morphogenesis  // negative regulation of transcription from RNA polymerase II promoter  // pattern specification process  // caudate nucleus development  // caudate nucleus development  // caudate nucleus development  GO:0005634  // GO:0005737  // GO:0005737 nucleus  // cytoplasm  // cytoplasm GO:0003677  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0008301  // GO:0042803  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0000978  // GO:0001078  // GO:0003677  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0008301  // GO:0042803  // GO:0042803 DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding, bending  // protein homodimerization activity  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // DNA binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // DNA binding, bending  // protein homodimerization activity  // protein homodimerization activity ○
17457404 232.8557 246.8057 0.9434778 -0.08394 0 main NM_177185 Ubn2 ubinuclein 2 NM_177185 RefSeq Mus musculus ubinuclein 2 (Ubn2), mRNA. TRUE 320538 Mm.302831 Q80WC1 chr6 GO:0008150 biological_process GO:0005615  // GO:0005634  // GO:0005634 extracellular space  // nucleus  // nucleus GO:0003674 molecular_function ○
17460468 193.8024 163.0273 1.1887727 0.2494729 0 main NM_001040106 Aak1 AP2 associated kinase 1 NM_001040106 RefSeq Mus musculus AP2 associated kinase 1 (Aak1), transcript variant 1, mRNA. TRUE 269774 Mm.221038 Q3UHJ0 chr6 GO:0006468  // GO:0006897  // GO:0016310  // GO:0032880  // GO:0045747  // GO:0046777  // GO:0050821  // GO:2000369  // GO:0006468  // GO:0006468  // GO:0032880  // GO:0032880  // GO:0045747  // GO:0045747  // GO:0046777  // GO:0050821  // GO:0050821  // GO:2000369  // GO:2000369 protein phosphorylation  // endocytosis  // phosphorylation  // regulation of protein localization  // positive regulation of Notch signaling pathway  // protein autophosphorylation  // protein stabilization  // regulation of clathrin-mediated endocytosis  // protein phosphorylation  // protein phosphorylation  // regulation of protein localization  // regulation of protein localization  // positive regulation of Notch signaling pathway  // positive regulation of Notch signaling pathway  // protein autophosphorylation  // protein stabilization  // protein stabilization  // regulation of clathrin-mediated endocytosis  // regulation of clathrin-mediated endocytosis GO:0005886  // GO:0005905  // GO:0016020  // GO:0031252  // GO:0043195  // GO:0071439  // GO:0019897  // GO:0030136  // GO:0031252  // GO:0043195 plasma membrane  // coated pit  // membrane  // cell leading edge  // terminal bouton  // clathrin complex  // extrinsic component of plasma membrane  // clathrin-coated vesicle  // cell leading edge  // terminal bouton GO:0000166  // GO:0004672  // GO:0004674  // GO:0005112  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0035612  // GO:0004674  // GO:0004674  // GO:0005112  // GO:0005112  // GO:0035612  // GO:0035612 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // Notch binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // AP-2 adaptor complex binding  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // Notch binding  // Notch binding  // AP-2 adaptor complex binding  // AP-2 adaptor complex binding ○
17462149 364.4996 369.3815 0.9867836 -0.019194 0 main NM_001012477 Cxcl12 chemokine (C-X-C motif) ligand 12 NM_001012477 RefSeq Mus musculus chemokine (C-X-C motif) ligand 12 (Cxcl12), transcript variant 3, mRNA. TRUE 20315 Mm.303231 P40224 chr6 GO:0001569  // GO:0001667  // GO:0001764  // GO:0001938  // GO:0006935  // GO:0006955  // GO:0007281  // GO:0007420  // GO:0008045  // GO:0008284  // GO:0008344  // GO:0008354  // GO:0022029  // GO:0030334  // GO:0030334  // GO:0030335  // GO:0030335  // GO:0031100  // GO:0033603  // GO:0042098  // GO:0045666  // GO:0045785  // GO:0048842  // GO:0050930  // GO:0051924  // GO:0060326  // GO:0070098  // GO:0090026  // GO:1902230  // GO:2000107  // GO:2000406  // GO:0045785  // GO:0060326  // GO:2000406  // GO:0001666  // GO:0001764  // GO:0001938  // GO:0007420  // GO:0008284  // GO:0008344  // GO:0009314  // GO:0009408  // GO:0009612  // GO:0022029  // GO:0030335  // GO:0031100  // GO:0033603  // GO:0043434  // GO:0045666  // GO:0048842  // GO:0051924  // GO:0070098  // GO:0090026  // GO:1902230  // GO:2000107 patterning of blood vessels  // ameboidal cell migration  // neuron migration  // positive regulation of endothelial cell proliferation  // chemotaxis  // immune response  // germ cell development  // brain development  // motor neuron axon guidance  // positive regulation of cell proliferation  // adult locomotory behavior  // germ cell migration  // telencephalon cell migration  // regulation of cell migration  // regulation of cell migration  // positive regulation of cell migration  // positive regulation of cell migration  // organ regeneration  // positive regulation of dopamine secretion  // T cell proliferation  // positive regulation of neuron differentiation  // positive regulation of cell adhesion  // positive regulation of axon extension involved in axon guidance  // induction of positive chemotaxis  // regulation of calcium ion transport  // cell chemotaxis  // chemokine-mediated signaling pathway  // positive regulation of monocyte chemotaxis  // negative regulation of intrinsic apoptotic signalGO:0005576  // GO:0005615  // GO:0005886  // GO:0009897  // GO:0005615  // GO:0005886 extracellular region  // extracellular space  // plasma membrane  // external side of plasma membrane  // extracellular space  // plasma membrane GO:0005125  // GO:0008009  // GO:0008083  // GO:0042379  // GO:0045236  // GO:0008009  // GO:0042379  // GO:0042379  // GO:0045236 cytokine activity  // chemokine activity  // growth factor activity  // chemokine receptor binding  // CXCR chemokine receptor binding  // chemokine activity  // chemokine receptor binding  // chemokine receptor binding  // CXCR chemokine receptor binding ○
17463718 104.5955 139.4282 0.7501746 -0.414702 0 main NM_009875 Cdkn1b cyclin-dependent kinase inhibitor 1B NM_009875 RefSeq Mus musculus cyclin-dependent kinase inhibitor 1B (Cdkn1b), mRNA. TRUE 12576 Mm.2958 P46414 chr6 GO:0000082  // GO:0000082  // GO:0006813  // GO:0006919  // GO:0007049  // GO:0007050  // GO:0007050  // GO:0007605  // GO:0008219  // GO:0008284  // GO:0008285  // GO:0008285  // GO:0010942  // GO:0030308  // GO:0031116  // GO:0033673  // GO:0042326  // GO:0043066  // GO:0045736  // GO:0045892  // GO:0045930  // GO:0048102  // GO:0048839  // GO:0050680  // GO:0051271  // GO:0060770  // GO:0071236  // GO:0071285  // GO:0071407  // GO:0071850  // GO:0000082  // GO:0001666  // GO:0006919  // GO:0007050  // GO:0008219  // GO:0008285  // GO:0009749  // GO:0010942  // GO:0014070  // GO:0030308  // GO:0032355  // GO:0033673  // GO:0042326  // GO:0042493  // GO:0043200  // GO:0043434  // GO:0045732  // GO:0045892  // GO:0045930  // GO:0046686  // GO:0048102  // GO:0071285  // GO:0071285  // GO:0071850 G1/S transition of mitotic cell cycle  // G1/S transition of mitotic cell cycle  // potassium ion transport  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // cell cycle  // cell cycle arrest  // cell cycle arrest  // sensory perception of sound  // cell death  // positive regulation of cell proliferation  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // positive regulation of cell death  // negative regulation of cell growth  // positive regulation of microtubule polymerization  // negative regulation of kinase activity  // negative regulation of phosphorylation  // negative regulation of apoptotic process  // negative regulation of cyclin-dependent protein serine/threonine kinase activity  // negative regulation of transcription, DNA-templated  // negative regulation of mitotic cell cycle  // autophagic cell death  // inner ear development  // negative regulation of epithelial cell proliferation  // negative regulation of ceGO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005768  // GO:0005829  // GO:0043234  // GO:0005634  // GO:0005737  // GO:0043234 nucleus  // nucleus  // cytoplasm  // cytoplasm  // endosome  // cytosol  // protein complex  // nucleus  // cytoplasm  // protein complex GO:0004860  // GO:0004861  // GO:0005515  // GO:0008656  // GO:0019903  // GO:0030544  // GO:0032403  // GO:0051087  // GO:0004861  // GO:0008656  // GO:0019903  // GO:0030544  // GO:0032403  // GO:0051087 protein kinase inhibitor activity  // cyclin-dependent protein serine/threonine kinase inhibitor activity  // protein binding  // cysteine-type endopeptidase activator activity involved in apoptotic process  // protein phosphatase binding  // Hsp70 protein binding  // protein complex binding  // chaperone binding  // cyclin-dependent protein serine/threonine kinase inhibitor activity  // cysteine-type endopeptidase activator activity involved in apoptotic process  // protein phosphatase binding  // Hsp70 protein binding  // protein complex binding  // chaperone binding ○
17466033 1534.417 1503.203 1.020765 0.0296508 0 main NM_001136065 Hipk2 homeodomain interacting protein kinase 2 NM_001136065 RefSeq Mus musculus homeodomain interacting protein kinase 2 (Hipk2), transcript variant 1, mRNA. TRUE 15258 Mm.23790 Q9QZR5 chr6 GO:0000122  // GO:0001934  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0006468  // GO:0006915  // GO:0006974  // GO:0006978  // GO:0007179  // GO:0007224  // GO:0007628  // GO:0008284  // GO:0008344  // GO:0009952  // GO:0010842  // GO:0016310  // GO:0018105  // GO:0018107  // GO:0030182  // GO:0030511  // GO:0030514  // GO:0032092  // GO:0042771  // GO:0043388  // GO:0043524  // GO:0045766  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0046330  // GO:0048596  // GO:0050882  // GO:0051091  // GO:0060059  // GO:0060235  // GO:0060395  // GO:0061072  // GO:0006468  // GO:0006978  // GO:0030511  // GO:0030511  // GO:0030514  // GO:0045766  // GO:0045893  // GO:0046330  // GO:0046330  // GO:0060395 negative regulation of transcription from RNA polymerase II promoter  // positive regulation of protein phosphorylation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // protein phosphorylation  // apoptotic process  // cellular response to DNA damage stimulus  // DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator  // transforming growth factor beta receptor signaling pathway  // smoothened signaling pathway  // adult walking behavior  // positive regulation of cell proliferation  // adult locomotory behavior  // anterior/posterior pattern specification  // retina layer formation  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // neuron differentiation  // positive regulation of transforming growth factor beta receptor signaling pathway  // negative regulation of BMP signaling pathway  // positive regulation of protein binding  // intrinsic GO:0005622  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0016604  // GO:0016605  // GO:0016605  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005813  // GO:0016604  // GO:0016605  // GO:0031965 intracellular  // nucleus  // nucleus  // cytoplasm  // nuclear body  // PML body  // PML body  // nucleus  // nucleus  // cytoplasm  // centrosome  // nuclear body  // PML body  // nuclear membrane GO:0000166  // GO:0001102  // GO:0001105  // GO:0003677  // GO:0003714  // GO:0003714  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0046332  // GO:0046790  // GO:0003714  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0046332  // GO:0046790  // GO:0046790  // GO:0003677 nucleotide binding  // RNA polymerase II activating transcription factor binding  // RNA polymerase II transcription coactivator activity  // DNA binding  // transcription corepressor activity  // transcription corepressor activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // SMAD binding  // virion binding  // transcription corepressor activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // SMAD binding  // virion binding  // virion binding  // DNA binding ○
17466845 120.107 126.5735 0.9489111 -0.075655 0 main NM_010455 Hoxa7 homeobox A7 NM_010455 RefSeq Mus musculus homeobox A7 (Hoxa7), mRNA. TRUE 15404 Mm.294826 P02830 chr6 GO:0000122  // GO:0000122  // GO:0001953  // GO:0002686  // GO:0006351  // GO:0006355  // GO:0007275  // GO:0009952  // GO:0045617  // GO:0045656  // GO:0045892  // GO:0045944  // GO:0048704  // GO:0048863  // GO:0001525  // GO:0001953  // GO:0002686  // GO:0045617  // GO:0045656  // GO:0045892 negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of cell-matrix adhesion  // negative regulation of leukocyte migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // anterior/posterior pattern specification  // negative regulation of keratinocyte differentiation  // negative regulation of monocyte differentiation  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // embryonic skeletal system morphogenesis  // stem cell differentiation  // angiogenesis  // negative regulation of cell-matrix adhesion  // negative regulation of leukocyte migration  // negative regulation of keratinocyte differentiation  // negative regulation of monocyte differentiation  // negative regulation of transcription, DNA-templated GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003700  // GO:0008134  // GO:0043565  // GO:0003677  // GO:0003700  // GO:0008134  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding ○
17466861 112.0779 126.8753 0.8833705 -0.178909 0 main NR_045199 Mira mistral long non-coding RNA NR_045199 RefSeq Mus musculus mistral long non-coding RNA (Mira), long non-coding RNA. TRUE 100736249 Mm.294826 P02830 chr6 GO:0000122  // GO:0001525  // GO:0001953  // GO:0002686  // GO:0006351  // GO:0006355  // GO:0007275  // GO:0009952  // GO:0045617  // GO:0045656  // GO:0045892  // GO:0045944  // GO:0048704  // GO:0048863 negative regulation of transcription from RNA polymerase II promoter  // angiogenesis  // negative regulation of cell-matrix adhesion  // negative regulation of leukocyte migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // anterior/posterior pattern specification  // negative regulation of keratinocyte differentiation  // negative regulation of monocyte differentiation  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // embryonic skeletal system morphogenesis  // stem cell differentiation GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0008134  // GO:0043565 DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding ○
17467205 46.55284 40.44049 1.1511443 0.2030687 0 main NM_021432 Nap1l5 nucleosome assembly protein 1-like 5 NM_021432 RefSeq Mus musculus nucleosome assembly protein 1-like 5 (Nap1l5), mRNA. TRUE 58243 Mm.389747 Q9JJF0 chr6 GO:0006334  // GO:0008150 nucleosome assembly  // biological_process GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0003674 molecular_function ○
17469183 110.1045 119.1522 0.924066 -0.113932 0 main NM_001029850 Magi1 membrane associated guanylate kinase, WW and PDZ domain containing 1 NM_001029850 RefSeq Mus musculus membrane associated guanylate kinase, WW and PDZ domain containing 1 (Magi1), transcript variant 3, mRNA. TRUE 14924 Mm.217216 Q6RHR9 chr6 GO:0070997 neuron death GO:0005634  // GO:0005737  // GO:0005886  // GO:0005923  // GO:0016020  // GO:0030054  // GO:0042995  // GO:0005634  // GO:0005737  // GO:0030054  // GO:0042995 nucleus  // cytoplasm  // plasma membrane  // tight junction  // membrane  // cell junction  // cell projection  // nucleus  // cytoplasm  // cell junction  // cell projection GO:0000166  // GO:0005515  // GO:0005524  // GO:0051393  // GO:0051393 nucleotide binding  // protein binding  // ATP binding  // alpha-actinin binding  // alpha-actinin binding ○
17469414 290.5533 312.3479 0.9302233 -0.104351 0 main NM_001197321 Foxp1 forkhead box P1 NM_001197321 RefSeq Mus musculus forkhead box P1 (Foxp1), transcript variant 2, mRNA. TRUE 108655 Mm.234965 P58462 chr6 GO:0000122  // GO:0000122  // GO:0001701  // GO:0002053  // GO:0002329  // GO:0002639  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0007389  // GO:0007507  // GO:0007519  // GO:0008045  // GO:0009790  // GO:0009790  // GO:0030324  // GO:0033152  // GO:0045214  // GO:0045892  // GO:0045893  // GO:0045944  // GO:0048745  // GO:0050679  // GO:0055007  // GO:0060043  // GO:0060043  // GO:0061140  // GO:0072358  // GO:0072358  // GO:1901249  // GO:1901250  // GO:2000727  // GO:0006366  // GO:0007389  // GO:0021517 negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // in utero embryonic development  // positive regulation of mesenchymal cell proliferation  // pre-B cell differentiation  // positive regulation of immunoglobulin production  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // pattern specification process  // heart development  // skeletal muscle tissue development  // motor neuron axon guidance  // embryo development  // embryo development  // lung development  // immunoglobulin V(D)J recombination  // sarcomere organization  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // smooth muscle tissue development  // positive regulation of epithelial cell proliferation  // cardiac muscle cell differentiatiGO:0005634  // GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003677  // GO:0003682  // GO:0003700  // GO:0003705  // GO:0003705  // GO:0005515  // GO:0008301  // GO:0042803  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0000978  // GO:0001078  // GO:0003677  // GO:0003700  // GO:0008301 DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding, bending  // protein homodimerization activity  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // DNA binding  // sequence-specific DNA binding transcription factor activity  // DNA binding, bending ○
17469446 300.8325 336.6628 0.8935721 -0.162344 0 main NM_025829 Eif4e3 eukaryotic translation initiation factor 4E member 3 NM_025829 RefSeq Mus musculus eukaryotic translation initiation factor 4E member 3 (Eif4e3), mRNA. TRUE 66892 Mm.32889 Q9DBB5 chr6 GO:0006412  // GO:0006413  // GO:0006417  // GO:0008150 translation  // translational initiation  // regulation of translation  // biological_process GO:0005737  // GO:0005575  // GO:0005845 cytoplasm  // cellular_component  // mRNA cap binding complex GO:0003723  // GO:0003743  // GO:0003674 RNA binding  // translation initiation factor activity  // molecular_function ○
17469848 95.67727 125.0603 0.7650491 -0.386376 0 main NM_177683 Vgll4 vestigial like 4 (Drosophila) NM_177683 RefSeq Mus musculus vestigial like 4 (Drosophila) (Vgll4), mRNA. TRUE 232334 Mm.268357 Q80V24 chr6 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003674 molecular_function ○
17470010 96.79492 116.3111 0.8322071 -0.264986 0 main NM_177412 Tmcc1 transmembrane and coiled coil domains 1 NM_177412 RefSeq Mus musculus transmembrane and coiled coil domains 1 (Tmcc1), mRNA. TRUE 330401 Mm.425352 Q69ZZ6 chr6 GO:0008150 biological_process GO:0005783  // GO:0016020  // GO:0016021  // GO:0005575  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // cellular_component  // endoplasmic reticulum membrane GO:0003674 molecular_function ○
17470960 41.88363 37.70587 1.1107987 0.1515973 0 main NM_013488 Cd4 CD4 antigen NM_013488 RefSeq Mus musculus CD4 antigen (Cd4), mRNA. TRUE 12504 Mm.2209 P06332 chr6 GO:0001816  // GO:0001816  // GO:0002376  // GO:0006948  // GO:0006955  // GO:0007155  // GO:0007166  // GO:0030217  // GO:0030217  // GO:0032507  // GO:0042110  // GO:0045058  // GO:0045058  // GO:0045234  // GO:0045860  // GO:0050731  // GO:0050829  // GO:0050850  // GO:0050863  // GO:0050870  // GO:0006948  // GO:0030217  // GO:0032507  // GO:0032507  // GO:0042110  // GO:0045058  // GO:0045234  // GO:0045234  // GO:0045860  // GO:0050863 cytokine production  // cytokine production  // immune system process  // induction by virus of host cell-cell fusion  // immune response  // cell adhesion  // cell surface receptor signaling pathway  // T cell differentiation  // T cell differentiation  // maintenance of protein location in cell  // T cell activation  // T cell selection  // T cell selection  // protein palmitoleylation  // positive regulation of protein kinase activity  // positive regulation of peptidyl-tyrosine phosphorylation  // defense response to Gram-negative bacterium  // positive regulation of calcium-mediated signaling  // regulation of T cell activation  // positive regulation of T cell activation  // induction by virus of host cell-cell fusion  // T cell differentiation  // maintenance of protein location in cell  // maintenance of protein location in cell  // T cell activation  // T cell selection  // protein palmitoleylation  // protein palmitoleylation  // positive regulation of protein kinase activity  // regulation of T celGO:0005788  // GO:0005789  // GO:0005886  // GO:0005886  // GO:0009897  // GO:0009897  // GO:0009986  // GO:0016020  // GO:0016021  // GO:0045121  // GO:0005886  // GO:0009897 endoplasmic reticulum lumen  // endoplasmic reticulum membrane  // plasma membrane  // plasma membrane  // external side of plasma membrane  // external side of plasma membrane  // cell surface  // membrane  // integral component of membrane  // membrane raft  // plasma membrane  // external side of plasma membrane GO:0001948  // GO:0005515  // GO:0008270  // GO:0019899  // GO:0019901  // GO:0042803  // GO:0001948  // GO:0008270  // GO:0019899  // GO:0019901  // GO:0042803 glycoprotein binding  // protein binding  // zinc ion binding  // enzyme binding  // protein kinase binding  // protein homodimerization activity  // glycoprotein binding  // zinc ion binding  // enzyme binding  // protein kinase binding  // protein homodimerization activity ○
17471140 40.87262 43.85017 0.9320972 -0.101448 0 main NM_001164034 Ntf3 neurotrophin 3 NM_001164034 RefSeq Mus musculus neurotrophin 3 (Ntf3), transcript variant 1, mRNA. TRUE 18205 Mm.267570 P20181 chr6 GO:0000187  // GO:0002092  // GO:0007169  // GO:0007274  // GO:0007399  // GO:0007403  // GO:0007411  // GO:0007411  // GO:0007420  // GO:0007422  // GO:0008284  // GO:0008544  // GO:0021675  // GO:0030335  // GO:0032148  // GO:0032856  // GO:0033138  // GO:0042490  // GO:0042552  // GO:0043523  // GO:0043524  // GO:0045687  // GO:0045944  // GO:0048484  // GO:0048666  // GO:0048699  // GO:0050731  // GO:0050732  // GO:0050804  // GO:0050918  // GO:0050930  // GO:0051145  // GO:2000251  // GO:0000187  // GO:0002092  // GO:0007169  // GO:0007399  // GO:0008284  // GO:0030335  // GO:0032148  // GO:0032856  // GO:0033138  // GO:0042552  // GO:0045687  // GO:0050731  // GO:0050732  // GO:0050804  // GO:0050918  // GO:0050930  // GO:2000251 activation of MAPK activity  // positive regulation of receptor internalization  // transmembrane receptor protein tyrosine kinase signaling pathway  // neuromuscular synaptic transmission  // nervous system development  // glial cell fate determination  // axon guidance  // axon guidance  // brain development  // peripheral nervous system development  // positive regulation of cell proliferation  // epidermis development  // nerve development  // positive regulation of cell migration  // activation of protein kinase B activity  // activation of Ras GTPase activity  // positive regulation of peptidyl-serine phosphorylation  // mechanoreceptor differentiation  // myelination  // regulation of neuron apoptotic process  // negative regulation of neuron apoptotic process  // positive regulation of glial cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // enteric nervous system development  // neuron development  // generation of neurons  // positive regulation of peptGO:0005576  // GO:0016023  // GO:0005576  // GO:0005788 extracellular region  // cytoplasmic membrane-bounded vesicle  // extracellular region  // endoplasmic reticulum lumen GO:0005102  // GO:0005165  // GO:0005166  // GO:0005515  // GO:0008083  // GO:0042056  // GO:0048406  // GO:0008083  // GO:0042056  // GO:0048406 receptor binding  // neurotrophin receptor binding  // neurotrophin p75 receptor binding  // protein binding  // growth factor activity  // chemoattractant activity  // nerve growth factor binding  // growth factor activity  // chemoattractant activity  // nerve growth factor binding ○
17471155 32.66582 28.10392 1.1623226 0.2170105 0 main NM_010595 Kcna1 potassium voltage-gated channel, shaker-related subfamily, member 1 NM_010595 RefSeq Mus musculus potassium voltage-gated channel, shaker-related subfamily, member 1 (Kcna1), mRNA. TRUE 16485 Mm.40424 P16388 chr6 GO:0006810  // GO:0006811  // GO:0006813  // GO:0034765  // GO:0051260  // GO:0055085  // GO:0071805  // GO:0034765  // GO:0071805 transport  // ion transport  // potassium ion transport  // regulation of ion transmembrane transport  // protein homooligomerization  // transmembrane transport  // potassium ion transmembrane transport  // regulation of ion transmembrane transport  // potassium ion transmembrane transport GO:0008076  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0030425  // GO:0043025  // GO:0044224  // GO:0016324  // GO:0030425  // GO:0043025 voltage-gated potassium channel complex  // membrane  // integral component of membrane  // apical plasma membrane  // dendrite  // neuronal cell body  // juxtaparanode region of axon  // apical plasma membrane  // dendrite  // neuronal cell body GO:0005216  // GO:0005244  // GO:0005249  // GO:0005251  // GO:0005267  // GO:0005251  // GO:0005251 ion channel activity  // voltage-gated ion channel activity  // voltage-gated potassium channel activity  // delayed rectifier potassium channel activity  // potassium channel activity  // delayed rectifier potassium channel activity  // delayed rectifier potassium channel activity ○
17472588 19.77831 17.5175 1.1290601 0.1751223 0 main NM_011374 St8sia1 ST8 alpha-N-acetyl-neuraminide alpha-2,8-sialyltransferase 1 NM_011374 RefSeq Mus musculus ST8 alpha-N-acetyl-neuraminide alpha-2,8-sialyltransferase 1 (St8sia1), mRNA. TRUE 20449 Mm.260838 Q64687 chr6 GO:0006486  // GO:0006629  // GO:0006665  // GO:0008284  // GO:0034605  // GO:0097503  // GO:0006486  // GO:0097503 protein glycosylation  // lipid metabolic process  // sphingolipid metabolic process  // positive regulation of cell proliferation  // cellular response to heat  // sialylation  // protein glycosylation  // sialylation GO:0005794  // GO:0016020  // GO:0016021  // GO:0030173  // GO:0000139 Golgi apparatus  // membrane  // integral component of membrane  // integral component of Golgi membrane  // Golgi membrane GO:0003828  // GO:0008373  // GO:0016740  // GO:0016757  // GO:0008373 alpha-N-acetylneuraminate alpha-2,8-sialyltransferase activity  // sialyltransferase activity  // transferase activity  // transferase activity, transferring glycosyl groups  // sialyltransferase activity ○
17473018 127.1511 84.21983 1.5097525 0.5943121 0 main NM_181541 Caprin2 caprin family member 2 NM_181541 RefSeq Mus musculus caprin family member 2 (Caprin2), mRNA. TRUE 232560 Mm.150568 Q05A80 chr6 GO:0017148  // GO:0030154  // GO:0030308  // GO:0032092  // GO:0033138  // GO:0040008  // GO:0045944  // GO:0050775  // GO:0061003  // GO:0090263  // GO:0030308  // GO:0030308  // GO:0032092  // GO:0033138  // GO:0045944  // GO:0090263 negative regulation of translation  // cell differentiation  // negative regulation of cell growth  // positive regulation of protein binding  // positive regulation of peptidyl-serine phosphorylation  // regulation of growth  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of dendrite morphogenesis  // positive regulation of dendritic spine morphogenesis  // positive regulation of canonical Wnt signaling pathway  // negative regulation of cell growth  // negative regulation of cell growth  // positive regulation of protein binding  // positive regulation of peptidyl-serine phosphorylation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of canonical Wnt signaling pathway GO:0005634  // GO:0005737  // GO:0005739  // GO:0005813  // GO:0043235  // GO:0005737  // GO:0005737  // GO:0005739  // GO:0005739  // GO:0043235 nucleus  // cytoplasm  // mitochondrion  // centrosome  // receptor complex  // cytoplasm  // cytoplasm  // mitochondrion  // mitochondrion  // receptor complex GO:0003723  // GO:0005102  // GO:0005102 RNA binding  // receptor binding  // receptor binding ○
17474097 54.25085 52.88691 1.0257897 0.0367351 0 main NM_133234 Bbc3 BCL2 binding component 3 NM_133234 RefSeq Mus musculus BCL2 binding component 3 (Bbc3), mRNA. TRUE 170770 Mm.7660 Q99ML1 chr7 GO:0001836  // GO:0001836  // GO:0006915  // GO:0006919  // GO:0006919  // GO:0006974  // GO:0008340  // GO:0030308  // GO:0032464  // GO:0032471  // GO:0034976  // GO:0034976  // GO:0042771  // GO:0043065  // GO:0043525  // GO:0045926  // GO:0045926  // GO:0051209  // GO:0070059  // GO:0070245  // GO:0071479  // GO:0072332  // GO:0090200  // GO:0097190  // GO:0097194  // GO:0097194  // GO:1900740  // GO:1900740  // GO:2001056  // GO:2001244  // GO:0030308  // GO:0072332  // GO:0097190 release of cytochrome c from mitochondria  // release of cytochrome c from mitochondria  // apoptotic process  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // cellular response to DNA damage stimulus  // determination of adult lifespan  // negative regulation of cell growth  // positive regulation of protein homooligomerization  // negative regulation of endoplasmic reticulum calcium ion concentration  // response to endoplasmic reticulum stress  // response to endoplasmic reticulum stress  // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // positive regulation of apoptotic process  // positive regulation of neuron apoptotic process  // negative regulation of growth  // negative regulation of growth  // release of sequestered calcium ion into cytosol  // intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress  // positivGO:0005622  // GO:0005739  // GO:0005739  // GO:0005740  // GO:0005739  // GO:0005740 intracellular  // mitochondrion  // mitochondrion  // mitochondrial envelope  // mitochondrion  // mitochondrial envelope GO:0005515 protein binding ○
17479006 243.8762 211.4545 1.1533271 0.2058017 0 main NM_001081163 Chsy1 chondroitin sulfate synthase 1 NM_001081163 RefSeq Mus musculus chondroitin sulfate synthase 1 (Chsy1), mRNA. TRUE 269941 Mm.333916 Q6ZQ11 chr7 GO:0030206  // GO:0030279  // GO:0002063  // GO:0009954  // GO:0030206  // GO:0030206  // GO:0030279  // GO:0031667  // GO:0045880  // GO:0051216  // GO:0051923  // GO:0060349 chondroitin sulfate biosynthetic process  // negative regulation of ossification  // chondrocyte development  // proximal/distal pattern formation  // chondroitin sulfate biosynthetic process  // chondroitin sulfate biosynthetic process  // negative regulation of ossification  // response to nutrient levels  // positive regulation of smoothened signaling pathway  // cartilage development  // sulfation  // bone morphogenesis GO:0005576  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0032580  // GO:0005576 extracellular region  // Golgi apparatus  // membrane  // integral component of membrane  // Golgi cisterna membrane  // extracellular region GO:0016740  // GO:0016758  // GO:0046872  // GO:0047238  // GO:0050510  // GO:0016757  // GO:0047238 transferase activity  // transferase activity, transferring hexosyl groups  // metal ion binding  // glucuronosyl-N-acetylgalactosaminyl-proteoglycan 4-beta-N-acetylgalactosaminyltransferase activity  // N-acetylgalactosaminyl-proteoglycan 3-beta-glucuronosyltransferase activity  // transferase activity, transferring glycosyl groups  // glucuronosyl-N-acetylgalactosaminyl-proteoglycan 4-beta-N-acetylgalactosaminyltransferase activity ○
17480131 246.4684 218.8411 1.1262437 0.171519 0 main NM_145151 Crebzf CREB/ATF bZIP transcription factor NM_145151 RefSeq Mus musculus CREB/ATF bZIP transcription factor (Crebzf), transcript variant 1, mRNA. TRUE 233490 Mm.29496 Q91ZR3 chr7 GO:0006351  // GO:0006355  // GO:0009615  // GO:0045892  // GO:0051090  // GO:0006351  // GO:0009615  // GO:0045814  // GO:0045814  // GO:0045892  // GO:0045892  // GO:0051090  // GO:0051090 transcription, DNA-templated  // regulation of transcription, DNA-templated  // response to virus  // negative regulation of transcription, DNA-templated  // regulation of sequence-specific DNA binding transcription factor activity  // transcription, DNA-templated  // response to virus  // negative regulation of gene expression, epigenetic  // negative regulation of gene expression, epigenetic  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // regulation of sequence-specific DNA binding transcription factor activity  // regulation of sequence-specific DNA binding transcription factor activity GO:0005634  // GO:0005634  // GO:0005634 nucleus  // nucleus  // nucleus GO:0003700  // GO:0005515  // GO:0042802  // GO:0043565  // GO:0042802 sequence-specific DNA binding transcription factor activity  // protein binding  // identical protein binding  // sequence-specific DNA binding  // identical protein binding ○
17480143 22.8133 22.68357 1.0057191 0.0082274 0 main NM_011807 Dlg2 discs, large homolog 2 (Drosophila) NM_011807 RefSeq Mus musculus discs, large homolog 2 (Drosophila) (Dlg2), transcript variant 1, mRNA. TRUE 23859 Mm.257035 Q91XM9 chr7 GO:0007268  // GO:0010923  // GO:0019233  // GO:0043113  // GO:0045161  // GO:0010923  // GO:0010923 synaptic transmission  // negative regulation of phosphatase activity  // sensory perception of pain  // receptor clustering  // neuronal ion channel clustering  // negative regulation of phosphatase activity  // negative regulation of phosphatase activity GO:0005737  // GO:0005886  // GO:0016020  // GO:0030054  // GO:0030425  // GO:0043025  // GO:0044224  // GO:0044224  // GO:0045202  // GO:0045211  // GO:0014069  // GO:0016020  // GO:0030054  // GO:0045211 cytoplasm  // plasma membrane  // membrane  // cell junction  // dendrite  // neuronal cell body  // juxtaparanode region of axon  // juxtaparanode region of axon  // synapse  // postsynaptic membrane  // postsynaptic density  // membrane  // cell junction  // postsynaptic membrane GO:0005515  // GO:0008022  // GO:0019903  // GO:0030165  // GO:0046982 protein binding  // protein C-terminus binding  // protein phosphatase binding  // PDZ domain binding  // protein heterodimerization activity ○
17480420 100.2731 79.07792 1.2680291 0.3425878 0 main NM_011035 Pak1 p21 protein (Cdc42/Rac)-activated kinase 1 NM_011035 RefSeq Mus musculus p21 protein (Cdc42/Rac)-activated kinase 1 (Pak1), mRNA. TRUE 18479 Mm.260227 O88643 chr7 GO:0001666  // GO:0001934  // GO:0006468  // GO:0006468  // GO:0006887  // GO:0006915  // GO:0006950  // GO:0007409  // GO:0007528  // GO:0008152  // GO:0010033  // GO:0016310  // GO:0016358  // GO:0023014  // GO:0030036  // GO:0031532  // GO:0032869  // GO:0032956  // GO:0033138  // GO:0033148  // GO:0035556  // GO:0042060  // GO:0043113  // GO:0043507  // GO:0046777  // GO:0048754  // GO:0048812  // GO:0051496  // GO:0060244  // GO:0001934  // GO:0006468  // GO:0007409  // GO:0023014  // GO:0030036  // GO:0031532  // GO:0033138  // GO:0033148  // GO:0035556  // GO:0042060  // GO:0043507  // GO:0046777  // GO:0048754  // GO:0051496  // GO:0060244  // GO:0001666  // GO:0001934  // GO:0010033  // GO:0031532  // GO:0032869  // GO:0032956  // GO:0033138  // GO:0033148  // GO:0042060  // GO:0043507  // GO:0046777  // GO:0048754  // GO:0048812  // GO:0051496  // GO:0060244  // GO:0006468  // GO:0006468 response to hypoxia  // positive regulation of protein phosphorylation  // protein phosphorylation  // protein phosphorylation  // exocytosis  // apoptotic process  // response to stress  // axonogenesis  // neuromuscular junction development  // metabolic process  // response to organic substance  // phosphorylation  // dendrite development  // signal transduction by phosphorylation  // actin cytoskeleton organization  // actin cytoskeleton reorganization  // cellular response to insulin stimulus  // regulation of actin cytoskeleton organization  // positive regulation of peptidyl-serine phosphorylation  // positive regulation of intracellular estrogen receptor signaling pathway  // intracellular signal transduction  // wound healing  // receptor clustering  // positive regulation of JUN kinase activity  // protein autophosphorylation  // branching morphogenesis of an epithelial tube  // neuron projection morphogenesis  // positive regulation of stress fiber assembly  // negative regulation of cell proliferaGO:0001726  // GO:0005622  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005829  // GO:0005886  // GO:0005911  // GO:0005925  // GO:0014704  // GO:0016020  // GO:0030018  // GO:0030054  // GO:0030424  // GO:0030424  // GO:0030425  // GO:0030426  // GO:0031965  // GO:0042995  // GO:0043234  // GO:0001726  // GO:0005737  // GO:0005737  // GO:0005794  // GO:0005886  // GO:0005886  // GO:0005911  // GO:0005925  // GO:0016020  // GO:0032587  // GO:0001726  // GO:0005794  // GO:0005829  // GO:0005911  // GO:0014704  // GO:0030018  // GO:0030424  // GO:0030425  // GO:0031965  // GO:0043234 ruffle  // intracellular  // nucleus  // cytoplasm  // cytoplasm  // cytosol  // plasma membrane  // cell-cell junction  // focal adhesion  // intercalated disc  // membrane  // Z disc  // cell junction  // axon  // axon  // dendrite  // growth cone  // nuclear membrane  // cell projection  // protein complex  // ruffle  // cytoplasm  // cytoplasm  // Golgi apparatus  // plasma membrane  // plasma membrane  // cell-cell junction  // focal adhesion  // membrane  // ruffle membrane  // ruffle  // Golgi apparatus  // cytosol  // cell-cell junction  // intercalated disc  // Z disc  // axon  // dendrite  // nuclear membrane  // protein complex GO:0000166  // GO:0003824  // GO:0004672  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0004702  // GO:0005515  // GO:0005518  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019901  // GO:0004672  // GO:0004674  // GO:0004702  // GO:0005518  // GO:0005518  // GO:0019901 nucleotide binding  // catalytic activity  // protein kinase activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // protein binding  // collagen binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase binding  // protein kinase activity  // protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // collagen binding  // collagen binding  // protein kinase binding ○
17481695 419.3756 327.8009 1.2793607 0.3554231 0 main NM_181517 Ipo7 importin 7 NM_181517 RefSeq Mus musculus importin 7 (Ipo7), mRNA. TRUE 233726 Mm.222328 Q9EPL8 chr7 GO:0006606  // GO:0006810  // GO:0006886  // GO:0015031  // GO:0045087 protein import into nucleus  // transport  // intracellular protein transport  // protein transport  // innate immune response GO:0005622  // GO:0005623  // GO:0005634  // GO:0005737  // GO:0005794 intracellular  // cell  // nucleus  // cytoplasm  // Golgi apparatus GO:0005515  // GO:0008536  // GO:0042393 protein binding  // Ran GTPase binding  // histone binding ○
17481936 581.6635 462.0725 1.2588144 0.3320655 0 main NM_001166584 Tead1 TEA domain family member 1 NM_001166584 RefSeq Mus musculus TEA domain family member 1 (Tead1), transcript variant 1, mRNA. TRUE 21676 Mm.24685 P30051 chr7 GO:0003143  // GO:0006351  // GO:0006355  // GO:0006355  // GO:0007507  // GO:0030903  // GO:0035329  // GO:0035329  // GO:0042127  // GO:0045944  // GO:0048339  // GO:0048368  // GO:0006355  // GO:0035329 embryonic heart tube morphogenesis  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // heart development  // notochord development  // hippo signaling  // hippo signaling  // regulation of cell proliferation  // positive regulation of transcription from RNA polymerase II promoter  // paraxial mesoderm development  // lateral mesoderm development  // regulation of transcription, DNA-templated  // hippo signaling GO:0005622  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005667  // GO:0005737  // GO:0005794  // GO:0005634 intracellular  // nucleus  // nucleus  // transcription factor complex  // transcription factor complex  // cytoplasm  // Golgi apparatus  // nucleus GO:0003677  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0003677  // GO:0003700 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17483007 51.65672 48.15943 1.072619 0.1011377 0 main NM_145587 Sbk1 SH3-binding kinase 1 NM_145587 RefSeq Mus musculus SH3-binding kinase 1 (Sbk1), mRNA. TRUE 104175 Mm.29660 Q8QZX0 chr7 GO:0006468  // GO:0016310  // GO:0018105  // GO:0018107 protein phosphorylation  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation GO:0005737  // GO:0005575 cytoplasm  // cellular_component GO:0000166  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004674  // GO:0004674 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity ○
17483772 305.148 295.1556 1.0338547 0.0480334 0 main NM_001029982 Sec23ip Sec23 interacting protein NM_001029982 RefSeq Mus musculus Sec23 interacting protein (Sec23ip), mRNA. TRUE 207352 Mm.297105 Q6NZC7 chr7 GO:0001675  // GO:0007286  // GO:0007338 acrosome assembly  // spermatid development  // single fertilization GO:0005783  // GO:0005801  // GO:0016020  // GO:0031410  // GO:0043231  // GO:0048471  // GO:0070971  // GO:0097038  // GO:0012507  // GO:0043231 endoplasmic reticulum  // cis-Golgi network  // membrane  // cytoplasmic vesicle  // intracellular membrane-bounded organelle  // perinuclear region of cytoplasm  // endoplasmic reticulum exit site  // perinuclear endoplasmic reticulum  // ER to Golgi transport vesicle membrane  // intracellular membrane-bounded organelle GO:0044822  // GO:0046872 poly(A) RNA binding  // metal ion binding ○
17485389 50.83109 52.38824 0.9702767 -0.043532 0 main XM_006508520 Shank2 SH3/ankyrin domain gene 2 XM_006508520 RefSeq PREDICTED: Mus musculus SH3/ankyrin domain gene 2 (Shank2), transcript variant X2, mRNA. TRUE 210274 Mm.483624 Q80Z38 chr7 GO:0007416  // GO:0007612  // GO:0007612  // GO:0007613  // GO:0030534  // GO:0030534  // GO:0035176  // GO:0035176  // GO:0035640  // GO:0060291  // GO:0060292  // GO:0071625  // GO:0071625 synapse assembly  // learning  // learning  // memory  // adult behavior  // adult behavior  // social behavior  // social behavior  // exploration behavior  // long-term synaptic potentiation  // long term synaptic depression  // vocalization behavior  // vocalization behavior GO:0001750  // GO:0001917  // GO:0005737  // GO:0005883  // GO:0005886  // GO:0008328  // GO:0014069  // GO:0016020  // GO:0016324  // GO:0030054  // GO:0030426  // GO:0031526  // GO:0042995  // GO:0043005  // GO:0043025  // GO:0043197  // GO:0045202  // GO:0045211  // GO:0060170  // GO:0005886  // GO:0014069  // GO:0014069  // GO:0016324  // GO:0016324  // GO:0030426  // GO:0030426  // GO:0031526  // GO:0043025  // GO:0043197  // GO:0045211  // GO:0060170 photoreceptor outer segment  // photoreceptor inner segment  // cytoplasm  // neurofilament  // plasma membrane  // ionotropic glutamate receptor complex  // postsynaptic density  // membrane  // apical plasma membrane  // cell junction  // growth cone  // brush border membrane  // cell projection  // neuron projection  // neuronal cell body  // dendritic spine  // synapse  // postsynaptic membrane  // ciliary membrane  // plasma membrane  // postsynaptic density  // postsynaptic density  // apical plasma membrane  // apical plasma membrane  // growth cone  // growth cone  // brush border membrane  // neuronal cell body  // dendritic spine  // postsynaptic membrane  // ciliary membrane GO:0008022  // GO:0017124  // GO:0035255  // GO:0017124 protein C-terminus binding  // SH3 domain binding  // ionotropic glutamate receptor binding  // SH3 domain binding ○
17488312 84.87297 97.43841 0.8710422 -0.199185 0 main NM_001290528 Map3k10 mitogen-activated protein kinase kinase kinase 10 NM_001290528 RefSeq Mus musculus mitogen-activated protein kinase kinase kinase 10 (Map3k10), mRNA. TRUE 269881 Mm.389883 Q66L42 chr7 GO:0006468  // GO:0006468  // GO:0007224  // GO:0008219  // GO:0016310  // GO:0018105  // GO:0018107  // GO:0043065  // GO:0043433  // GO:0043507  // GO:0045892  // GO:0045892  // GO:0046330  // GO:0000165  // GO:0000186  // GO:0006468  // GO:0007224  // GO:0008219  // GO:0018105  // GO:0018107  // GO:0043065  // GO:0043433  // GO:0043507  // GO:0046330 protein phosphorylation  // protein phosphorylation  // smoothened signaling pathway  // cell death  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // positive regulation of apoptotic process  // negative regulation of sequence-specific DNA binding transcription factor activity  // positive regulation of JUN kinase activity  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of JNK cascade  // MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // smoothened signaling pathway  // cell death  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // positive regulation of apoptotic process  // negative regulation of sequence-specific DNA binding transcription factor activity  // positive regulation of JUN kinase activity  // positive regulation of JNK cascade GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0000166  // GO:0003714  // GO:0004672  // GO:0004674  // GO:0004709  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0043425  // GO:0004672  // GO:0004674  // GO:0043425 nucleotide binding  // transcription corepressor activity  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // bHLH transcription factor binding  // protein kinase activity  // protein serine/threonine kinase activity  // bHLH transcription factor binding ○
17489873 515.4158 366.2552 1.4072587 0.4928875 0 main NM_011274 Uri1 URI1, prefoldin-like chaperone NM_011274 RefSeq Mus musculus URI1, prefoldin-like chaperone (Uri1), mRNA. TRUE 19777 Mm.387220 Q3TLD5 chr7 GO:0000122  // GO:0001558  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0006457  // GO:0009615  // GO:0010923  // GO:0071363  // GO:0071383  // GO:2001243  // GO:0000122  // GO:0000122  // GO:0001558  // GO:0001558  // GO:0006357  // GO:0009615  // GO:0010923  // GO:0010923  // GO:0071363  // GO:0071363  // GO:0071383  // GO:0071383  // GO:2001243  // GO:2001243 negative regulation of transcription from RNA polymerase II promoter  // regulation of cell growth  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // protein folding  // response to virus  // negative regulation of phosphatase activity  // cellular response to growth factor stimulus  // cellular response to steroid hormone stimulus  // negative regulation of intrinsic apoptotic signaling pathway  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // regulation of cell growth  // regulation of cell growth  // regulation of transcription from RNA polymerase II promoter  // response to virus  // negative regulation of phosphatase activity  // negative regulation of phosphatase activity  // cellular response to growth factor stimulus  // cellular response to growth factor stiGO:0005634  // GO:0005665  // GO:0005737  // GO:0005739  // GO:0016272  // GO:0042995  // GO:0005634  // GO:0005634  // GO:0005665  // GO:0005737  // GO:0005737  // GO:0030425 nucleus  // DNA-directed RNA polymerase II, core complex  // cytoplasm  // mitochondrion  // prefoldin complex  // cell projection  // nucleus  // nucleus  // DNA-directed RNA polymerase II, core complex  // cytoplasm  // cytoplasm  // dendrite GO:0001106  // GO:0003682  // GO:0004864  // GO:0051082  // GO:0001106  // GO:0001106  // GO:0003682  // GO:0003682 RNA polymerase II transcription corepressor activity  // chromatin binding  // protein phosphatase inhibitor activity  // unfolded protein binding  // RNA polymerase II transcription corepressor activity  // RNA polymerase II transcription corepressor activity  // chromatin binding  // chromatin binding ○
17491961 68.21893 65.66719 1.0388587 0.0549994 0 main NR_003961 Asb7 ankyrin repeat and SOCS box-containing 7 NR_003961 RefSeq Mus musculus ankyrin repeat and SOCS box-containing 7 (Asb7), transcript variant 2, non-coding RNA. TRUE 117589 Mm.34785 Q91ZU0 chr7 GO:0035556  // GO:0008150  // GO:0016567 intracellular signal transduction  // biological_process  // protein ubiquitination GO:0005575 cellular_component GO:0003674 molecular_function ○
17492772 34.4882 32.41622 1.063918 0.089387 0 main NM_021492 Ap3b2 adaptor-related protein complex 3, beta 2 subunit NM_021492 RefSeq Mus musculus adaptor-related protein complex 3, beta 2 subunit (Ap3b2), mRNA. TRUE 11775 Mm.322894 Q9JME5 chr7 GO:0006810  // GO:0006886  // GO:0008089  // GO:0015031  // GO:0016192  // GO:0048490  // GO:0006886  // GO:0016192 transport  // intracellular protein transport  // anterograde axon cargo transport  // protein transport  // vesicle-mediated transport  // anterograde synaptic vesicle transport  // intracellular protein transport  // vesicle-mediated transport GO:0005622  // GO:0005623  // GO:0005634  // GO:0005737  // GO:0005794  // GO:0005802  // GO:0016020  // GO:0030117  // GO:0030123  // GO:0031410  // GO:0005634  // GO:0005737  // GO:0005794  // GO:0030665 intracellular  // cell  // nucleus  // cytoplasm  // Golgi apparatus  // trans-Golgi network  // membrane  // membrane coat  // AP-3 adaptor complex  // cytoplasmic vesicle  // nucleus  // cytoplasm  // Golgi apparatus  // clathrin-coated vesicle membrane --- --- ○
17492943 82.81666 81.53131 1.0157651 0.0225668 0 main NM_030705 Mesdc1 mesoderm development candidate 1 NM_030705 RefSeq Mus musculus mesoderm development candidate 1 (Mesdc1), mRNA. TRUE 80889 Mm.272998 Q9ERE8 chr7 GO:0008150 biological_process GO:0005575 cellular_component GO:0005515 protein binding ○
17495172 149.6135 132.7432 1.1270897 0.1726024 0 main NM_173739 Galnt18 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 18 NM_173739 RefSeq Mus musculus UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 18 (Galnt18), mRNA. TRUE 233733 Mm.323322 Q8K1B9 chr7 GO:0006486  // GO:0008150 protein glycosylation  // biological_process GO:0005794  // GO:0016020  // GO:0016021  // GO:0000139  // GO:0005575 Golgi apparatus  // membrane  // integral component of membrane  // Golgi membrane  // cellular_component GO:0004653  // GO:0016740  // GO:0016757  // GO:0046872  // GO:0003674 polypeptide N-acetylgalactosaminyltransferase activity  // transferase activity  // transferase activity, transferring glycosyl groups  // metal ion binding  // molecular_function ○
17495466 598.2207 650.7578 0.9192678 -0.121443 0 main NM_019419 Arl6ip1 ADP-ribosylation factor-like 6 interacting protein 1 NM_019419 RefSeq Mus musculus ADP-ribosylation factor-like 6 interacting protein 1 (Arl6ip1), mRNA. TRUE 54208 Mm.29924 Q9JKW0 chr7 GO:0006613 cotranslational protein targeting to membrane GO:0005737  // GO:0005784  // GO:0005829  // GO:0016020  // GO:0016021  // GO:0005783  // GO:0016021 cytoplasm  // Sec61 translocon complex  // cytosol  // membrane  // integral component of membrane  // endoplasmic reticulum  // integral component of membrane GO:0005515 protein binding ○
17496728 40.28843 40.61361 0.9919933 -0.011598 0 main NM_177226 Zfp629 zinc finger protein 629 NM_177226 RefSeq Mus musculus zinc finger protein 629 (Zfp629), mRNA. TRUE 320683 Mm.156718  // Mm.490212 Q6A085 chr7 GO:0006351  // GO:0006355  // GO:0006355  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0003700  // GO:0046872  // GO:0003700 nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // metal ion binding  // sequence-specific DNA binding transcription factor activity ○
17496763 102.9753 107.1174 0.9613312 -0.056895 0 main NM_024414 Stx1b syntaxin 1B NM_024414 RefSeq Mus musculus syntaxin 1B (Stx1b), mRNA. TRUE 56216 Mm.439759 P61264 chr7 GO:0006810  // GO:0006836  // GO:0006886  // GO:0015031  // GO:0016192  // GO:0017157  // GO:0015031  // GO:0016192  // GO:0017157 transport  // neurotransmitter transport  // intracellular protein transport  // protein transport  // vesicle-mediated transport  // regulation of exocytosis  // protein transport  // vesicle-mediated transport  // regulation of exocytosis GO:0016020  // GO:0016021  // GO:0016020 membrane  // integral component of membrane  // membrane GO:0005484  // GO:0005515  // GO:0019904  // GO:0000149  // GO:0019901  // GO:0019904 SNAP receptor activity  // protein binding  // protein domain specific binding  // SNARE binding  // protein kinase binding  // protein domain specific binding ○
17496989 126.7942 146.0689 0.8680438 -0.20416 0 main NM_001162855 Nsmce4a non-SMC element 4 homolog A (S. cerevisiae) NM_001162855 RefSeq Mus musculus non-SMC element 4 homolog A (S. cerevisiae) (Nsmce4a), mRNA. TRUE 67872 Mm.21714 E0CY57 chr7 GO:2001022  // GO:0006281  // GO:2001022 positive regulation of response to DNA damage stimulus  // DNA repair  // positive regulation of response to DNA damage stimulus GO:0005634  // GO:0030915  // GO:0005634  // GO:0030915 nucleus  // Smc5-Smc6 complex  // nucleus  // Smc5-Smc6 complex GO:0003674 molecular_function ○
17497131 85.5182 81.31714 1.0516627 0.072672 0 main NM_028095 Mettl10 methyltransferase like 10 NM_028095 RefSeq Mus musculus methyltransferase like 10 (Mettl10), mRNA. TRUE 72096 Mm.28631 Q9D853 chr7 GO:0032259  // GO:0008150 methylation  // biological_process GO:0005575 cellular_component GO:0000179  // GO:0003880  // GO:0004809  // GO:0008168  // GO:0008169  // GO:0008170  // GO:0008171  // GO:0008172  // GO:0008173  // GO:0008174  // GO:0008175  // GO:0008276  // GO:0008425  // GO:0008649  // GO:0008650  // GO:0008988  // GO:0009008  // GO:0009019  // GO:0009383  // GO:0016205  // GO:0016273  // GO:0016274  // GO:0016278  // GO:0016279  // GO:0016300  // GO:0016423  // GO:0016426  // GO:0016427  // GO:0016428  // GO:0016429  // GO:0016433  // GO:0016434  // GO:0016435  // GO:0016436  // GO:0016740  // GO:0018423  // GO:0018707  // GO:0019702  // GO:0030792  // GO:0034541  // GO:0034807  // GO:0034931  // GO:0034933  // GO:0043770  // GO:0043776  // GO:0043777  // GO:0043780  // GO:0043782  // GO:0043791  // GO:0043803  // GO:0043827  // GO:0043833  // GO:0043834  // GO:0043851  // GO:0043852  // GO:0051994  // GO:0051995  // GO:0052624  // GO:0052665  // GO:0052666  // GO:0052667  // GO:0052735  // GO:0070677  // GO:0071424  // GO:0080012  // GO:0003674 rRNA (adenine-N6,N6-)-dimethyltransferase activity  // protein C-terminal carboxyl O-methyltransferase activity  // tRNA (guanine-N2-)-methyltransferase activity  // methyltransferase activity  // C-methyltransferase activity  // N-methyltransferase activity  // O-methyltransferase activity  // S-methyltransferase activity  // RNA methyltransferase activity  // mRNA methyltransferase activity  // tRNA methyltransferase activity  // protein methyltransferase activity  // 2-polyprenyl-6-methoxy-1,4-benzoquinone methyltransferase activity  // rRNA methyltransferase activity  // rRNA (uridine-2'-O-)-methyltransferase activity  // rRNA (adenine-N6-)-methyltransferase activity  // DNA-methyltransferase activity  // tRNA (guanine-N1-)-methyltransferase activity  // rRNA (cytosine-C5-)-methyltransferase activity  // selenocysteine methyltransferase activity  // arginine N-methyltransferase activity  // protein-arginine N-methyltransferase activity  // lysine N-methyltransferase activity  // protein-lysine N-methyltra○
17498245 99.0863 64.02979 1.5475031 0.6299423 0 main NM_001161624 Cdkn1c cyclin-dependent kinase inhibitor 1C (P57) NM_001161624 RefSeq Mus musculus cyclin-dependent kinase inhibitor 1C (P57) (Cdkn1c), transcript variant 1, mRNA. TRUE 12577 Mm.168789 P49919 chr7 GO:0000122  // GO:0001501  // GO:0001822  // GO:0001890  // GO:0007049  // GO:0007050  // GO:0007568  // GO:0016310  // GO:0030099  // GO:0030325  // GO:0035264  // GO:0042326  // GO:0042551  // GO:0043010  // GO:0055123  // GO:0060065  // GO:0060669  // GO:0071514  // GO:0006469  // GO:0030511  // GO:0033673  // GO:0042326  // GO:0045892  // GO:0045893  // GO:0050680  // GO:0071901 negative regulation of transcription from RNA polymerase II promoter  // skeletal system development  // kidney development  // placenta development  // cell cycle  // cell cycle arrest  // aging  // phosphorylation  // myeloid cell differentiation  // adrenal gland development  // multicellular organism growth  // negative regulation of phosphorylation  // neuron maturation  // camera-type eye development  // digestive system development  // uterus development  // embryonic placenta morphogenesis  // genetic imprinting  // negative regulation of protein kinase activity  // positive regulation of transforming growth factor beta receptor signaling pathway  // negative regulation of kinase activity  // negative regulation of phosphorylation  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // negative regulation of epithelial cell proliferation  // negative regulation of protein serine/threonine kinase activity GO:0005634  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm GO:0004860  // GO:0004861  // GO:0005515  // GO:0016301  // GO:0016740 protein kinase inhibitor activity  // cyclin-dependent protein serine/threonine kinase inhibitor activity  // protein binding  // kinase activity  // transferase activity ○
17499038 144.2625 121.666 1.1857257 0.2457703 0 main NM_001113517 Arhgef7 Rho guanine nucleotide exchange factor (GEF7) NM_001113517 RefSeq Mus musculus Rho guanine nucleotide exchange factor (GEF7) (Arhgef7), transcript variant 1, mRNA. TRUE 54126 Mm.244068 Q9ES28 chr8 GO:0002244  // GO:0007264  // GO:0007399  // GO:0030032  // GO:0035023  // GO:0035556  // GO:0043065  // GO:0043547  // GO:0043615  // GO:0032321  // GO:0043065  // GO:0043065  // GO:0043547 hematopoietic progenitor cell differentiation  // small GTPase mediated signal transduction  // nervous system development  // lamellipodium assembly  // regulation of Rho protein signal transduction  // intracellular signal transduction  // positive regulation of apoptotic process  // positive regulation of GTPase activity  // astrocyte cell migration  // positive regulation of Rho GTPase activity  // positive regulation of apoptotic process  // positive regulation of apoptotic process  // positive regulation of GTPase activity GO:0005737  // GO:0005925  // GO:0030027  // GO:0030054  // GO:0030426  // GO:0042995  // GO:0043005  // GO:0043025  // GO:0043234  // GO:0001726  // GO:0005737  // GO:0005925  // GO:0005938  // GO:0030027  // GO:0043005  // GO:0043025  // GO:0043234 cytoplasm  // focal adhesion  // lamellipodium  // cell junction  // growth cone  // cell projection  // neuron projection  // neuronal cell body  // protein complex  // ruffle  // cytoplasm  // focal adhesion  // cell cortex  // lamellipodium  // neuron projection  // neuronal cell body  // protein complex GO:0005085  // GO:0005089  // GO:0005515  // GO:0019901  // GO:0019901  // GO:0005085 guanyl-nucleotide exchange factor activity  // Rho guanyl-nucleotide exchange factor activity  // protein binding  // protein kinase binding  // protein kinase binding  // guanyl-nucleotide exchange factor activity ○
17500104 55.81066 57.23082 0.9751854 -0.036252 0 main ENSMUST00000141741 Gm16933 predicted gene, 16933 ENSMUST00000141741 ENSEMBL havana:known chromosome:GRCm38:8:25037052:25041757:1 gene:ENSMUSG00000086289 gene_biotype:processed_transcript transcript_biotype:processed_transcript TRUE --- Mm.478658  // Mm.486819 Q9ERS5 chr8 --- --- --- --- --- --- ○
17500432 18.26655 18.25087 1.0008591 0.0012389 0 main ENSMUST00000181702 Nrg1 neuregulin 1 ENSMUST00000181702 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:8:32008504:32015759:1 gene:ENSMUSG00000097928 gene_biotype:lincRNA transcript_biotype:lincRNA TRUE 211323 Mm.153432  // Mm.373295 Q3TD94 chr8 GO:0000165  // GO:0000902  // GO:0003161  // GO:0007399  // GO:0007416  // GO:0007422  // GO:0007507  // GO:0007517  // GO:0007626  // GO:0010001  // GO:0016477  // GO:0021781  // GO:0042177  // GO:0043624  // GO:0045213  // GO:0045595  // GO:0045860  // GO:0045892  // GO:0046579  // GO:0048663  // GO:0051897  // GO:0009790  // GO:0045892  // GO:0051155  // GO:0055007  // GO:0003222  // GO:0007169  // GO:0008283  // GO:0010667  // GO:0030307  // GO:0038127  // GO:0042060  // GO:0043497  // GO:0043624  // GO:0045785  // GO:0045892  // GO:0051048  // GO:0055012  // GO:0060045  // GO:0060379  // GO:0060956  // GO:0061098  // GO:2000727  // GO:2001240 MAPK cascade  // cell morphogenesis  // cardiac conduction system development  // nervous system development  // synapse assembly  // peripheral nervous system development  // heart development  // muscle organ development  // locomotory behavior  // glial cell differentiation  // cell migration  // glial cell fate commitment  // negative regulation of protein catabolic process  // cellular protein complex disassembly  // neurotransmitter receptor metabolic process  // regulation of cell differentiation  // positive regulation of protein kinase activity  // negative regulation of transcription, DNA-templated  // positive regulation of Ras protein signal transduction  // neuron fate commitment  // positive regulation of protein kinase B signaling  // embryo development  // negative regulation of transcription, DNA-templated  // positive regulation of striated muscle cell differentiation  // cardiac muscle cell differentiation  // ventricular trabecula myocardium morphogenesis  // transmembrane receptor proteinGO:0005737  // GO:0005886  // GO:0005887  // GO:0030424  // GO:0031594  // GO:0045202  // GO:0005615  // GO:0016324 cytoplasm  // plasma membrane  // integral component of plasma membrane  // axon  // neuromuscular junction  // synapse  // extracellular space  // apical plasma membrane GO:0003712  // GO:0005176  // GO:0005176  // GO:0003712  // GO:0005102  // GO:0003712  // GO:0008083  // GO:0030296  // GO:0043125 transcription cofactor activity  // ErbB-2 class receptor binding  // ErbB-2 class receptor binding  // transcription cofactor activity  // receptor binding  // transcription cofactor activity  // growth factor activity  // protein tyrosine kinase activator activity  // ErbB-3 class receptor binding ○
17501050 293.8889 246.8434 1.1905884 0.2516748 0 main NM_008391 Irf2 interferon regulatory factor 2 NM_008391 RefSeq Mus musculus interferon regulatory factor 2 (Irf2), mRNA. TRUE 16363 Mm.1149 P23906 chr8 GO:0006351  // GO:0006355  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634  // GO:0005925 nucleus  // focal adhesion GO:0000975  // GO:0003677  // GO:0003700  // GO:0003677  // GO:0003700 regulatory region DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17501191 254.502 344.9646 0.7377627 -0.438771 0 main NM_001253754 Gpm6a glycoprotein m6a NM_001253754 RefSeq Mus musculus glycoprotein m6a (Gpm6a), transcript variant 2, mRNA. TRUE 234267 Mm.241700 P35802 chr8 GO:0001764  // GO:0003407  // GO:0007399  // GO:0007416  // GO:0048812  // GO:0048863  // GO:0051491  // GO:0070588  // GO:0001764  // GO:0001764  // GO:0007416  // GO:0007416  // GO:0048863  // GO:0048863  // GO:0051491  // GO:0051491  // GO:0070588 neuron migration  // neural retina development  // nervous system development  // synapse assembly  // neuron projection morphogenesis  // stem cell differentiation  // positive regulation of filopodium assembly  // calcium ion transmembrane transport  // neuron migration  // neuron migration  // synapse assembly  // synapse assembly  // stem cell differentiation  // stem cell differentiation  // positive regulation of filopodium assembly  // positive regulation of filopodium assembly  // calcium ion transmembrane transport GO:0005886  // GO:0016020  // GO:0016021  // GO:0030175  // GO:0042995  // GO:0043005  // GO:0043025  // GO:0044295  // GO:0070062  // GO:0005886  // GO:0005886  // GO:0030175  // GO:0030175  // GO:0030424  // GO:0043005  // GO:0043005  // GO:0043025  // GO:0043025  // GO:0043197 plasma membrane  // membrane  // integral component of membrane  // filopodium  // cell projection  // neuron projection  // neuronal cell body  // axonal growth cone  // extracellular vesicular exosome  // plasma membrane  // plasma membrane  // filopodium  // filopodium  // axon  // neuron projection  // neuron projection  // neuronal cell body  // neuronal cell body  // dendritic spine GO:0005262  // GO:0005262 calcium channel activity  // calcium channel activity ○
17503810 56.93679 54.71765 1.0405562 0.0573549 0 main NM_018826 Irx5 Iroquois related homeobox 5 (Drosophila) NM_018826 RefSeq Mus musculus Iroquois related homeobox 5 (Drosophila) (Irx5), mRNA. TRUE 54352 Mm.101153 Q9JKQ4 chr8 GO:0002027  // GO:0006351  // GO:0006355  // GO:0007601  // GO:0010468  // GO:0042551  // GO:0048468  // GO:0050896  // GO:0060040  // GO:0008406  // GO:0048701 regulation of heart rate  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // visual perception  // regulation of gene expression  // neuron maturation  // cell development  // response to stimulus  // retinal bipolar neuron differentiation  // gonad development  // embryonic cranial skeleton morphogenesis GO:0005634 nucleus GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17504649 204.3227 201.1795 1.0156239 0.0223662 0 main NM_001161456 Cbfb core binding factor beta NM_001161456 RefSeq Mus musculus core binding factor beta (Cbfb), transcript variant 2, mRNA. TRUE 12400 Mm.2018 Q08024 chr8 GO:0001503  // GO:0001649  // GO:0030098  // GO:0030099  // GO:0045944  // GO:0048469  // GO:0060216 ossification  // osteoblast differentiation  // lymphocyte differentiation  // myeloid cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // cell maturation  // definitive hemopoiesis GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003713  // GO:0005515  // GO:0003677 DNA binding  // transcription coactivator activity  // protein binding  // DNA binding ○
17504861 185.0888 175.6016 1.0540268 0.0759116 0 main NM_181322 Ctcf CCCTC-binding factor NM_181322 RefSeq Mus musculus CCCTC-binding factor (Ctcf), mRNA. TRUE 13018 Mm.269474 Q61164 chr8 GO:0000122  // GO:0006306  // GO:0006306  // GO:0006349  // GO:0006349  // GO:0006351  // GO:0006355  // GO:0007059  // GO:0009048  // GO:0010216  // GO:0010628  // GO:0010628  // GO:0010629  // GO:0016568  // GO:0016584  // GO:0031060  // GO:0035065  // GO:0040029  // GO:0040030  // GO:0045892  // GO:0045893  // GO:0006355  // GO:0010628  // GO:0016584  // GO:0040029  // GO:0040030  // GO:0045892  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // DNA methylation  // DNA methylation  // regulation of gene expression by genetic imprinting  // regulation of gene expression by genetic imprinting  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // chromosome segregation  // dosage compensation by inactivation of X chromosome  // maintenance of DNA methylation  // positive regulation of gene expression  // positive regulation of gene expression  // negative regulation of gene expression  // chromatin modification  // nucleosome positioning  // regulation of histone methylation  // regulation of histone acetylation  // regulation of gene expression, epigenetic  // regulation of molecular function, epigenetic  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of gene expression  // nucleosome positioning  // regulation of geneGO:0000775  // GO:0000793  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0005694  // GO:0000775  // GO:0000793  // GO:0005634  // GO:0005654  // GO:0005730 chromosome, centromeric region  // condensed chromosome  // nucleus  // nucleus  // nucleoplasm  // chromosome  // chromosome, centromeric region  // condensed chromosome  // nucleus  // nucleoplasm  // nucleolus GO:0003676  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0043035  // GO:0043565  // GO:0044212  // GO:0046872  // GO:0003677  // GO:0003700  // GO:0043035  // GO:0043565  // GO:0044212 nucleic acid binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // chromatin insulator sequence binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // metal ion binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // chromatin insulator sequence binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding ○
17505034 245.5835 277.5315 0.8848851 -0.176438 0 main NM_010901 Nfatc3 nuclear factor of activated T cells, cytoplasmic, calcineurin dependent 3 NM_010901 RefSeq Mus musculus nuclear factor of activated T cells, cytoplasmic, calcineurin dependent 3 (Nfatc3), mRNA. TRUE 18021 Mm.383185 P97305 chr8 GO:0001569  // GO:0006351  // GO:0006355  // GO:0007507  // GO:0045333  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0051145  // GO:0055001  // GO:0071277  // GO:0071285  // GO:0006355  // GO:0045944  // GO:0045893  // GO:0045944 patterning of blood vessels  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // heart development  // cellular respiration  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // smooth muscle cell differentiation  // muscle cell development  // cellular response to calcium ion  // cellular response to lithium ion  // regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005829  // GO:0005829  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005730  // GO:0005829  // GO:0005886 nucleus  // nucleus  // cytoplasm  // cytoplasm  // cytosol  // cytosol  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // nucleolus  // cytosol  // plasma membrane GO:0003677  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0003677  // GO:0003700 DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17505114 33.10801 40.77986 0.8118716 -0.300677 0 main NM_011764 Zfp90 zinc finger protein 90 NM_011764 RefSeq Mus musculus zinc finger protein 90 (Zfp90), mRNA. TRUE 22751 Mm.295582 Q61967 chr8 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0043392  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // negative regulation of DNA binding  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0005622  // GO:0005634  // GO:0005634 intracellular  // nucleus  // nucleus GO:0001078  // GO:0003676  // GO:0003677  // GO:0005515  // GO:0046872  // GO:0003677 RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // nucleic acid binding  // DNA binding  // protein binding  // metal ion binding  // DNA binding ○
17505260 338.6035 306.2393 1.1056827 0.1449374 0 main NM_018823 Nfat5 nuclear factor of activated T cells 5 NM_018823 RefSeq Mus musculus nuclear factor of activated T cells 5 (Nfat5), transcript variant b, mRNA. TRUE 54446 Mm.390057 Q9WV30 chr8 GO:0001816  // GO:0006351  // GO:0006355  // GO:0010628  // GO:0045944  // GO:0070884  // GO:0006351  // GO:0006355 cytokine production  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of gene expression  // positive regulation of transcription from RNA polymerase II promoter  // regulation of calcineurin-NFAT signaling cascade  // transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003677  // GO:0003700  // GO:0003677  // GO:0003700 DNA binding  // sequence-specific DNA binding transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17508336 217.1646 212.828 1.0203761 0.029101 0 main NM_031257 Plekha2 pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 2 NM_031257 RefSeq Mus musculus pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 2 (Plekha2), mRNA. TRUE 83436 Mm.261122 Q9ERS5 chr8 GO:0001954  // GO:0001954 positive regulation of cell-matrix adhesion  // positive regulation of cell-matrix adhesion GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0043234  // GO:0005737  // GO:0016020  // GO:0043234 nucleus  // cytoplasm  // plasma membrane  // membrane  // protein complex  // cytoplasm  // membrane  // protein complex GO:0001968  // GO:0005515  // GO:0005545  // GO:0008289  // GO:0030165  // GO:0043236  // GO:0001968  // GO:0043236 fibronectin binding  // protein binding  // 1-phosphatidylinositol binding  // lipid binding  // PDZ domain binding  // laminin binding  // fibronectin binding  // laminin binding ○
17508609 28.62078 26.19372 1.0926581 0.127842 0 main XM_006509086 Nrg1 neuregulin 1 XM_006509086 RefSeq PREDICTED: Mus musculus neuregulin 1 (Nrg1), transcript variant X28, mRNA. TRUE 211323 Mm.153432 Q3TD94 chr8 GO:0000165  // GO:0000902  // GO:0003161  // GO:0007399  // GO:0007416  // GO:0007422  // GO:0007507  // GO:0007517  // GO:0007626  // GO:0010001  // GO:0016477  // GO:0021781  // GO:0042177  // GO:0043624  // GO:0045213  // GO:0045595  // GO:0045860  // GO:0045892  // GO:0046579  // GO:0048663  // GO:0051897  // GO:0009790  // GO:0045892  // GO:0051155  // GO:0055007  // GO:0003222  // GO:0007169  // GO:0008283  // GO:0010667  // GO:0030307  // GO:0038127  // GO:0042060  // GO:0043497  // GO:0043624  // GO:0045785  // GO:0045892  // GO:0051048  // GO:0055012  // GO:0060045  // GO:0060379  // GO:0060956  // GO:0061098  // GO:2000727  // GO:2001240 MAPK cascade  // cell morphogenesis  // cardiac conduction system development  // nervous system development  // synapse assembly  // peripheral nervous system development  // heart development  // muscle organ development  // locomotory behavior  // glial cell differentiation  // cell migration  // glial cell fate commitment  // negative regulation of protein catabolic process  // cellular protein complex disassembly  // neurotransmitter receptor metabolic process  // regulation of cell differentiation  // positive regulation of protein kinase activity  // negative regulation of transcription, DNA-templated  // positive regulation of Ras protein signal transduction  // neuron fate commitment  // positive regulation of protein kinase B signaling  // embryo development  // negative regulation of transcription, DNA-templated  // positive regulation of striated muscle cell differentiation  // cardiac muscle cell differentiation  // ventricular trabecula myocardium morphogenesis  // transmembrane receptor proteinGO:0005737  // GO:0005886  // GO:0005887  // GO:0030424  // GO:0031594  // GO:0045202  // GO:0005615  // GO:0016324 cytoplasm  // plasma membrane  // integral component of plasma membrane  // axon  // neuromuscular junction  // synapse  // extracellular space  // apical plasma membrane GO:0003712  // GO:0005176  // GO:0005176  // GO:0003712  // GO:0005102  // GO:0003712  // GO:0008083  // GO:0030296  // GO:0043125 transcription cofactor activity  // ErbB-2 class receptor binding  // ErbB-2 class receptor binding  // transcription cofactor activity  // receptor binding  // transcription cofactor activity  // growth factor activity  // protein tyrosine kinase activator activity  // ErbB-3 class receptor binding ○
17510823 120.8392 175.0949 0.6901355 -0.535049 0 main NM_021356 Gab1 growth factor receptor bound protein 2-associated protein 1 NM_021356 RefSeq Mus musculus growth factor receptor bound protein 2-associated protein 1 (Gab1), mRNA. TRUE 14388 Mm.277409 Q9QYY0 chr8 GO:0000187  // GO:0006979  // GO:0007165  // GO:0007173  // GO:0007257  // GO:0007507  // GO:0008544  // GO:0030334  // GO:0043410  // GO:0048008  // GO:0060711  // GO:0070102 activation of MAPK activity  // response to oxidative stress  // signal transduction  // epidermal growth factor receptor signaling pathway  // activation of JUN kinase activity  // heart development  // epidermis development  // regulation of cell migration  // positive regulation of MAPK cascade  // platelet-derived growth factor receptor signaling pathway  // labyrinthine layer development  // interleukin-6-mediated signaling pathway GO:0005737 cytoplasm GO:0004871  // GO:0005515 signal transducer activity  // protein binding ○
17512221 165.9043 161.1028 1.029804 0.0423697 0 main NM_153582 Cmtm4 CKLF-like MARVEL transmembrane domain containing 4 NM_153582 RefSeq Mus musculus CKLF-like MARVEL transmembrane domain containing 4 (Cmtm4), mRNA. TRUE 97487 Mm.29658 Q8CJ61 chr8 GO:0006935  // GO:0008150 chemotaxis  // biological_process GO:0005615  // GO:0016020  // GO:0016021  // GO:0005575 extracellular space  // membrane  // integral component of membrane  // cellular_component GO:0005125  // GO:0003674 cytokine activity  // molecular_function ○
17512664 17.10956 18.27803 0.9360724 -0.095308 0 main ENSMUST00000180410 Zfp90 zinc finger protein 90 ENSMUST00000180410 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:8:106237903:106425728:-1 gene:ENSMUSG00000097026 gene_biotype:lincRNA transcript_biotype:lincRNA TRUE 22751 Mm.295582 Q61967 chr8 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0043392  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // negative regulation of DNA binding  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0005622  // GO:0005634  // GO:0005634 intracellular  // nucleus  // nucleus GO:0001078  // GO:0003676  // GO:0003677  // GO:0005515  // GO:0046872  // GO:0003677 RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // nucleic acid binding  // DNA binding  // protein binding  // metal ion binding  // DNA binding ○
17513228 7.784593 7.833264 0.9937866 -0.008992 0 main NR_033513 Gm6793 heterogeneous nuclear ribonucleoprotein A3 pseudogene NR_033513 RefSeq Mus musculus predicted gene 6793 (Gm6793), non-coding RNA. TRUE 627828 Mm.459502 B2RXM2 chr8 --- --- --- --- GO:0000166  // GO:0003676 nucleotide binding  // nucleic acid binding ○
17514399 109.2503 108.5955 1.0060297 0.0086729 0 main NM_001033322 Gucy1a2 guanylate cyclase 1, soluble, alpha 2 NM_001033322 RefSeq Mus musculus guanylate cyclase 1, soluble, alpha 2 (Gucy1a2), mRNA. TRUE 234889 Mm.91240 F8VQK3 chr9 GO:0006182  // GO:0030828  // GO:0006182  // GO:0009190  // GO:0035556 cGMP biosynthetic process  // positive regulation of cGMP biosynthetic process  // cGMP biosynthetic process  // cyclic nucleotide biosynthetic process  // intracellular signal transduction GO:0016020  // GO:0016021 membrane  // integral component of membrane GO:0000166  // GO:0004383  // GO:0016829  // GO:0004383  // GO:0016849  // GO:0020037 nucleotide binding  // guanylate cyclase activity  // lyase activity  // guanylate cyclase activity  // phosphorus-oxygen lyase activity  // heme binding ○
17515819 258.4604 272.767 0.9475501 -0.077726 0 main XM_006510269 Ets1 E26 avian leukemia oncogene 1, 5 domain XM_006510269 RefSeq PREDICTED: Mus musculus E26 avian leukemia oncogene 1, 5 domain (Ets1), transcript variant X1, mRNA. TRUE 23871 Mm.292415 P27577 chr9 GO:0002376  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006357  // GO:0006366  // GO:0008284  // GO:0010595  // GO:0010715  // GO:0030154  // GO:0030335  // GO:0030578  // GO:0042981  // GO:0045648  // GO:0045765  // GO:0045766  // GO:0045786  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0046677  // GO:0048870  // GO:0051272  // GO:0001666  // GO:0006366  // GO:0007565  // GO:0008284  // GO:0009611  // GO:0009612  // GO:0010595  // GO:0010595  // GO:0010715  // GO:0021854  // GO:0021983  // GO:0030154  // GO:0030262  // GO:0030335  // GO:0030578  // GO:0032355  // GO:0034616  // GO:0045648  // GO:0045648  // GO:0045765  // GO:0045765  // GO:0045766  // GO:0045786  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0046677  // GO:0048870  // GO:0051272  // GO:0060055  // GO:0060206  // GO:0070301  // GO:0070555  // GO:0097194  // GO:0006366 immune system process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // positive regulation of cell proliferation  // positive regulation of endothelial cell migration  // regulation of extracellular matrix disassembly  // cell differentiation  // positive regulation of cell migration  // PML body organization  // regulation of apoptotic process  // positive regulation of erythrocyte differentiation  // regulation of angiogenesis  // positive regulation of angiogenesis  // negative regulation of cell cycle  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // response to antibiotiGO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0045171  // GO:0005634  // GO:0005634 nucleus  // nucleus  // transcription factor complex  // cytoplasm  // intercellular bridge  // nucleus  // nucleus GO:0000981  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0035035  // GO:0043565  // GO:0043565  // GO:0000981  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0035035  // GO:0043565 sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // histone acetyltransferase binding  // sequence-specific DNA binding  // sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // histone acetyltransferase binding  // sequence-specific DNA binding ○
17516450 199.2742 150.1472 1.3271922 0.4083774 0 main NM_021424 Pvrl1 poliovirus receptor-related 1 NM_021424 RefSeq Mus musculus poliovirus receptor-related 1 (Pvrl1), mRNA. TRUE 58235 Mm.335096 Q9JKF6 chr9 GO:0002089  // GO:0002934  // GO:0006826  // GO:0007155  // GO:0007156  // GO:0007157  // GO:0007411  // GO:0016032  // GO:0016337  // GO:0046718  // GO:0048593  // GO:0051963  // GO:0060041  // GO:0070166  // GO:0007411  // GO:0046718  // GO:0051963 lens morphogenesis in camera-type eye  // desmosome organization  // iron ion transport  // cell adhesion  // homophilic cell adhesion  // heterophilic cell-cell adhesion  // axon guidance  // viral process  // single organismal cell-cell adhesion  // viral entry into host cell  // camera-type eye morphogenesis  // regulation of synapse assembly  // retina development in camera-type eye  // enamel mineralization  // axon guidance  // viral entry into host cell  // regulation of synapse assembly GO:0005886  // GO:0005913  // GO:0005913  // GO:0016020  // GO:0016021  // GO:0016342  // GO:0030424  // GO:0032584  // GO:0043005  // GO:0043231  // GO:0045202  // GO:0005886  // GO:0005913  // GO:0016021  // GO:0016021  // GO:0030054  // GO:0030424  // GO:0032584  // GO:0042734  // GO:0043005  // GO:0043231  // GO:0045202 plasma membrane  // cell-cell adherens junction  // cell-cell adherens junction  // membrane  // integral component of membrane  // catenin complex  // axon  // growth cone membrane  // neuron projection  // intracellular membrane-bounded organelle  // synapse  // plasma membrane  // cell-cell adherens junction  // integral component of membrane  // integral component of membrane  // cell junction  // axon  // growth cone membrane  // presynaptic membrane  // neuron projection  // intracellular membrane-bounded organelle  // synapse GO:0004872  // GO:0005515  // GO:0030246  // GO:0042803  // GO:0046790  // GO:0046982  // GO:0050839  // GO:0030246  // GO:0046790  // GO:0046982  // GO:0050839 receptor activity  // protein binding  // carbohydrate binding  // protein homodimerization activity  // virion binding  // protein heterodimerization activity  // cell adhesion molecule binding  // carbohydrate binding  // virion binding  // protein heterodimerization activity  // cell adhesion molecule binding ○
17518142 920.5015 684.8116 1.3441675 0.4267129 0 main NM_001083927 Tle3 transducin-like enhancer of split 3, homolog of Drosophila E(spl) NM_001083927 RefSeq Mus musculus transducin-like enhancer of split 3, homolog of Drosophila E(spl) (Tle3), transcript variant 1, mRNA. TRUE 21887 Mm.24255 Q08122 chr9 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007283  // GO:0016055  // GO:0030154  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // spermatogenesis  // Wnt signaling pathway  // cell differentiation  // regulation of transcription, DNA-templated GO:0005634  // GO:0005634 nucleus  // nucleus GO:0005515 protein binding ○
17518434 550.8681 605.9951 0.9090306 -0.137599 0 main NM_028906 Dpp8 dipeptidylpeptidase 8 NM_028906 RefSeq Mus musculus dipeptidylpeptidase 8 (Dpp8), mRNA. TRUE 74388 Mm.202749 Q80YA7 chr9 GO:0006508 proteolysis GO:0005634  // GO:0005737  // GO:0016020  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // membrane  // nucleus  // cytoplasm GO:0004177  // GO:0008233  // GO:0008236  // GO:0016787  // GO:0003674 aminopeptidase activity  // peptidase activity  // serine-type peptidase activity  // hydrolase activity  // molecular_function ○
17518458 33.88909 39.84467 0.8505301 -0.233566 0 main NM_001290315 Igdcc4 immunoglobulin superfamily, DCC subclass, member 4 NM_001290315 RefSeq Mus musculus immunoglobulin superfamily, DCC subclass, member 4 (Igdcc4), transcript variant 1, mRNA. TRUE 56741 Mm.209041 Q9EQS9 chr9 GO:0008150 biological_process GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0005887 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // integral component of plasma membrane GO:0003674 molecular_function ○
17519167 98.72172 135.3849 0.729193 -0.455627 0 main NM_001033536 Rfx7 regulatory factor X, 7 NM_001033536 RefSeq Mus musculus regulatory factor X, 7 (Rfx7), mRNA. TRUE 319758 Mm.32081 F8VPJ6 chr9 GO:0006355  // GO:0008150 regulation of transcription, DNA-templated  // biological_process GO:0005575 cellular_component GO:0003674  // GO:0003677 molecular_function  // DNA binding ○
17519364 891.9685 1257.557 0.7092867 -0.495559 0 main NM_001113283 Fam214a family with sequence similarity 214, member A NM_001113283 RefSeq Mus musculus family with sequence similarity 214, member A (Fam214a), transcript variant 1, mRNA. TRUE 235493 Mm.208955 Q69ZK7 chr9 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○



17519967 66.36326 77.80013 0.8529968 -0.229388 0 main NM_011627 Tpbg trophoblast glycoprotein NM_011627 RefSeq Mus musculus trophoblast glycoprotein (Tpbg), transcript variant 1, mRNA. TRUE 21983 Mm.20864 Q9Z0L0 chr9 --- --- GO:0005737  // GO:0005783  // GO:0016020  // GO:0016021  // GO:0005886 cytoplasm  // endoplasmic reticulum  // membrane  // integral component of membrane  // plasma membrane --- --- ○
17520815 372.401 381.8084 0.9753609 -0.035992 0 main NM_001100451 Msl2 male-specific lethal 2 homolog (Drosophila) NM_001100451 RefSeq Mus musculus male-specific lethal 2 homolog (Drosophila) (Msl2), mRNA. TRUE 77853 Mm.326206  // Mm.436586 Q69ZF8 chr9 GO:0043984  // GO:0043984 histone H4-K16 acetylation  // histone H4-K16 acetylation GO:0072487  // GO:0072487  // GO:0072487 MSL complex  // MSL complex  // MSL complex GO:0008270  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0003674 zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // molecular_function ○
17522848 200.9076 205.7395 0.9765145 -0.034287 0 main NM_001048146 Azi2 5-azacytidine induced gene 2 NM_001048146 RefSeq Mus musculus 5-azacytidine induced gene 2 (Azi2), transcript variant 2, mRNA. TRUE 27215 Mm.92705 Q9QYP6 chr9 GO:0000278  // GO:0001816  // GO:0007249  // GO:0032607  // GO:0032609  // GO:0032635  // GO:0032640  // GO:0042110  // GO:0042110  // GO:0044565  // GO:0097028 mitotic cell cycle  // cytokine production  // I-kappaB kinase/NF-kappaB signaling  // interferon-alpha production  // interferon-gamma production  // interleukin-6 production  // tumor necrosis factor production  // T cell activation  // T cell activation  // dendritic cell proliferation  // dendritic cell differentiation GO:0005737  // GO:0005737  // GO:0005739  // GO:0005886 cytoplasm  // cytoplasm  // mitochondrion  // plasma membrane GO:0005515 protein binding ○
17523081 63.08196 70.94463 0.8891717 -0.169466 0 main NM_007397 Acvr2b activin receptor IIB NM_007397 RefSeq Mus musculus activin receptor IIB (Acvr2b), mRNA. TRUE 11481 Mm.390239 P27040 chr9 GO:0001501  // GO:0001501  // GO:0001702  // GO:0001822  // GO:0001822  // GO:0001946  // GO:0001974  // GO:0006355  // GO:0006468  // GO:0007165  // GO:0007178  // GO:0007368  // GO:0007368  // GO:0007389  // GO:0007498  // GO:0007507  // GO:0007507  // GO:0009749  // GO:0009791  // GO:0009791  // GO:0009952  // GO:0009952  // GO:0009952  // GO:0009966  // GO:0016310  // GO:0030073  // GO:0030324  // GO:0030501  // GO:0030509  // GO:0031016  // GO:0032147  // GO:0032927  // GO:0035265  // GO:0042475  // GO:0042475  // GO:0045669  // GO:0048617  // GO:0048705  // GO:0048705  // GO:0060021  // GO:0060021  // GO:0060836  // GO:0060840  // GO:0060841  // GO:0061298  // GO:0006355  // GO:0006468  // GO:0007165  // GO:0009952  // GO:0023014  // GO:0030501  // GO:0030509  // GO:0032927  // GO:0045669 skeletal system development  // skeletal system development  // gastrulation with mouth forming second  // kidney development  // kidney development  // lymphangiogenesis  // blood vessel remodeling  // regulation of transcription, DNA-templated  // protein phosphorylation  // signal transduction  // transmembrane receptor protein serine/threonine kinase signaling pathway  // determination of left/right symmetry  // determination of left/right symmetry  // pattern specification process  // mesoderm development  // heart development  // heart development  // response to glucose  // post-embryonic development  // post-embryonic development  // anterior/posterior pattern specification  // anterior/posterior pattern specification  // anterior/posterior pattern specification  // regulation of signal transduction  // phosphorylation  // insulin secretion  // lung development  // positive regulation of bone mineralization  // BMP signaling pathway  // pancreas development  // activation of protein kinase activity  /GO:0005623  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0016021  // GO:0043234  // GO:0005737  // GO:0005886  // GO:0043234 cell  // cytoplasm  // plasma membrane  // membrane  // integral component of membrane  // protein complex  // cytoplasm  // plasma membrane  // protein complex GO:0000166  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0004675  // GO:0004702  // GO:0004712  // GO:0005024  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019838  // GO:0019838  // GO:0019838  // GO:0034711  // GO:0046872  // GO:0048185  // GO:0048185  // GO:0048185  // GO:0050431  // GO:0004674  // GO:0019838  // GO:0034711  // GO:0048185 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // transmembrane receptor protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // protein serine/threonine/tyrosine kinase activity  // transforming growth factor beta-activated receptor activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // growth factor binding  // growth factor binding  // growth factor binding  // inhibin binding  // metal ion binding  // activin binding  // activin binding  // activin binding  // transforming growth factor beta binding  // protein serine/threonine kinase activity  // growth factor binding  // inhibin binding  // activin binding ○
17526130 363.0498 339.0828 1.0706819 0.0985299 0 main NM_007619 Cbl Casitas B-lineage lymphoma NM_007619 RefSeq Mus musculus Casitas B-lineage lymphoma (Cbl), mRNA. TRUE 12402 Mm.266871 P22682 chr9 GO:0007166  // GO:0014068  // GO:0023051  // GO:0043066  // GO:0006468  // GO:0014068  // GO:0016567  // GO:0043066  // GO:0045453 cell surface receptor signaling pathway  // positive regulation of phosphatidylinositol 3-kinase signaling  // regulation of signaling  // negative regulation of apoptotic process  // protein phosphorylation  // positive regulation of phosphatidylinositol 3-kinase signaling  // protein ubiquitination  // negative regulation of apoptotic process  // bone resorption GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0016600  // GO:0005737  // GO:0005886 nucleus  // cytoplasm  // plasma membrane  // membrane  // flotillin complex  // cytoplasm  // plasma membrane GO:0001784  // GO:0004842  // GO:0004871  // GO:0005509  // GO:0005515  // GO:0008270  // GO:0008766  // GO:0016874  // GO:0017124  // GO:0017124  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0046875  // GO:0046875  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0017124  // GO:0046875 phosphotyrosine binding  // ubiquitin-protein transferase activity  // signal transducer activity  // calcium ion binding  // protein binding  // zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // SH3 domain binding  // SH3 domain binding  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // ephrin receptor binding  // ephrin receptor binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // SH3 domain binding  // ephrin receptor binding ○
17528714 257.718 235.3805 1.0948995 0.1307985 0 main NM_001253862 Tcf12 transcription factor 12 NM_001253862 RefSeq Mus musculus transcription factor 12 (Tcf12), transcript variant 2, mRNA. TRUE 21406 Mm.171615 Q61286 chr9 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007399  // GO:0010628  // GO:0030154  // GO:0045666  // GO:0045893  // GO:0045944 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // nervous system development  // positive regulation of gene expression  // cell differentiation  // positive regulation of neuron differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005667  // GO:0005634 nucleus  // transcription factor complex  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0035497  // GO:0044212  // GO:0046982  // GO:0046983  // GO:0070888  // GO:0071837  // GO:0003677 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // cAMP response element binding  // transcription regulatory region DNA binding  // protein heterodimerization activity  // protein dimerization activity  // E-box binding  // HMG box domain binding  // DNA binding ○
17529713 385.1018 331.4807 1.1617624 0.216315 0 main NM_001114977 U2surp U2 snRNP-associated SURP domain containing NM_001114977 RefSeq Mus musculus U2 snRNP-associated SURP domain containing (U2surp), transcript variant 1, mRNA. TRUE 67958 Mm.292742 Q6NV83 chr9 GO:0006396  // GO:0008150 RNA processing  // biological_process GO:0005634  // GO:0005634 nucleus  // nucleus GO:0000166  // GO:0003676  // GO:0003723  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // poly(A) RNA binding ○
17530930 60.10501 64.3563 0.9339414 -0.098596 0 main NM_001042779 Sema3b sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3B NM_001042779 RefSeq Mus musculus sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3B (Sema3b), transcript variant 1, mRNA. TRUE 20347 Mm.4083 Q62177 chr9 GO:0007275  // GO:0007399  // GO:0030154 multicellular organismal development  // nervous system development  // cell differentiation GO:0005576  // GO:0016020 extracellular region  // membrane GO:0004872 receptor activity ○
17530955 1003.845 986.2798 1.0178096 0.0254676 0 main NM_008138 Gnai2 guanine nucleotide binding protein (G protein), alpha inhibiting 2 NM_008138 RefSeq Mus musculus guanine nucleotide binding protein (G protein), alpha inhibiting 2 (Gnai2), mRNA. TRUE 14678 Mm.196464 P08752 chr9 GO:0000186  // GO:0001973  // GO:0006184  // GO:0007049  // GO:0007165  // GO:0007186  // GO:0007188  // GO:0007193  // GO:0007193  // GO:0007213  // GO:0007214  // GO:0008016  // GO:0008283  // GO:0008284  // GO:0035556  // GO:0050805  // GO:0051301  // GO:0051924  // GO:0000186  // GO:0001973  // GO:0001973  // GO:0006184  // GO:0007186  // GO:0007193  // GO:0007214  // GO:0007214  // GO:0008284  // GO:0050805  // GO:0051301  // GO:0051301  // GO:0051924  // GO:0006184 activation of MAPKK activity  // adenosine receptor signaling pathway  // GTP catabolic process  // cell cycle  // signal transduction  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway  // G-protein coupled acetylcholine receptor signaling pathway  // gamma-aminobutyric acid signaling pathway  // regulation of heart contraction  // cell proliferation  // positive regulation of cell proliferation  // intracellular signal transduction  // negative regulation of synaptic transmission  // cell division  // regulation of calcium ion transport  // activation of MAPKK activity  // adenosine receptor signaling pathway  // adenosine receptor signaling pathway  // GTP catabolic process  // G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptGO:0005634  // GO:0005737  // GO:0005813  // GO:0005829  // GO:0005834  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0031234  // GO:0045121  // GO:0070062  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005813  // GO:0005813  // GO:0005815  // GO:0005829  // GO:0005834  // GO:0005886  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0030496  // GO:0045121 nucleus  // cytoplasm  // centrosome  // cytosol  // heterotrimeric G-protein complex  // cytoskeleton  // plasma membrane  // membrane  // midbody  // extrinsic component of cytoplasmic side of plasma membrane  // membrane raft  // extracellular vesicular exosome  // nucleus  // cytoplasm  // cytoplasm  // centrosome  // centrosome  // microtubule organizing center  // cytosol  // heterotrimeric G-protein complex  // plasma membrane  // plasma membrane  // membrane  // midbody  // midbody  // membrane raft GO:0000166  // GO:0001664  // GO:0003924  // GO:0004871  // GO:0005515  // GO:0005525  // GO:0019001  // GO:0031683  // GO:0046872  // GO:0001664  // GO:0003924  // GO:0003924  // GO:0004871  // GO:0004871  // GO:0005525  // GO:0005525  // GO:0031683  // GO:0031683 nucleotide binding  // G-protein coupled receptor binding  // GTPase activity  // signal transducer activity  // protein binding  // GTP binding  // guanyl nucleotide binding  // G-protein beta/gamma-subunit complex binding  // metal ion binding  // G-protein coupled receptor binding  // GTPase activity  // GTPase activity  // signal transducer activity  // signal transducer activity  // GTP binding  // GTP binding  // G-protein beta/gamma-subunit complex binding  // G-protein beta/gamma-subunit complex binding ○
17531734 32.55711 28.70505 1.1341945 0.1816681 0 main NM_016853 Stac src homology three (SH3) and cysteine rich domain NM_016853 RefSeq Mus musculus src homology three (SH3) and cysteine rich domain (Stac), mRNA. TRUE 20840 Mm.1414 P97306 chr9 GO:0034605  // GO:0035556 cellular response to heat  // intracellular signal transduction GO:0005737  // GO:0005575 cytoplasm  // cellular_component GO:0046872  // GO:0003674 metal ion binding  // molecular_function ○
17533416 688.9457 512.7594 1.3436042 0.4261082 0 main NM_010028 Ddx3x DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 3, X-linked NM_010028 RefSeq Mus musculus DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 3, X-linked (Ddx3x), mRNA. TRUE 13205 Mm.289662 Q62167 chrX GO:0002376  // GO:0006200  // GO:0006351  // GO:0006355  // GO:0006417  // GO:0006915  // GO:0007059  // GO:0008625  // GO:0009615  // GO:0010501  // GO:0017148  // GO:0030307  // GO:0030308  // GO:0031333  // GO:0032508  // GO:0034063  // GO:0035556  // GO:0042254  // GO:0042256  // GO:0043065  // GO:0043066  // GO:0043154  // GO:0043280  // GO:0045087  // GO:0045727  // GO:0045944  // GO:0045948  // GO:0071243  // GO:0071470  // GO:0097193  // GO:1900087  // GO:2001243  // GO:0006200  // GO:0006200  // GO:0007059  // GO:0007059  // GO:0008625  // GO:0009615  // GO:0010501  // GO:0017148  // GO:0030307  // GO:0031333  // GO:0032508  // GO:0034063  // GO:0035556  // GO:0042256  // GO:0043065  // GO:0043066  // GO:0043154  // GO:0043280  // GO:0045087  // GO:0045087  // GO:0045727  // GO:0045944  // GO:0045948  // GO:0071243  // GO:0071470  // GO:0097193  // GO:1900087  // GO:2001243  // GO:0008152 immune system process  // ATP catabolic process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of translation  // apoptotic process  // chromosome segregation  // extrinsic apoptotic signaling pathway via death domain receptors  // response to virus  // RNA secondary structure unwinding  // negative regulation of translation  // positive regulation of cell growth  // negative regulation of cell growth  // negative regulation of protein complex assembly  // DNA duplex unwinding  // stress granule assembly  // intracellular signal transduction  // ribosome biogenesis  // mature ribosome assembly  // positive regulation of apoptotic process  // negative regulation of apoptotic process  // negative regulation of cysteine-type endopeptidase activity involved in apoptotic process  // positive regulation of cysteine-type endopeptidase activity involved in apoptotic process  // innate immune response  // positive regulation of translation  // positive regulation of tranGO:0005634  // GO:0005737  // GO:0005739  // GO:0005741  // GO:0005852  // GO:0010494  // GO:0016020  // GO:0022627  // GO:0070062  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005852  // GO:0010494  // GO:0016607  // GO:0022627 nucleus  // cytoplasm  // mitochondrion  // mitochondrial outer membrane  // eukaryotic translation initiation factor 3 complex  // cytoplasmic stress granule  // membrane  // cytosolic small ribosomal subunit  // extracellular vesicular exosome  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // eukaryotic translation initiation factor 3 complex  // cytoplasmic stress granule  // nuclear speck  // cytosolic small ribosomal subunit GO:0000166  // GO:0003676  // GO:0003677  // GO:0003723  // GO:0004003  // GO:0004004  // GO:0004386  // GO:0005515  // GO:0005524  // GO:0008026  // GO:0008134  // GO:0008143  // GO:0008190  // GO:0016787  // GO:0016887  // GO:0031369  // GO:0035613  // GO:0043024  // GO:0044822  // GO:0048027  // GO:0003677  // GO:0003677  // GO:0003723  // GO:0003723  // GO:0004003  // GO:0004004  // GO:0008134  // GO:0008143  // GO:0008190  // GO:0016887  // GO:0031369  // GO:0035613  // GO:0043024  // GO:0048027 nucleotide binding  // nucleic acid binding  // DNA binding  // RNA binding  // ATP-dependent DNA helicase activity  // ATP-dependent RNA helicase activity  // helicase activity  // protein binding  // ATP binding  // ATP-dependent helicase activity  // transcription factor binding  // poly(A) binding  // eukaryotic initiation factor 4E binding  // hydrolase activity  // ATPase activity  // translation initiation factor binding  // RNA stem-loop binding  // ribosomal small subunit binding  // poly(A) RNA binding  // mRNA 5'-UTR binding  // DNA binding  // DNA binding  // RNA binding  // RNA binding  // ATP-dependent DNA helicase activity  // ATP-dependent RNA helicase activity  // transcription factor binding  // poly(A) binding  // eukaryotic initiation factor 4E binding  // ATPase activity  // translation initiation factor binding  // RNA stem-loop binding  // ribosomal small subunit binding  // mRNA 5'-UTR binding ○
17535208 861.1144 1145.401 0.7518017 -0.411576 0 main NM_001290424 Fmr1 fragile X mental retardation syndrome 1 NM_001290424 RefSeq Mus musculus fragile X mental retardation syndrome 1 (Fmr1), transcript variant 2, mRNA. TRUE 14265 Mm.3451 P35922 chrX GO:0006810  // GO:0007417  // GO:0045947  // GO:0051028 transport  // central nervous system development  // negative regulation of translational initiation  // mRNA transport GO:0005634  // GO:0005737  // GO:0005844  // GO:0005845  // GO:0005874  // GO:0010494  // GO:0030425  // GO:0043005  // GO:0043197  // GO:0043198  // GO:0044297  // GO:0045202  // GO:0071598  // GO:0071598  // GO:0005634  // GO:0005730  // GO:0005737  // GO:0005874  // GO:0044297  // GO:0071598  // GO:0030425  // GO:0043005  // GO:0043197  // GO:0043198  // GO:0045202 nucleus  // cytoplasm  // polysome  // mRNA cap binding complex  // microtubule  // cytoplasmic stress granule  // dendrite  // neuron projection  // dendritic spine  // dendritic shaft  // cell body  // synapse  // neuronal ribonucleoprotein granule  // neuronal ribonucleoprotein granule  // nucleus  // nucleolus  // cytoplasm  // microtubule  // cell body  // neuronal ribonucleoprotein granule  // dendrite  // neuron projection  // dendritic spine  // dendritic shaft  // synapse GO:0003723  // GO:0005515  // GO:0008017  // GO:0044822  // GO:0003723 RNA binding  // protein binding  // microtubule binding  // poly(A) RNA binding  // RNA binding ○
17535241 113.162 124.9131 0.9059258 -0.142535 0 main ENSMUST00000096420 Styx serine/threonine/tyrosine interaction protein ENSMUST00000096420 ENSEMBL havana:known chromosome:GRCm38:X:68821093:68825318:1 gene:ENSMUSG00000071748 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 56291 Mm.202561  // Mm.434636 Q60969 chrX GO:0006470  // GO:0007283  // GO:0016311  // GO:0045204  // GO:0070372 protein dephosphorylation  // spermatogenesis  // dephosphorylation  // MAPK export from nucleus  // regulation of ERK1 and ERK2 cascade GO:0005737  // GO:0005634 cytoplasm  // nucleus GO:0004721  // GO:0005515  // GO:0008138  // GO:0016787  // GO:0016791 phosphoprotein phosphatase activity  // protein binding  // protein tyrosine/serine/threonine phosphatase activity  // hydrolase activity  // phosphatase activity ○
17538018 18.69999 16.33215 1.1449803 0.1953228 0 main NM_013724 Nrk Nik related kinase NM_013724 RefSeq Mus musculus Nik related kinase (Nrk), mRNA. TRUE 27206 Mm.482319 Q9R0G8 chrX GO:0006468  // GO:0007256  // GO:0007567  // GO:0008285  // GO:0016310  // GO:0023014  // GO:0035556  // GO:0060721  // GO:0006468  // GO:0006468  // GO:0006468 protein phosphorylation  // activation of JNKK activity  // parturition  // negative regulation of cell proliferation  // phosphorylation  // signal transduction by phosphorylation  // intracellular signal transduction  // regulation of spongiotrophoblast cell proliferation  // protein phosphorylation  // protein phosphorylation  // protein phosphorylation GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0000166  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0004702  // GO:0005083  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672  // GO:0004672  // GO:0004702 nucleotide binding  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // small GTPase regulator activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity  // protein kinase activity  // receptor signaling protein serine/threonine kinase activity ○
17538395 10.53644 9.817351 1.0732467 0.1019818 0 main NM_001033795 Zcchc16 zinc finger, CCHC domain containing 16 NM_001033795 RefSeq Mus musculus zinc finger, CCHC domain containing 16 (Zcchc16), mRNA. TRUE 619287 Mm.387961 Q3URY0 chrX GO:0008150 biological_process GO:0005575 cellular_component GO:0003676  // GO:0008270  // GO:0046872  // GO:0003674 nucleic acid binding  // zinc ion binding  // metal ion binding  // molecular_function ○
17538658 22.98368 24.19338 0.9499987 -0.074003 0 main NM_001271678 Wnk3 WNK lysine deficient protein kinase 3 NM_001271678 RefSeq Mus musculus WNK lysine deficient protein kinase 3 (Wnk3), transcript variant 1, mRNA. TRUE 279561 Mm.441474 Q80XP9 chrX GO:0006468  // GO:0010765  // GO:0010800  // GO:0016310  // GO:0032414  // GO:0043066  // GO:0046777  // GO:0051928  // GO:0090004  // GO:2000021  // GO:2000651  // GO:2000682  // GO:2000688  // GO:0010765  // GO:0010800  // GO:0032414  // GO:0046777  // GO:0090004  // GO:2000651  // GO:2000682  // GO:2000688 protein phosphorylation  // positive regulation of sodium ion transport  // positive regulation of peptidyl-threonine phosphorylation  // phosphorylation  // positive regulation of ion transmembrane transporter activity  // negative regulation of apoptotic process  // protein autophosphorylation  // positive regulation of calcium ion transport  // positive regulation of establishment of protein localization to plasma membrane  // regulation of ion homeostasis  // positive regulation of sodium ion transmembrane transporter activity  // positive regulation of rubidium ion transport  // positive regulation of rubidium ion transmembrane transporter activity  // positive regulation of sodium ion transport  // positive regulation of peptidyl-threonine phosphorylation  // positive regulation of ion transmembrane transporter activity  // protein autophosphorylation  // positive regulation of establishment of protein localization to plasma membrane  // positive regulation of sodium ion transmembrane transporter activiGO:0005737  // GO:0005912  // GO:0005923  // GO:0005737 cytoplasm  // adherens junction  // tight junction  // cytoplasm GO:0000166  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019869  // GO:0004672  // GO:0004672  // GO:0004674 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // chloride channel inhibitor activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity ○
17539828 29.07195 24.83115 1.1707855 0.2274768 0 main NM_019461 Usp27x ubiquitin specific peptidase 27, X chromosome NM_019461 RefSeq Mus musculus ubiquitin specific peptidase 27, X chromosome (Usp27x), mRNA. TRUE 54651 Mm.483107  // Mm.491689 Q8CEG8 chrX GO:0006508  // GO:0006511 proteolysis  // ubiquitin-dependent protein catabolic process GO:0005575 cellular_component GO:0008233  // GO:0008234  // GO:0016787  // GO:0036459  // GO:0046872  // GO:0008270 peptidase activity  // cysteine-type peptidase activity  // hydrolase activity  // ubiquitinyl hydrolase activity  // metal ion binding  // zinc ion binding ○
17541343 28.04365 21.40386 1.3102146 0.3898031 0 main NM_001290708 Smarca1 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 NM_001290708 RefSeq Mus musculus SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 (Smarca1), transcript variant 2, mRNA. TRUE 93761 Mm.229151 Q6PGB8 chrX GO:0000733  // GO:0006200  // GO:0006338  // GO:0006351  // GO:0006355  // GO:0007420  // GO:0007420  // GO:0016568  // GO:0030182  // GO:0043044  // GO:0045893  // GO:2000177  // GO:2000177  // GO:0000733  // GO:0006200  // GO:0006200  // GO:0006338  // GO:0006338  // GO:0006351  // GO:0006351  // GO:0006355  // GO:0007420  // GO:0007420  // GO:0043044  // GO:0045893  // GO:0045893  // GO:0008152 DNA strand renaturation  // ATP catabolic process  // chromatin remodeling  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // brain development  // brain development  // chromatin modification  // neuron differentiation  // ATP-dependent chromatin remodeling  // positive regulation of transcription, DNA-templated  // regulation of neural precursor cell proliferation  // regulation of neural precursor cell proliferation  // DNA strand renaturation  // ATP catabolic process  // ATP catabolic process  // chromatin remodeling  // chromatin remodeling  // transcription, DNA-templated  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // brain development  // brain development  // ATP-dependent chromatin remodeling  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // metabolic process GO:0000790  // GO:0005634  // GO:0016589  // GO:0090537  // GO:0005634  // GO:0005634  // GO:0016589  // GO:0090537 nuclear chromatin  // nucleus  // NURF complex  // CERF complex  // nucleus  // nucleus  // NURF complex  // CERF complex GO:0000166  // GO:0003676  // GO:0003677  // GO:0003682  // GO:0004386  // GO:0005524  // GO:0008094  // GO:0016787  // GO:0016817  // GO:0016818  // GO:0031491  // GO:0036310  // GO:0070615  // GO:0008094  // GO:0008094  // GO:0036310  // GO:0036310  // GO:0070615 nucleotide binding  // nucleic acid binding  // DNA binding  // chromatin binding  // helicase activity  // ATP binding  // DNA-dependent ATPase activity  // hydrolase activity  // hydrolase activity, acting on acid anhydrides  // hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides  // nucleosome binding  // annealing helicase activity  // nucleosome-dependent ATPase activity  // DNA-dependent ATPase activity  // DNA-dependent ATPase activity  // annealing helicase activity  // annealing helicase activity  // nucleosome-dependent ATPase activity ○
17543840 12.0706 12.03887 1.0026356 0.0037974 0 main NM_001077354 C77370 expressed sequence C77370 NM_001077354 RefSeq Mus musculus expressed sequence C77370 (C77370), mRNA. TRUE 245555 Mm.381907 Q5DTT1 chrX GO:0000084  // GO:0006287  // GO:0006297  // GO:0007275  // GO:0007346  // GO:0007399  // GO:0043137  // GO:0045004  // GO:0090305  // GO:0006287  // GO:0006297  // GO:0007346  // GO:0043137  // GO:0045004  // GO:0090305 mitotic S phase  // base-excision repair, gap-filling  // nucleotide-excision repair, DNA gap filling  // multicellular organismal development  // regulation of mitotic cell cycle  // nervous system development  // DNA replication, removal of RNA primer  // DNA replication proofreading  // nucleic acid phosphodiester bond hydrolysis  // base-excision repair, gap-filling  // nucleotide-excision repair, DNA gap filling  // regulation of mitotic cell cycle  // DNA replication, removal of RNA primer  // DNA replication proofreading  // nucleic acid phosphodiester bond hydrolysis GO:0005634  // GO:0043625  // GO:0005634  // GO:0043625 nucleus  // delta DNA polymerase complex  // nucleus  // delta DNA polymerase complex GO:0003887  // GO:0008408  // GO:0003887  // GO:0008408 DNA-directed DNA polymerase activity  // 3'-5' exonuclease activity  // DNA-directed DNA polymerase activity  // 3'-5' exonuclease activity ○
17544102 56.45731 56.45731 1 0 0 main ENSMUST00000150434 Brwd3 bromodomain and WD repeat domain containing 3 ENSMUST00000150434 ENSEMBL ensembl_havana_transcript:novel chromosome:GRCm38:X:108737016:108834348:-1 gene:ENSMUSG00000063663 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 382236 Mm.426127  // Mm.100112  // Mm.404226  // Mm.404234  // Mm.413432 A2AHJ4 chrX GO:0007010  // GO:0008360  // GO:0007010  // GO:0008360  // GO:0007010  // GO:0008360  // GO:0008150 cytoskeleton organization  // regulation of cell shape  // cytoskeleton organization  // regulation of cell shape  // cytoskeleton organization  // regulation of cell shape  // biological_process GO:0005575 cellular_component GO:0005515  // GO:0003674 protein binding  // molecular_function ○
17544939 299.5348 360.4171 0.8310782 -0.266944 0 main NM_001077364 Tsc22d3 TSC22 domain family, member 3 NM_001077364 RefSeq Mus musculus TSC22 domain family, member 3 (Tsc22d3), transcript variant 1, mRNA. TRUE 14605 Mm.22216 Q9Z2S7 chrX GO:0000122  // GO:0006355  // GO:0006970  // GO:0048642  // GO:0070236  // GO:0007589 negative regulation of transcription from RNA polymerase II promoter  // regulation of transcription, DNA-templated  // response to osmotic stress  // negative regulation of skeletal muscle tissue development  // negative regulation of activation-induced cell death of T cells  // body fluid secretion GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003700  // GO:0043426 sequence-specific DNA binding transcription factor activity  // MRF binding ○
17545078 88.37831 95.12606 0.9290652 -0.106148 0 main NM_019496 Ammecr1 Alport syndrome, mental retardation, midface hypoplasia and elliptocytosis chromosomal region gene 1 NM_019496 RefSeq Mus musculus Alport syndrome, mental retardation, midface hypoplasia and elliptocytosis chromosomal region gene 1 (Ammecr1), mRNA. TRUE 56068 Mm.143724 Q9JHT5 chrX GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17545618 47.19572 57.85563 0.8157498 -0.293801 0 main XM_006528794 Ptchd1 patched domain containing 1 XM_006528794 RefSeq PREDICTED: Mus musculus patched domain containing 1 (Ptchd1), transcript variant X2, mRNA. TRUE 211612 Mm.218811 Q14B62 chrX GO:0007224  // GO:0050890  // GO:0007224  // GO:0050890 smoothened signaling pathway  // cognition  // smoothened signaling pathway  // cognition GO:0005886  // GO:0016020  // GO:0016021  // GO:0005886 plasma membrane  // membrane  // integral component of membrane  // plasma membrane GO:0008158  // GO:0003674 hedgehog receptor activity  // molecular_function ○
17545629 11.86074 13.29709 0.8919801 -0.164917 0 main NM_011077 Phex phosphate regulating endopeptidase homolog, X-linked NM_011077 RefSeq Mus musculus phosphate regulating endopeptidase homolog, X-linked (Phex), mRNA. TRUE 18675 Mm.2529 P70669 chrX GO:0006508  // GO:0019637  // GO:0030282  // GO:0031214  // GO:0006508 proteolysis  // organophosphate metabolic process  // bone mineralization  // biomineral tissue development  // proteolysis GO:0005783  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0048471 endoplasmic reticulum  // Golgi apparatus  // membrane  // integral component of membrane  // perinuclear region of cytoplasm GO:0004222  // GO:0008233  // GO:0008237  // GO:0016787  // GO:0046872 metalloendopeptidase activity  // peptidase activity  // metallopeptidase activity  // hydrolase activity  // metal ion binding ○
17546834 642.2186 541.8898 1.1851461 0.245065 0 main NM_012008 Ddx3y DEAD (Asp-Glu-Ala-Asp) box polypeptide 3, Y-linked NM_012008 RefSeq Mus musculus DEAD (Asp-Glu-Ala-Asp) box polypeptide 3, Y-linked (Ddx3y), mRNA. TRUE 26900 Mm.302938 Q62095 chrY GO:0006200  // GO:0008152 ATP catabolic process  // metabolic process GO:0005634  // GO:0005737 nucleus  // cytoplasm GO:0000166  // GO:0003676  // GO:0003723  // GO:0004386  // GO:0005524  // GO:0008026  // GO:0016787 nucleotide binding  // nucleic acid binding  // RNA binding  // helicase activity  // ATP binding  // ATP-dependent helicase activity  // hydrolase activity ○
17547616 821.7177 769.094 1.068423 0.0954829 0 main --- H3F3A --- X91866 GenBank M.musculus mRNA for H3.3A variant histone. TRUE --- --- P84244 chr11 GO:0006334  // GO:0007420  // GO:0009725 nucleosome assembly  // brain development  // response to hormone GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0003677  // GO:0046982 DNA binding  // protein heterodimerization activity ○
17547837 96.34195 85.62926 1.1251055 0.1700603 0 main ENSMUST00000183695 Gm21464 predicted gene, 21464 ENSMUST00000183695 ENSEMBL havana:known chromosome:GRCm38:14:69365102:69503236:-1 gene:ENSMUSG00000093954 gene_biotype:protein_coding transcript_biotype:nonsense_mediated_decay TRUE 100862085 Mm.291443  // Mm.441111 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17547846 101.3808 92.70303 1.0936083 0.1290961 0 main ENSMUST00000183695 Gm21464 predicted gene, 21464 ENSMUST00000183695 ENSEMBL havana:known chromosome:GRCm38:14:69365102:69503236:-1 gene:ENSMUSG00000093954 gene_biotype:protein_coding transcript_biotype:nonsense_mediated_decay TRUE 100862085 Mm.291443  // Mm.441111 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17548283 1129.61 948.6991 1.1906937 0.2518023 0 main NM_008211 H3f3b H3 histone, family 3B NM_008211 RefSeq Mus musculus H3 histone, family 3B (H3f3b), mRNA. TRUE 15081 Mm.371563 P84244 chr3 GO:0001649  // GO:0006997  // GO:0042692  // GO:0090230  // GO:1902340  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // nucleus organization  // muscle cell differentiation  // regulation of centromere complex assembly  // negative regulation of chromosome condensation  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0005634  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nuclear chromosome  // nuclear nucleosome  // nucleus  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○
17548518 1145.085 1182.456 0.9683954 -0.046332 0 main NM_001081019 Gm12657 predicted gene 12657 NM_001081019 RefSeq Mus musculus predicted gene 12657 (Gm12657), mRNA. TRUE 667250 Mm.449778 P84244 chr6 --- --- --- --- --- --- ○
17548946 993.8382 826.8755 1.20192 0.2653409 0 main NM_008211 H3f3b H3 histone, family 3B NM_008211 RefSeq Mus musculus H3 histone, family 3B (H3f3b), mRNA. TRUE 15081 Mm.371563 P84244 chr1 GO:0001649  // GO:0006997  // GO:0042692  // GO:0090230  // GO:1902340  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // nucleus organization  // muscle cell differentiation  // regulation of centromere complex assembly  // negative regulation of chromosome condensation  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0005634  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nuclear chromosome  // nuclear nucleosome  // nucleus  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○



Supplementary Table 5. The comparison of global mRNA expression in Mir221/222flox/y  mice fed with high fat-high sucrose (HFHS) and standard (STD) chow.

Test 2Up

Control 2Down

Feature ID Keyword
Probe Set IDExpression value {HFHS flox/y 388}Expression value {STD flox/y 378}Ratio Log2Ratio 解析対象 Flagcategory Ratio flag Gene AccessionGene SymbolGene DescriptionmRNA AccessionmRNA  SourcemRna - DescriptionmRNA - xhybEntrezGene IDUniGene ID SwissProt accessionChromosomeGO Biological Process IDGO Biological Process TermGO Cellular Component IDGO Cellular Component TermGO Molecular Function IDGO Molecular Function TermmiR221/222 target gene
17211066 10.85042 12.77533 0.849326 -0.23561 0 main NM_177722 Mcmdc2 minichromosome maintenance domain containing 2 NM_177722 RefSeq Mus musculus minichromosome maintenance domain containing 2 (Mcmdc2), mRNA. FALSE 240697 Mm.259800 E9Q956 chr1 GO:0006260  // GO:0008150 DNA replication  // biological_process GO:0005575 cellular_component GO:0003677  // GO:0005524  // GO:0003674 DNA binding  // ATP binding  // molecular_function ○
17211305 47.63595 41.28632 1.153795 0.2063869 0 main NM_053191 Pi15 peptidase inhibitor 15 NM_053191 RefSeq Mus musculus peptidase inhibitor 15 (Pi15), mRNA. FALSE 94227 Mm.442452 Q8BS03 chr1 GO:0010466 negative regulation of peptidase activity GO:0005576 extracellular region GO:0030414 peptidase inhibitor activity ○
17211548 28.53265 30.91425 0.9229611 -0.115658 0 main NM_133235 Khdrbs2 KH domain containing, RNA binding, signal transduction associated 2 NM_133235 RefSeq Mus musculus KH domain containing, RNA binding, signal transduction associated 2 (Khdrbs2), mRNA. FALSE 170771 Mm.336594 Q9WU01 chr1 GO:0006351  // GO:0006355  // GO:0009967 transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of signal transduction GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003723  // GO:0005070  // GO:0008143  // GO:0008266  // GO:0017124  // GO:0042169  // GO:0046982  // GO:0017124 RNA binding  // SH3/SH2 adaptor activity  // poly(A) binding  // poly(U) RNA binding  // SH3 domain binding  // SH2 domain binding  // protein heterodimerization activity  // SH3 domain binding ○
17212947 75.26522 73.47573 1.0243548 0.0347156 0 main NM_001164566 Spats2l spermatogenesis associated, serine-rich 2-like NM_001164566 RefSeq Mus musculus spermatogenesis associated, serine-rich 2-like (Spats2l), transcript variant 2, mRNA. FALSE 67198 Mm.159989 Q91WJ7 chr1 GO:0008150 biological_process GO:0005634  // GO:0005730  // GO:0005737  // GO:0043234  // GO:0005634  // GO:0005730  // GO:0005737 nucleus  // nucleolus  // cytoplasm  // protein complex  // nucleus  // nucleolus  // cytoplasm GO:0044822 poly(A) RNA binding ○
17214841 470.1974 594.9557 0.7903066 -0.339516 0 main NM_010472 Agfg1 ArfGAP with FG repeats 1 NM_010472 RefSeq Mus musculus ArfGAP with FG repeats 1 (Agfg1), mRNA. FALSE 15463 Mm.433409 Q8K2K6 chr1 GO:0001675  // GO:0006810  // GO:0007275  // GO:0007283  // GO:0007289  // GO:0030154  // GO:0032312  // GO:0045109  // GO:0043547 acrosome assembly  // transport  // multicellular organismal development  // spermatogenesis  // spermatid nucleus differentiation  // cell differentiation  // regulation of ARF GTPase activity  // intermediate filament organization  // positive regulation of GTPase activity GO:0005634  // GO:0016023  // GO:0031410  // GO:0042995  // GO:0043025  // GO:0043231  // GO:0016023 nucleus  // cytoplasmic membrane-bounded vesicle  // cytoplasmic vesicle  // cell projection  // neuronal cell body  // intracellular membrane-bounded organelle  // cytoplasmic membrane-bounded vesicle GO:0003677  // GO:0008060  // GO:0008270  // GO:0046872 DNA binding  // ARF GTPase activator activity  // zinc ion binding  // metal ion binding ○
17215565 90.34522 94.91344 0.9518696 -0.071164 0 main NM_133816 Sh3bp4 SH3-domain binding protein 4 NM_133816 RefSeq Mus musculus SH3-domain binding protein 4 (Sh3bp4), mRNA. FALSE 98402 Mm.170983 Q921I6 chr1 GO:0006897  // GO:0008285  // GO:0010508  // GO:0030308  // GO:0032007  // GO:0034260  // GO:0050790  // GO:0061462  // GO:0071230  // GO:0008285  // GO:0008285  // GO:0010508  // GO:0010508  // GO:0030308  // GO:0030308  // GO:0032007  // GO:0032007  // GO:0034260  // GO:0034260  // GO:0050790  // GO:0050790  // GO:0061462  // GO:0061462  // GO:0071230  // GO:0071230 endocytosis  // negative regulation of cell proliferation  // positive regulation of autophagy  // negative regulation of cell growth  // negative regulation of TOR signaling  // negative regulation of GTPase activity  // regulation of catalytic activity  // protein localization to lysosome  // cellular response to amino acid stimulus  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // positive regulation of autophagy  // positive regulation of autophagy  // negative regulation of cell growth  // negative regulation of cell growth  // negative regulation of TOR signaling  // negative regulation of TOR signaling  // negative regulation of GTPase activity  // negative regulation of GTPase activity  // regulation of catalytic activity  // regulation of catalytic activity  // protein localization to lysosome  // protein localization to lysosome  // cellular response to amino acid stimulus  // cellular response to amino acid stimulus GO:0005634  // GO:0005737  // GO:0005905  // GO:0016020  // GO:0031410  // GO:0070062  // GO:0005737  // GO:0005737  // GO:0030136 nucleus  // cytoplasm  // coated pit  // membrane  // cytoplasmic vesicle  // extracellular vesicular exosome  // cytoplasm  // cytoplasm  // clathrin-coated vesicle GO:0005092  // GO:0017016  // GO:0042802  // GO:0005092  // GO:0005092  // GO:0017016  // GO:0042802 GDP-dissociation inhibitor activity  // Ras GTPase binding  // identical protein binding  // GDP-dissociation inhibitor activity  // GDP-dissociation inhibitor activity  // Ras GTPase binding  // identical protein binding ○
17216888 24.47034 26.84098 0.9116783 -0.133403 0 main NM_172485 Thsd7b thrombospondin, type I, domain containing 7B NM_172485 RefSeq Mus musculus thrombospondin, type I, domain containing 7B (Thsd7b), mRNA. FALSE 210417 Mm.380518 Q6P4U0 chr1 GO:0008150 biological_process GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003674 molecular_function ○
17217291 51.58801 42.96968 1.2005677 0.2637168 0 main NM_001160268 Plekha6 pleckstrin homology domain containing, family A member 6 NM_001160268 RefSeq Mus musculus pleckstrin homology domain containing, family A member 6 (Plekha6), transcript variant 2, mRNA. FALSE 240753 Mm.253559 Q7TQG1 chr1 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17217854 92.4662 97.81096 0.9453562 -0.08107 0 main ENSMUST00000070283 Dennd1b DENN/MADD domain containing 1B ENSMUST00000070283 ENSEMBL havana:known chromosome:GRCm38:1:138963436:139063719:1 gene:ENSMUSG00000056268 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 329260 Mm.337604  // Mm.475093  // Mm.394252  // Mm.474921 Q3U1T9 chr1 GO:0006810  // GO:0015031  // GO:0032313  // GO:0008150  // GO:0032851  // GO:0043547  // GO:0032851 transport  // protein transport  // regulation of Rab GTPase activity  // biological_process  // positive regulation of Rab GTPase activity  // positive regulation of GTPase activity  // positive regulation of Rab GTPase activity GO:0005737  // GO:0031410  // GO:0005575  // GO:0005829  // GO:0030136 cytoplasm  // cytoplasmic vesicle  // cellular_component  // cytosol  // clathrin-coated vesicle GO:0005085  // GO:0017112  // GO:0017112  // GO:0017112 guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity ○
17217901 215.3279 238.968 0.9010742 -0.150282 0 main NM_172643 Zbtb41 zinc finger and BTB domain containing 41 homolog NM_172643 RefSeq Mus musculus zinc finger and BTB domain containing 41 homolog (Zbtb41), mRNA. FALSE 226470 Mm.119711 Q811F1 chr1 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17220177 25.35535 38.15434 0.6645469 -0.589557 0 main ENSMUST00000181811 Gm17275 predicted gene, 17275 ENSMUST00000181811 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:1:180802568:180809483:1 gene:ENSMUSG00000097347 gene_biotype:lincRNA transcript_biotype:lincRNA FALSE --- Mm.322735  // Mm.427935 P84244 chr1 GO:0006334  // GO:0007420  // GO:0009725 nucleosome assembly  // brain development  // response to hormone GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0003677  // GO:0046982 DNA binding  // protein heterodimerization activity ○
17220373 197.5178 264.4885 0.7467916 -0.421222 0 main NM_173378 Trp53bp2 transformation related protein 53 binding protein 2 NM_173378 RefSeq Mus musculus transformation related protein 53 binding protein 2 (Trp53bp2), mRNA. FALSE 209456 Mm.287450 Q8CG79 chr1 GO:0006915  // GO:0007049  // GO:0007417  // GO:0007507  // GO:0009792  // GO:0010212  // GO:0045786  // GO:0072332  // GO:0072332  // GO:0072332 apoptotic process  // cell cycle  // central nervous system development  // heart development  // embryo development ending in birth or egg hatching  // response to ionizing radiation  // negative regulation of cell cycle  // intrinsic apoptotic signaling pathway by p53 class mediator  // intrinsic apoptotic signaling pathway by p53 class mediator  // intrinsic apoptotic signaling pathway by p53 class mediator GO:0005634  // GO:0005737  // GO:0048471  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0048471 nucleus  // cytoplasm  // perinuclear region of cytoplasm  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // perinuclear region of cytoplasm GO:0008134  // GO:0017124  // GO:0042802  // GO:0051059  // GO:0042802  // GO:0051059 transcription factor binding  // SH3 domain binding  // identical protein binding  // NF-kappaB binding  // identical protein binding  // NF-kappaB binding ○
17220489 256.9431 305.6174 0.8407345 -0.250278 0 main NM_001163754 Rab3gap2 RAB3 GTPase activating protein subunit 2 NM_001163754 RefSeq Mus musculus RAB3 GTPase activating protein subunit 2 (Rab3gap2), mRNA. FALSE 98732 Mm.275841 Q8BMG7 chr1 GO:0043087  // GO:0008150  // GO:0043087  // GO:0043087  // GO:0043547 regulation of GTPase activity  // biological_process  // regulation of GTPase activity  // regulation of GTPase activity  // positive regulation of GTPase activity GO:0005737  // GO:0005886  // GO:0005737  // GO:0005886 cytoplasm  // plasma membrane  // cytoplasm  // plasma membrane GO:0005096  // GO:0030234  // GO:0046982  // GO:0003674  // GO:0030234  // GO:0046982 GTPase activator activity  // enzyme regulator activity  // protein heterodimerization activity  // molecular_function  // enzyme regulator activity  // protein heterodimerization activity ○
17221158 15.44752 18.73044 0.8247281 -0.27801 0 main NM_001290397 Mybl1 myeloblastosis oncogene-like 1 NM_001290397 RefSeq Mus musculus myeloblastosis oncogene-like 1 (Mybl1), transcript variant 2, mRNA. FALSE 17864 Mm.479 P51960 chr1 GO:0006351  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634 nucleus GO:0003677  // GO:0003682 DNA binding  // chromatin binding ○
17222440 128.7281 235.9621 0.5455457 -0.874228 0 main NM_019570 Rev1 REV1 homolog (S. cerevisiae) NM_019570 RefSeq Mus musculus REV1 homolog (S. cerevisiae) (Rev1), mRNA. FALSE 56210 Mm.389103 Q920Q2 chr1 GO:0006260  // GO:0006281  // GO:0006974  // GO:0009411  // GO:0042276  // GO:0006261  // GO:0009411 DNA replication  // DNA repair  // cellular response to DNA damage stimulus  // response to UV  // error-prone translesion synthesis  // DNA-dependent DNA replication  // response to UV GO:0005634 nucleus GO:0000287  // GO:0003677  // GO:0003684  // GO:0003720  // GO:0003724  // GO:0003887  // GO:0003896  // GO:0004779  // GO:0008192  // GO:0008193  // GO:0008905  // GO:0016740  // GO:0016779  // GO:0017125  // GO:0033677  // GO:0043338  // GO:0043814  // GO:0043910  // GO:0046872  // GO:0052630 magnesium ion binding  // DNA binding  // damaged DNA binding  // telomerase activity  // RNA helicase activity  // DNA-directed DNA polymerase activity  // DNA primase activity  // sulfate adenylyltransferase activity  // RNA guanylyltransferase activity  // tRNA guanylyltransferase activity  // mannose-phosphate guanylyltransferase activity  // transferase activity  // nucleotidyltransferase activity  // deoxycytidyl transferase activity  // DNA/RNA helicase activity  // CTP:2,3-di-O-geranylgeranyl-sn-glycero-1-phosphate cytidyltransferase activity  // phospholactate guanylyltransferase activity  // ATP:coenzyme F420 adenylyltransferase activity  // metal ion binding  // UDP-N-acetylgalactosamine diphosphorylase activity ○
17223138 81.77136 102.9134 0.7945648 -0.331763 0 main NM_001163314 Pgap1 post-GPI attachment to proteins 1 NM_001163314 RefSeq Mus musculus post-GPI attachment to proteins 1 (Pgap1), mRNA. FALSE 241062 Mm.103539 Q3UUQ7 chr1 GO:0006505  // GO:0006506  // GO:0006810  // GO:0006886  // GO:0007605  // GO:0009880  // GO:0009880  // GO:0009948  // GO:0009948  // GO:0015031  // GO:0015798  // GO:0021871  // GO:0021871  // GO:0060322  // GO:0060322  // GO:0090305  // GO:0006506  // GO:0015798  // GO:0015798  // GO:0090305 GPI anchor metabolic process  // GPI anchor biosynthetic process  // transport  // intracellular protein transport  // sensory perception of sound  // embryonic pattern specification  // embryonic pattern specification  // anterior/posterior axis specification  // anterior/posterior axis specification  // protein transport  // myo-inositol transport  // forebrain regionalization  // forebrain regionalization  // head development  // head development  // nucleic acid phosphodiester bond hydrolysis  // GPI anchor biosynthetic process  // myo-inositol transport  // myo-inositol transport  // nucleic acid phosphodiester bond hydrolysis GO:0005783  // GO:0016020  // GO:0016021  // GO:0005783  // GO:0005783  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // endoplasmic reticulum  // endoplasmic reticulum  // endoplasmic reticulum membrane GO:0004518  // GO:0016787  // GO:0016788  // GO:0042578  // GO:0043765  // GO:0044824  // GO:0004518  // GO:0004518  // GO:0042578  // GO:0042578 nuclease activity  // hydrolase activity  // hydrolase activity, acting on ester bonds  // phosphoric ester hydrolase activity  // T/G mismatch-specific endonuclease activity  // retroviral 3' processing activity  // nuclease activity  // nuclease activity  // phosphoric ester hydrolase activity  // phosphoric ester hydrolase activity ○
17223946 15.54949 16.0907 0.966365 -0.04936 0 main NM_010154 Erbb4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) NM_010154 RefSeq Mus musculus v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) (Erbb4), mRNA. FALSE 13869 Mm.442420 Q61527 chr1 GO:0001755  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0006915  // GO:0007165  // GO:0007169  // GO:0007275  // GO:0007399  // GO:0007507  // GO:0007595  // GO:0007595  // GO:0008284  // GO:0008285  // GO:0009880  // GO:0010656  // GO:0016310  // GO:0016477  // GO:0018108  // GO:0021551  // GO:0021889  // GO:0030334  // GO:0030335  // GO:0032230  // GO:0042523  // GO:0042523  // GO:0043066  // GO:0043129  // GO:0043653  // GO:0045165  // GO:0045893  // GO:0045893  // GO:0046326  // GO:0046777  // GO:0050679  // GO:0060045  // GO:0060074  // GO:0060644  // GO:0060749  // GO:0061026  // GO:0070374  // GO:2000366  // GO:2000366  // GO:0007165  // GO:0007169  // GO:0007169  // GO:0007595  // GO:0008284  // GO:0008284  // GO:0008285  // GO:0008285  // GO:0016477  // GO:0016477  // GO:0018108  // GO:0018108  // GO:0023014  // GO:0043066  // GO:0043066  // GO:0043552  // GO:0043552  // GO:0043653  // GO:0043653  // GO:0046777  // GO:0046777  // GO:0070374  // GO:0070374 neural crest cell migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // apoptotic process  // signal transduction  // transmembrane receptor protein tyrosine kinase signaling pathway  // multicellular organismal development  // nervous system development  // heart development  // lactation  // lactation  // positive regulation of cell proliferation  // negative regulation of cell proliferation  // embryonic pattern specification  // negative regulation of muscle cell apoptotic process  // phosphorylation  // cell migration  // peptidyl-tyrosine phosphorylation  // central nervous system morphogenesis  // olfactory bulb interneuron differentiation  // regulation of cell migration  // positive regulation of cell migration  // positive regulation of synaptic transmission, GABAergic  // positive regulation of tyrosine phosphorylation of Stat5 protein  // positive regulation of tyrosine phosphorylation of Stat5 protein  // negative regulation of aGO:0005634  // GO:0005737  // GO:0005739  // GO:0005886  // GO:0005901  // GO:0014069  // GO:0016020  // GO:0016021  // GO:0016323  // GO:0043235  // GO:0045121  // GO:0005634  // GO:0005737  // GO:0005739  // GO:0005886  // GO:0016323  // GO:0043235 nucleus  // cytoplasm  // mitochondrion  // plasma membrane  // caveola  // postsynaptic density  // membrane  // integral component of membrane  // basolateral plasma membrane  // receptor complex  // membrane raft  // nucleus  // cytoplasm  // mitochondrion  // plasma membrane  // basolateral plasma membrane  // receptor complex GO:0000166  // GO:0004672  // GO:0004713  // GO:0004714  // GO:0004716  // GO:0005154  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0042803  // GO:0044212  // GO:0004713  // GO:0004714  // GO:0004714  // GO:0005154  // GO:0042803  // GO:0044212 nucleotide binding  // protein kinase activity  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // receptor signaling protein tyrosine kinase activity  // epidermal growth factor receptor binding  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein homodimerization activity  // transcription regulatory region DNA binding  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // epidermal growth factor receptor binding  // protein homodimerization activity  // transcription regulatory region DNA binding ○
17225373 43.87009 27.58103 1.5905893 0.6695613 0 main NM_010262 Gbx2 gastrulation brain homeobox 2 NM_010262 RefSeq Mus musculus gastrulation brain homeobox 2 (Gbx2), mRNA. FALSE 14472 Mm.204730 P48031 chr1 GO:0001569  // GO:0001569  // GO:0001755  // GO:0006351  // GO:0006355  // GO:0007411  // GO:0008283  // GO:0021549  // GO:0021555  // GO:0021568  // GO:0021794  // GO:0021884  // GO:0021930  // GO:0030902  // GO:0030917  // GO:0035239  // GO:0042472  // GO:0048483 patterning of blood vessels  // patterning of blood vessels  // neural crest cell migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // axon guidance  // cell proliferation  // cerebellum development  // midbrain-hindbrain boundary morphogenesis  // rhombomere 2 development  // thalamus development  // forebrain neuron development  // cerebellar granule cell precursor proliferation  // hindbrain development  // midbrain-hindbrain boundary development  // tube morphogenesis  // inner ear morphogenesis  // autonomic nervous system development GO:0005634 nucleus GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17228426 309.3543 377.0215 0.8205216 -0.285387 0 main NM_001039184 Cep350 centrosomal protein 350 NM_001039184 RefSeq Mus musculus centrosomal protein 350 (Cep350), mRNA. FALSE 74081 Mm.260247 D3YTP2 chr1 GO:0008150  // GO:0034453 biological_process  // microtubule anchoring GO:0005634  // GO:0005737  // GO:0005813  // GO:0005634  // GO:0005737  // GO:0005813 nucleus  // cytoplasm  // centrosome  // nucleus  // cytoplasm  // centrosome GO:0003674  // GO:0008017 molecular_function  // microtubule binding ○
17229178 234.3915 249.8483 0.9381353 -0.092132 0 main NM_009721 Atp1b1 ATPase, Na+/K+ transporting, beta 1 polypeptide NM_009721 RefSeq Mus musculus ATPase, Na+/K+ transporting, beta 1 polypeptide (Atp1b1), mRNA. FALSE 11931 Mm.4550 P14094 chr1 GO:0001666  // GO:0001824  // GO:0006200  // GO:0006810  // GO:0006811  // GO:0006813  // GO:0006814  // GO:0007155  // GO:0030001  // GO:0035725  // GO:0071805  // GO:0001666  // GO:0006813  // GO:0006814  // GO:0030001  // GO:0035725 response to hypoxia  // blastocyst development  // ATP catabolic process  // transport  // ion transport  // potassium ion transport  // sodium ion transport  // cell adhesion  // metal ion transport  // sodium ion transmembrane transport  // potassium ion transmembrane transport  // response to hypoxia  // potassium ion transport  // sodium ion transport  // metal ion transport  // sodium ion transmembrane transport GO:0005886  // GO:0005890  // GO:0005901  // GO:0016020  // GO:0016021  // GO:0016323  // GO:0016323  // GO:0016324  // GO:0016324  // GO:0070062  // GO:0005886  // GO:0005890  // GO:0005901  // GO:0016323  // GO:0016324 plasma membrane  // sodium:potassium-exchanging ATPase complex  // caveola  // membrane  // integral component of membrane  // basolateral plasma membrane  // basolateral plasma membrane  // apical plasma membrane  // apical plasma membrane  // extracellular vesicular exosome  // plasma membrane  // sodium:potassium-exchanging ATPase complex  // caveola  // basolateral plasma membrane  // apical plasma membrane GO:0005391  // GO:0005515  // GO:0023026  // GO:0005391 sodium:potassium-exchanging ATPase activity  // protein binding  // MHC class II protein complex binding  // sodium:potassium-exchanging ATPase activity ○
17230469 64.60298 54.15099 1.1930157 0.254613 0 main ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685  //  ENSMUST00000159685 Gm12657  // Gm6749  // H3f3c  // Gm10257  // H3f3b  // H3f3a predicted gene 12657  // predicted pseudogene 6749  // H3 histone, family 3C  // predicted gene 10257  // H3 histone, family 3B  // H3 histone, family 3A ENSMUST00000159685 ENSEMBL havana:known chromosome:GRCm38:1:180810241:180813603:-1 gene:ENSMUSG00000060743 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 667250 Mm.449778  // Mm.371797  // Mm.371563  // Mm.315189  // Mm.375617  // Mm.385440  // Mm.427935  // Mm.454661  // Mm.491100  // Mm.491524 E0CYN1 chr1 GO:0001649  // GO:0042692  // GO:1902340  // GO:0006997  // GO:0090230  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // muscle cell differentiation  // negative regulation of chromosome condensation  // nucleus organization  // regulation of centromere complex assembly  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0001740  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0005634  // GO:0000786  // GO:0005634  // GO:0005694  // GO:0005654 nuclear chromosome  // nuclear nucleosome  // Barr body  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleus  // nucleosome  // nucleus  // chromosome  // nucleoplasm GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○
17230602 168.3848 210.6942 0.7991905 -0.323389 0 main NM_175127 Fbxo28 F-box protein 28 NM_175127 RefSeq Mus musculus F-box protein 28 (Fbxo28), mRNA. FALSE 67948 Mm.30737 Q8BIG4 chr1 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17230668 283.7418 311.7881 0.9100469 -0.135987 0 main NM_177389 Mia3 melanoma inhibitory activity 3 NM_177389 RefSeq Mus musculus melanoma inhibitory activity 3 (Mia3), mRNA. FALSE 338366 Mm.41152 Q8BI84 chr1 GO:0002063  // GO:0002687  // GO:0006810  // GO:0006887  // GO:0007162  // GO:0015031  // GO:0016192  // GO:0030199  // GO:0030336  // GO:0030501  // GO:0042060  // GO:0006887  // GO:0006887  // GO:0015031  // GO:0015031 chondrocyte development  // positive regulation of leukocyte migration  // transport  // exocytosis  // negative regulation of cell adhesion  // protein transport  // vesicle-mediated transport  // collagen fibril organization  // negative regulation of cell migration  // positive regulation of bone mineralization  // wound healing  // exocytosis  // exocytosis  // protein transport  // protein transport GO:0005783  // GO:0005789  // GO:0005789  // GO:0016020  // GO:0016021  // GO:0005789  // GO:0005789  // GO:0016021  // GO:0016021 endoplasmic reticulum  // endoplasmic reticulum membrane  // endoplasmic reticulum membrane  // membrane  // integral component of membrane  // endoplasmic reticulum membrane  // endoplasmic reticulum membrane  // integral component of membrane  // integral component of membrane GO:0003674 molecular_function ○
17230760 51.96034 85.06554 0.6108271 -0.711164 0 main NM_145515 Mark1 MAP/microtubule affinity-regulating kinase 1 NM_145515 RefSeq Mus musculus MAP/microtubule affinity-regulating kinase 1 (Mark1), mRNA. FALSE 226778 Mm.7445 Q8VHJ5 chr1 GO:0000226  // GO:0001764  // GO:0006468  // GO:0007010  // GO:0016055  // GO:0016310  // GO:0035556  // GO:0000226  // GO:0001764  // GO:0001764  // GO:0006468  // GO:0006468  // GO:0007010  // GO:0035556  // GO:0035556 microtubule cytoskeleton organization  // neuron migration  // protein phosphorylation  // cytoskeleton organization  // Wnt signaling pathway  // phosphorylation  // intracellular signal transduction  // microtubule cytoskeleton organization  // neuron migration  // neuron migration  // protein phosphorylation  // protein phosphorylation  // cytoskeleton organization  // intracellular signal transduction  // intracellular signal transduction GO:0005737  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0005886 cytoplasm  // cytoskeleton  // plasma membrane  // membrane  // cytoplasm  // cytoskeleton  // plasma membrane  // plasma membrane GO:0000166  // GO:0000287  // GO:0001786  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0005546  // GO:0008289  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0046872  // GO:0050321  // GO:0070300  // GO:0000287  // GO:0000287  // GO:0001786  // GO:0001786  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0005524  // GO:0005524  // GO:0005546  // GO:0005546  // GO:0050321  // GO:0050321  // GO:0070300  // GO:0070300 nucleotide binding  // magnesium ion binding  // phosphatidylserine binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // phosphatidylinositol-4,5-bisphosphate binding  // lipid binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // metal ion binding  // tau-protein kinase activity  // phosphatidic acid binding  // magnesium ion binding  // magnesium ion binding  // phosphatidylserine binding  // phosphatidylserine binding  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // ATP binding  // ATP binding  // phosphatidylinositol-4,5-bisphosphate binding  // phosphatidylinositol-4,5-bisphosphate binding  // tau-protein kinase activity  // tau-protein kinase activity  // phosphatidic acid binding  // phosphatidic acid binding ○
17231461 215.5273 203.6139 1.0585098 0.0820346 0 main NM_007956 Esr1 estrogen receptor 1 (alpha) NM_007956 RefSeq Mus musculus estrogen receptor 1 (alpha) (Esr1), mRNA. FALSE 13982 Mm.9213  // Mm.463262  // Mm.489063 P19785 chr10 GO:0001547  // GO:0002064  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0007200  // GO:0007204  // GO:0008209  // GO:0008584  // GO:0010629  // GO:0010863  // GO:0016049  // GO:0030518  // GO:0030520  // GO:0030522  // GO:0032355  // GO:0042981  // GO:0043124  // GO:0043401  // GO:0043433  // GO:0043523  // GO:0043627  // GO:0045429  // GO:0045742  // GO:0045839  // GO:0045944  // GO:0045944  // GO:0046325  // GO:0048146  // GO:0048386  // GO:0048662  // GO:0051000  // GO:0051091  // GO:0060011  // GO:0060065  // GO:0060068  // GO:0060523  // GO:0060527  // GO:0060687  // GO:0060745  // GO:0060749  // GO:0060750  // GO:0070374  // GO:0071391  // GO:0071392  // GO:0090209  // GO:1901215  // GO:0006355  // GO:0007200  // GO:0007204  // GO:0010629  // GO:0010863  // GO:0030518  // GO:0030520  // GO:0032355  // GO:0043124  // GO:0043124  // GO:0043401  // GO:0043433  // GO:0043433  // GO:0043627  // GO:0045429  // GO:0045429  // GO:0048386  // GO:0051000  // GO:0051000  // GO:0051091  // GO:0antral ovarian follicle growth  // epithelial cell development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // phospholipase C-activating G-protein coupled receptor signaling pathway  // positive regulation of cytosolic calcium ion concentration  // androgen metabolic process  // male gonad development  // negative regulation of gene expression  // positive regulation of phospholipase C activity  // cell growth  // intracellular steroid hormone receptor signaling pathway  // intracellular estrogen receptor signaling pathway  // intracellular receptor signaling pathway  // response to estradiol  // regulation of apoptotic process  // negative regulation of I-kappaB kinase/NF-kappaB signaling  // steroid hormone mediated signaling pathway  // negative regulation of sequence-specific DNA binding transcription factor activity  // regulation of neuron apoptotic proceGO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005739  // GO:0005794  // GO:0005886  // GO:0016020  // GO:0030315  // GO:0043005  // GO:0043195  // GO:0043204  // GO:0043234  // GO:0048471  // GO:0005634  // GO:0005737  // GO:0005886 nucleus  // nucleus  // cytoplasm  // cytoplasm  // mitochondrion  // Golgi apparatus  // plasma membrane  // membrane  // T-tubule  // neuron projection  // terminal bouton  // perikaryon  // protein complex  // perinuclear region of cytoplasm  // nucleus  // cytoplasm  // plasma membrane GO:0001046  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0003707  // GO:0004879  // GO:0005496  // GO:0005515  // GO:0008013  // GO:0008134  // GO:0008270  // GO:0008289  // GO:0019899  // GO:0030284  // GO:0031798  // GO:0032403  // GO:0034056  // GO:0038052  // GO:0042562  // GO:0042802  // GO:0043565  // GO:0046872  // GO:0001046  // GO:0003677  // GO:0003707  // GO:0005496  // GO:0005496  // GO:0008013  // GO:0019899  // GO:0030284  // GO:0034056  // GO:0038052  // GO:0042802 core promoter sequence-specific DNA binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // steroid hormone receptor activity  // ligand-activated sequence-specific DNA binding RNA polymerase II transcription factor activity  // steroid binding  // protein binding  // beta-catenin binding  // transcription factor binding  // zinc ion binding  // lipid binding  // enzyme binding  // estrogen receptor activity  // type 1 metabotropic glutamate receptor binding  // protein complex binding  // estrogen response element binding  // estrogen-activated sequence-specific DNA binding RNA polymerase II transcription factor activity  // hormone binding  // identical protein binding  // sequence-specific DNA binding  // metal ion binding  // core promoter sequence-specific DNA binding  // DNA binding  // steroid hormone receptor activity  // steroid binding  // steroid binding  // beta-catenin binding  // enzyme binding  // estrogen receptor activity  // estrogen ○
17232483 15.28952 13.23052 1.155625 0.2086734 0 main XR_380237 LOC102632938 uncharacterized LOC102632938 XR_380237 RefSeq PREDICTED: Mus musculus uncharacterized LOC102632938 (LOC102632938), ncRNA. FALSE 102632938 --- Q8BG92 chr10 --- --- --- --- --- --- ○
17232734 169.2554 158.2847 1.0693099 0.0966801 0 main NM_001168304 Cdk19 cyclin-dependent kinase 19 NM_001168304 RefSeq Mus musculus cyclin-dependent kinase 19 (Cdk19), transcript variant 1, mRNA. FALSE 78334 Mm.200924 Q8BWD8 chr10 GO:0006468  // GO:0007049  // GO:0016310  // GO:0051301  // GO:0051726  // GO:0008152 protein phosphorylation  // cell cycle  // phosphorylation  // cell division  // regulation of cell cycle  // metabolic process GO:0005575 cellular_component GO:0000166  // GO:0004672  // GO:0004674  // GO:0004693  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // cyclin-dependent protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups ○
17233437 198.1677 215.519 0.9194906 -0.121093 0 main NM_001193303 Lims1 LIM and senescent cell antigen-like domains 1 NM_001193303 RefSeq Mus musculus LIM and senescent cell antigen-like domains 1 (Lims1), transcript variant 3, mRNA. FALSE 110829 Mm.57734 Q99JW4 chr10 GO:0007160  // GO:0007163  // GO:0016337  // GO:0043009  // GO:0043066  // GO:0045216  // GO:0045892  // GO:0050680  // GO:0051291  // GO:2000178  // GO:2000346  // GO:2001046  // GO:0051291 cell-matrix adhesion  // establishment or maintenance of cell polarity  // single organismal cell-cell adhesion  // chordate embryonic development  // negative regulation of apoptotic process  // cell-cell junction organization  // negative regulation of transcription, DNA-templated  // negative regulation of epithelial cell proliferation  // protein heterooligomerization  // negative regulation of neural precursor cell proliferation  // negative regulation of hepatocyte proliferation  // positive regulation of integrin-mediated signaling pathway  // protein heterooligomerization GO:0005886  // GO:0005925  // GO:0005925  // GO:0016020  // GO:0030054  // GO:0043234  // GO:0048471  // GO:0005925  // GO:0043234 plasma membrane  // focal adhesion  // focal adhesion  // membrane  // cell junction  // protein complex  // perinuclear region of cytoplasm  // focal adhesion  // protein complex GO:0005515  // GO:0008270  // GO:0046872  // GO:0008270 protein binding  // zinc ion binding  // metal ion binding  // zinc ion binding ○
17233457 663.1248 1143.976 0.5796667 -0.786704 0 main NM_011240 Ranbp2 RAN binding protein 2 NM_011240 RefSeq Mus musculus RAN binding protein 2 (Ranbp2), mRNA. FALSE 19386 Mm.431695 Q9ERU9 chr10 GO:0006457  // GO:0006810  // GO:0015031  // GO:0033132  // GO:0046907  // GO:0051028  // GO:0090526  // GO:0000413  // GO:0016925  // GO:0016925 protein folding  // transport  // protein transport  // negative regulation of glucokinase activity  // intracellular transport  // mRNA transport  // regulation of gluconeogenesis involved in cellular glucose homeostasis  // protein peptidyl-prolyl isomerization  // protein sumoylation  // protein sumoylation GO:0005634  // GO:0005643  // GO:0005739  // GO:0016020  // GO:0031965  // GO:0031965  // GO:0042405  // GO:0042405  // GO:0044615  // GO:0044615 nucleus  // nuclear pore  // mitochondrion  // membrane  // nuclear membrane  // nuclear membrane  // nuclear inclusion body  // nuclear inclusion body  // nuclear pore nuclear basket  // nuclear pore nuclear basket GO:0003723  // GO:0003755  // GO:0005515  // GO:0008270  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740 RNA binding  // peptidyl-prolyl cis-trans isomerase activity  // protein binding  // zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity ○
17235211 219.8713 400.6118 0.5488388 -0.865546 0 main NM_021565 Midn midnolin NM_021565 RefSeq Mus musculus midnolin (Midn), mRNA. FALSE 59090 Mm.143813 Q3TPJ7 chr10 GO:0033132  // GO:0046676  // GO:0033132  // GO:0046676 negative regulation of glucokinase activity  // negative regulation of insulin secretion  // negative regulation of glucokinase activity  // negative regulation of insulin secretion GO:0005634  // GO:0005730  // GO:0005730  // GO:0005829  // GO:0005634  // GO:0005730 nucleus  // nucleolus  // nucleolus  // cytosol  // nucleus  // nucleolus GO:0019900  // GO:0019900 kinase binding  // kinase binding ○
17236182 1261.031 1672.027 0.754193 -0.406994 0 main NM_011595 Timp3 tissue inhibitor of metalloproteinase 3 NM_011595 RefSeq Mus musculus tissue inhibitor of metalloproteinase 3 (Timp3), mRNA. FALSE 21859 Mm.4871 P39876 chr10 GO:0010466  // GO:0045861  // GO:0051045  // GO:0071310  // GO:0010951  // GO:0051045 negative regulation of peptidase activity  // negative regulation of proteolysis  // negative regulation of membrane protein ectodomain proteolysis  // cellular response to organic substance  // negative regulation of endopeptidase activity  // negative regulation of membrane protein ectodomain proteolysis GO:0005576  // GO:0005578  // GO:0005604  // GO:0005634  // GO:0005737  // GO:0031012  // GO:0031012 extracellular region  // proteinaceous extracellular matrix  // basement membrane  // nucleus  // cytoplasm  // extracellular matrix  // extracellular matrix GO:0004857  // GO:0008191  // GO:0030414  // GO:0046872 enzyme inhibitor activity  // metalloendopeptidase inhibitor activity  // peptidase inhibitor activity  // metal ion binding ○
17236439 16.5119 15.49385 1.0657067 0.0918105 0 main NM_001128086 Anks1b ankyrin repeat and sterile alpha motif domain containing 1B NM_001128086 RefSeq Mus musculus ankyrin repeat and sterile alpha motif domain containing 1B (Anks1b), transcript variant 1, mRNA. FALSE 77531 Mm.440605 Q8BIZ1 chr10 GO:0008150 biological_process GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0030054  // GO:0042995  // GO:0045202  // GO:0045211  // GO:0005575  // GO:0014069  // GO:0043197 nucleus  // cytoplasm  // plasma membrane  // membrane  // cell junction  // cell projection  // synapse  // postsynaptic membrane  // cellular_component  // postsynaptic density  // dendritic spine GO:0046875  // GO:0046875 ephrin receptor binding  // ephrin receptor binding ○
17238449 193.3304 198.2105 0.9753792 -0.035965 0 main NM_172790 Ankrd52 ankyrin repeat domain 52 NM_172790 RefSeq Mus musculus ankyrin repeat domain 52 (Ankrd52), mRNA. FALSE 237615 Mm.440177 Q8BTI7 chr10 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17238571 297.3772 268.5456 1.107362 0.147127 0 main NM_028873 Dnajc14 DnaJ (Hsp40) homolog, subfamily C, member 14 NM_028873 RefSeq Mus musculus DnaJ (Hsp40) homolog, subfamily C, member 14 (Dnajc14), mRNA. FALSE 74330 Mm.296915 Q921R4 chr10 GO:0006810  // GO:0015031  // GO:0008150 transport  // protein transport  // biological_process GO:0005783  // GO:0016020  // GO:0016021  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // endoplasmic reticulum membrane GO:0001664  // GO:0050780 G-protein coupled receptor binding  // dopamine receptor binding ○
17239234 28.0104 24.57605 1.1397438 0.1887095 0 main NM_001114333 Grm1 glutamate receptor, metabotropic 1 NM_001114333 RefSeq Mus musculus glutamate receptor, metabotropic 1 (Grm1), transcript variant 2, mRNA. FALSE 14816 Mm.482986 P97772 chr10 GO:0000186  // GO:0000187  // GO:0007165  // GO:0007186  // GO:0007205  // GO:0007206  // GO:0007216  // GO:0007626  // GO:0019233  // GO:0019722  // GO:0043408  // GO:0051930  // GO:0051966  // GO:0071257  // GO:0007186  // GO:0007205  // GO:0007216  // GO:0007216  // GO:0038042  // GO:0051482  // GO:0051966 activation of MAPKK activity  // activation of MAPK activity  // signal transduction  // G-protein coupled receptor signaling pathway  // protein kinase C-activating G-protein coupled receptor signaling pathway  // phospholipase C-activating G-protein coupled glutamate receptor signaling pathway  // G-protein coupled glutamate receptor signaling pathway  // locomotory behavior  // sensory perception of pain  // calcium-mediated signaling  // regulation of MAPK cascade  // regulation of sensory perception of pain  // regulation of synaptic transmission, glutamatergic  // cellular response to electrical stimulus  // G-protein coupled receptor signaling pathway  // protein kinase C-activating G-protein coupled receptor signaling pathway  // G-protein coupled glutamate receptor signaling pathway  // G-protein coupled glutamate receptor signaling pathway  // dimeric G-protein coupled receptor signaling pathway  // positive regulation of cytosolic calcium ion concentration involved in phospholipase C-activating G-pGO:0005634  // GO:0005886  // GO:0005887  // GO:0014069  // GO:0014069  // GO:0016020  // GO:0016021  // GO:0030424  // GO:0030425  // GO:0038038  // GO:0042734  // GO:0043005  // GO:0043025  // GO:0043197  // GO:0045211  // GO:0005887  // GO:0005887  // GO:0038038 nucleus  // plasma membrane  // integral component of plasma membrane  // postsynaptic density  // postsynaptic density  // membrane  // integral component of membrane  // axon  // dendrite  // G-protein coupled receptor homodimeric complex  // presynaptic membrane  // neuron projection  // neuronal cell body  // dendritic spine  // postsynaptic membrane  // integral component of plasma membrane  // integral component of plasma membrane  // G-protein coupled receptor homodimeric complex GO:0001639  // GO:0004871  // GO:0004930  // GO:0005515  // GO:0008066  // GO:0030331  // GO:0042802  // GO:0008066  // GO:0008066  // GO:0008066 PLC activating G-protein coupled glutamate receptor activity  // signal transducer activity  // G-protein coupled receptor activity  // protein binding  // glutamate receptor activity  // estrogen receptor binding  // identical protein binding  // glutamate receptor activity  // glutamate receptor activity  // glutamate receptor activity ○
17240123 11.87797 11.32564 1.0487681 0.0686957 0 main XM_006512693 Clvs2 clavesin 2 XM_006512693 RefSeq PREDICTED: Mus musculus clavesin 2 (Clvs2), transcript variant X1, mRNA. FALSE 215890 Mm.94461 Q8BG92 chr10 GO:0006810  // GO:0007040  // GO:0007040 transport  // lysosome organization  // lysosome organization GO:0005622  // GO:0005768  // GO:0005794  // GO:0005802  // GO:0016020  // GO:0030136  // GO:0031410  // GO:0005768  // GO:0005768  // GO:0005802  // GO:0030136  // GO:0031901 intracellular  // endosome  // Golgi apparatus  // trans-Golgi network  // membrane  // clathrin-coated vesicle  // cytoplasmic vesicle  // endosome  // endosome  // trans-Golgi network  // clathrin-coated vesicle  // early endosome membrane GO:0005215  // GO:0008289  // GO:0080025  // GO:0080025  // GO:0080025 transporter activity  // lipid binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding ○
17240226 378.1627 234.4308 1.6131101 0.6898449 0 main NM_008538 Marcks myristoylated alanine rich protein kinase C substrate NM_008538 RefSeq Mus musculus myristoylated alanine rich protein kinase C substrate (Marcks), mRNA. FALSE 17118 Mm.30059 P26645 chr10 --- --- GO:0005737  // GO:0005813  // GO:0005856  // GO:0005938  // GO:0016020  // GO:0042585  // GO:0005737  // GO:0016020 cytoplasm  // centrosome  // cytoskeleton  // cell cortex  // membrane  // germinal vesicle  // cytoplasm  // membrane GO:0003779  // GO:0005080  // GO:0005515  // GO:0005516 actin binding  // protein kinase C binding  // protein binding  // calmodulin binding ○
17241032 201.7627 187.1108 1.078306 0.1087667 0 main NM_029083 Ddit4 DNA-damage-inducible transcript 4 NM_029083 RefSeq Mus musculus DNA-damage-inducible transcript 4 (Ddit4), mRNA. FALSE 74747 Mm.21697 Q9D3F7 chr10 GO:0001666  // GO:0001666  // GO:0001764  // GO:0006915  // GO:0007420  // GO:0008283  // GO:0009968  // GO:0010801  // GO:0030182  // GO:0032007  // GO:0032007  // GO:0033137  // GO:0042771  // GO:0043241  // GO:0045820  // GO:0048011  // GO:0051607  // GO:0072593  // GO:1901216  // GO:1902532  // GO:0001666  // GO:0001764  // GO:0006915  // GO:0007420  // GO:0008283  // GO:0010801  // GO:0030182  // GO:0032007  // GO:0033137  // GO:0048011  // GO:1901216  // GO:1902532 response to hypoxia  // response to hypoxia  // neuron migration  // apoptotic process  // brain development  // cell proliferation  // negative regulation of signal transduction  // negative regulation of peptidyl-threonine phosphorylation  // neuron differentiation  // negative regulation of TOR signaling  // negative regulation of TOR signaling  // negative regulation of peptidyl-serine phosphorylation  // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // protein complex disassembly  // negative regulation of glycolytic process  // neurotrophin TRK receptor signaling pathway  // defense response to virus  // reactive oxygen species metabolic process  // positive regulation of neuron death  // negative regulation of intracellular signal transduction  // response to hypoxia  // neuron migration  // apoptotic process  // brain development  // cell proliferation  // negative regulation of peptidyl-threonine phosphorylation  // neuron differentiation  // negative regulatiGO:0005622  // GO:0005622  // GO:0005737  // GO:0005739  // GO:0005622  // GO:0005737  // GO:0005737  // GO:0005739  // GO:0005829 intracellular  // intracellular  // cytoplasm  // mitochondrion  // intracellular  // cytoplasm  // cytoplasm  // mitochondrion  // cytosol GO:0071889 14-3-3 protein binding ○
17243509 82.39014 139.9786 0.588591 -0.764663 0 main NM_010914 Nfyb nuclear transcription factor-Y beta NM_010914 RefSeq Mus musculus nuclear transcription factor-Y beta (Nfyb), mRNA. FALSE 18045 Mm.245998 P63139 chr10 GO:0006351  // GO:0006355  // GO:0045893  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005622  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0016602  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0016602 intracellular  // nucleus  // nucleus  // transcription factor complex  // CCAAT-binding factor complex  // nucleus  // nucleus  // nucleoplasm  // CCAAT-binding factor complex GO:0003677  // GO:0003677  // GO:0003700  // GO:0032403  // GO:0043565  // GO:0044212  // GO:0046982  // GO:0070491  // GO:0003677  // GO:0070491 DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // protein complex binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // protein heterodimerization activity  // repressing transcription factor binding  // DNA binding  // repressing transcription factor binding ○
17245095 322.5288 384.7924 0.8381891 -0.254652 0 main NM_001037848 Cnot2 CCR4-NOT transcription complex, subunit 2 NM_001037848 RefSeq Mus musculus CCR4-NOT transcription complex, subunit 2 (Cnot2), transcript variant 4, mRNA. FALSE 72068 Mm.351553 Q8C5L3 chr10 GO:0000122  // GO:0001829  // GO:0006351  // GO:0006355  // GO:0006417  // GO:0007275  // GO:0010606  // GO:0031047  // GO:0033147  // GO:0090503  // GO:2000036  // GO:2000036  // GO:0000122  // GO:0000122  // GO:0010606  // GO:0010606  // GO:0033147  // GO:0033147  // GO:0090503  // GO:0090503 negative regulation of transcription from RNA polymerase II promoter  // trophectodermal cell differentiation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of translation  // multicellular organismal development  // positive regulation of cytoplasmic mRNA processing body assembly  // gene silencing by RNA  // negative regulation of intracellular estrogen receptor signaling pathway  // RNA phosphodiester bond hydrolysis, exonucleolytic  // regulation of stem cell maintenance  // regulation of stem cell maintenance  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // positive regulation of cytoplasmic mRNA processing body assembly  // positive regulation of cytoplasmic mRNA processing body assembly  // negative regulation of intracellular estrogen receptor signaling pathway  // negative regulation of intracellular estrogen receptor signaling pathway  // RNA phosphodieGO:0005634  // GO:0005737  // GO:0030014  // GO:0005737  // GO:0005737  // GO:0030014  // GO:0030014 nucleus  // cytoplasm  // CCR4-NOT complex  // cytoplasm  // cytoplasm  // CCR4-NOT complex  // CCR4-NOT complex GO:0001226  // GO:0004535  // GO:0001226  // GO:0001226  // GO:0004535  // GO:0004535 RNA polymerase II transcription corepressor binding  // poly(A)-specific ribonuclease activity  // RNA polymerase II transcription corepressor binding  // RNA polymerase II transcription corepressor binding  // poly(A)-specific ribonuclease activity  // poly(A)-specific ribonuclease activity ○
17245188 245.1456 293.1326 0.8362959 -0.257915 0 main NM_177798 Frs2 fibroblast growth factor receptor substrate 2 NM_177798 RefSeq Mus musculus fibroblast growth factor receptor substrate 2 (Frs2), mRNA. FALSE 327826 Mm.135965 Q8C180 chr10 GO:0000187  // GO:0001702  // GO:0001759  // GO:0002088  // GO:0003281  // GO:0007169  // GO:0007405  // GO:0007405  // GO:0008543  // GO:0008543  // GO:0008543  // GO:0008595  // GO:0009967  // GO:0030900  // GO:0042981  // GO:0046619  // GO:0050678  // GO:0060527  // GO:0070307  // GO:0070307  // GO:0070372 activation of MAPK activity  // gastrulation with mouth forming second  // organ induction  // lens development in camera-type eye  // ventricular septum development  // transmembrane receptor protein tyrosine kinase signaling pathway  // neuroblast proliferation  // neuroblast proliferation  // fibroblast growth factor receptor signaling pathway  // fibroblast growth factor receptor signaling pathway  // fibroblast growth factor receptor signaling pathway  // anterior/posterior axis specification, embryo  // positive regulation of signal transduction  // forebrain development  // regulation of apoptotic process  // optic placode formation involved in camera-type eye formation  // regulation of epithelial cell proliferation  // prostate epithelial cord arborization involved in prostate glandular acinus morphogenesis  // lens fiber cell development  // lens fiber cell development  // regulation of ERK1 and ERK2 cascade GO:0005737  // GO:0005886  // GO:0005911  // GO:0016020 cytoplasm  // plasma membrane  // cell-cell junction  // membrane GO:0005068  // GO:0005104  // GO:0005158  // GO:0005168  // GO:0005515  // GO:0005104  // GO:0005168 transmembrane receptor protein tyrosine kinase adaptor activity  // fibroblast growth factor receptor binding  // insulin receptor binding  // neurotrophin TRKA receptor binding  // protein binding  // fibroblast growth factor receptor binding  // neurotrophin TRKA receptor binding ○
17245587 439.5294 454.9009 0.9662091 -0.049593 0 main NM_001163024 Mon2 MON2 homolog (yeast) NM_001163024 RefSeq Mus musculus MON2 homolog (yeast) (Mon2), transcript variant 1, mRNA. FALSE 67074 Mm.169924 Q80TL7 chr10 GO:0006810  // GO:0015031  // GO:0016192  // GO:0030036  // GO:0043087  // GO:0006895  // GO:0016192  // GO:0030036  // GO:0043547 transport  // protein transport  // vesicle-mediated transport  // actin cytoskeleton organization  // regulation of GTPase activity  // Golgi to endosome transport  // vesicle-mediated transport  // actin cytoskeleton organization  // positive regulation of GTPase activity GO:0005802  // GO:0005802 trans-Golgi network  // trans-Golgi network GO:0005086  // GO:0005086 ARF guanyl-nucleotide exchange factor activity  // ARF guanyl-nucleotide exchange factor activity ○
17246268 48.08744 51.18897 0.9394102 -0.090173 0 main NM_011772 Ikzf4 IKAROS family zinc finger 4 NM_011772 RefSeq Mus musculus IKAROS family zinc finger 4 (Ikzf4), mRNA. FALSE 22781 Mm.358648 Q8C208 chr10 GO:0006351  // GO:0006355  // GO:0045892  // GO:0045944 transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0005515  // GO:0042803  // GO:0043425  // GO:0043565  // GO:0046872  // GO:0046982 nucleic acid binding  // DNA binding  // protein binding  // protein homodimerization activity  // bHLH transcription factor binding  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity ○
17247448 286.4043 315.9281 0.906549 -0.141543 0 main ENSMUST00000154425 Ppp3r1 protein phosphatase 3, regulatory subunit B, alpha isoform (calcineurin B, type I) ENSMUST00000154425 ENSEMBL havana:known chromosome:GRCm38:11:17192844:17195109:1 gene:ENSMUSG00000033953 gene_biotype:protein_coding transcript_biotype:processed_transcript FALSE 19058 Mm.41840  // Mm.401506  // Mm.474050 Q63810 chr11 GO:0001569  // GO:0001837  // GO:0006470  // GO:0006470  // GO:0007507  // GO:0034504  // GO:0051531  // GO:0060487 patterning of blood vessels  // epithelial to mesenchymal transition  // protein dephosphorylation  // protein dephosphorylation  // heart development  // protein localization to nucleus  // NFAT protein import into nucleus  // lung epithelial cell differentiation GO:0005622  // GO:0005623  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0042383  // GO:0005829  // GO:0005829  // GO:0042383 intracellular  // cell  // cytoplasm  // plasma membrane  // membrane  // sarcolemma  // cytosol  // cytosol  // sarcolemma GO:0004721  // GO:0004721  // GO:0005509  // GO:0005515  // GO:0019899  // GO:0019904  // GO:0046872 phosphoprotein phosphatase activity  // phosphoprotein phosphatase activity  // calcium ion binding  // protein binding  // enzyme binding  // protein domain specific binding  // metal ion binding ○
17247519 177.3747 168.062 1.0554123 0.0778067 0 main NM_033523 Spred2 sprouty-related, EVH1 domain containing 2 NM_033523 RefSeq Mus musculus sprouty-related, EVH1 domain containing 2 (Spred2), mRNA. FALSE 114716 Mm.266627 Q924S7 chr11 GO:0000188  // GO:0007275  // GO:0009966  // GO:0010801  // GO:0010801  // GO:0043517  // GO:0071901  // GO:0090311 inactivation of MAPK activity  // multicellular organismal development  // regulation of signal transduction  // negative regulation of peptidyl-threonine phosphorylation  // negative regulation of peptidyl-threonine phosphorylation  // positive regulation of DNA damage response, signal transduction by p53 class mediator  // negative regulation of protein serine/threonine kinase activity  // regulation of protein deacetylation GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0031410  // GO:0005737  // GO:0030658  // GO:0031410 nucleus  // cytoplasm  // plasma membrane  // membrane  // cytoplasmic vesicle  // cytoplasm  // transport vesicle membrane  // cytoplasmic vesicle GO:0005173  // GO:0005515  // GO:0019901  // GO:0019901  // GO:0030291 stem cell factor receptor binding  // protein binding  // protein kinase binding  // protein kinase binding  // protein serine/threonine kinase inhibitor activity ○
17247533 1017.681 1084.556 0.9383388 -0.091819 0 main ENSMUST00000132285 Rab1 RAB1, member RAS oncogene family ENSMUST00000132285 ENSEMBL havana:known chromosome:GRCm38:11:20201439:20219487:1 gene:ENSMUSG00000020149 gene_biotype:protein_coding transcript_biotype:processed_transcript FALSE 19324 Mm.271944  // Mm.368433  // Mm.471872  // Mm.486775  // Mm.491009 P62821 chr11 GO:0000045  // GO:0006184  // GO:0006810  // GO:0006886  // GO:0006888  // GO:0006897  // GO:0006914  // GO:0007264  // GO:0015031  // GO:0016192  // GO:0016477  // GO:0016477  // GO:0030252  // GO:0032402  // GO:0034446  // GO:0042742  // GO:0047496  // GO:0072606  // GO:0000045  // GO:0000045  // GO:0006184  // GO:0006184  // GO:0006888  // GO:0006888  // GO:0006888  // GO:0006897  // GO:0006897  // GO:0006914  // GO:0006914  // GO:0016477  // GO:0030252  // GO:0030252  // GO:0042742  // GO:0042742  // GO:0047496  // GO:0047496  // GO:0072606  // GO:0072606 autophagic vacuole assembly  // GTP catabolic process  // transport  // intracellular protein transport  // ER to Golgi vesicle-mediated transport  // endocytosis  // autophagy  // small GTPase mediated signal transduction  // protein transport  // vesicle-mediated transport  // cell migration  // cell migration  // growth hormone secretion  // melanosome transport  // substrate adhesion-dependent cell spreading  // defense response to bacterium  // vesicle transport along microtubule  // interleukin-8 secretion  // autophagic vacuole assembly  // autophagic vacuole assembly  // GTP catabolic process  // GTP catabolic process  // ER to Golgi vesicle-mediated transport  // ER to Golgi vesicle-mediated transport  // ER to Golgi vesicle-mediated transport  // endocytosis  // endocytosis  // autophagy  // autophagy  // cell migration  // growth hormone secretion  // growth hormone secretion  // defense response to bacterium  // defense response to bacterium  // vesicle transport along microtubule  // vesicle tranGO:0000139  // GO:0005622  // GO:0005623  // GO:0005737  // GO:0005768  // GO:0005769  // GO:0005783  // GO:0005789  // GO:0005794  // GO:0016020  // GO:0042470  // GO:0043025  // GO:0070062  // GO:0005769  // GO:0005794  // GO:0005829  // GO:0042470 Golgi membrane  // intracellular  // cell  // cytoplasm  // endosome  // early endosome  // endoplasmic reticulum  // endoplasmic reticulum membrane  // Golgi apparatus  // membrane  // melanosome  // neuronal cell body  // extracellular vesicular exosome  // early endosome  // Golgi apparatus  // cytosol  // melanosome GO:0000166  // GO:0003924  // GO:0005515  // GO:0005525  // GO:0003924  // GO:0003924  // GO:0005525 nucleotide binding  // GTPase activity  // protein binding  // GTP binding  // GTPase activity  // GTPase activity  // GTP binding ○
17247550 413.364 423.2663 0.976605 -0.034153 0 main ENSMUST00000101477 Peli1 pellino 1 ENSMUST00000101477 ENSEMBL havana:known chromosome:GRCm38:11:21135469:21150323:1 gene:ENSMUSG00000020134 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 67245 Mm.28957  // Mm.403029  // Mm.408019  // Mm.408628 Q8C669 chr11 GO:0000209  // GO:0001819  // GO:0008063  // GO:0030890  // GO:0031398  // GO:0032088  // GO:0032496  // GO:0034141  // GO:0034145  // GO:0042130  // GO:0043123  // GO:0043331  // GO:0050868  // GO:0050871  // GO:0070936  // GO:0016567 protein polyubiquitination  // positive regulation of cytokine production  // Toll signaling pathway  // positive regulation of B cell proliferation  // positive regulation of protein ubiquitination  // negative regulation of NF-kappaB transcription factor activity  // response to lipopolysaccharide  // positive regulation of toll-like receptor 3 signaling pathway  // positive regulation of toll-like receptor 4 signaling pathway  // negative regulation of T cell proliferation  // positive regulation of I-kappaB kinase/NF-kappaB signaling  // response to dsRNA  // negative regulation of T cell activation  // positive regulation of B cell activation  // protein K48-linked ubiquitination  // protein ubiquitination GO:0005634 nucleus GO:0004842  // GO:0005515  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0005515 ubiquitin-protein transferase activity  // protein binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // protein binding ○
17248213 433.511 864.8309 0.5012668 -0.996349 0 main NM_001290676 Cpeb4 cytoplasmic polyadenylation element binding protein 4 NM_001290676 RefSeq Mus musculus cytoplasmic polyadenylation element binding protein 4 (Cpeb4), transcript variant 2, mRNA. FALSE 67579 Mm.339792 Q7TN98 chr11 GO:0002931  // GO:0035235  // GO:0036294  // GO:0042149  // GO:0043524  // GO:0071230  // GO:0071230  // GO:0035235  // GO:0036294  // GO:0042149  // GO:0043524  // GO:0071230 response to ischemia  // ionotropic glutamate receptor signaling pathway  // cellular response to decreased oxygen levels  // cellular response to glucose starvation  // negative regulation of neuron apoptotic process  // cellular response to amino acid stimulus  // cellular response to amino acid stimulus  // ionotropic glutamate receptor signaling pathway  // cellular response to decreased oxygen levels  // cellular response to glucose starvation  // negative regulation of neuron apoptotic process  // cellular response to amino acid stimulus GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005783  // GO:0014069  // GO:0030425  // GO:0030425  // GO:0045202  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm  // cytoplasm  // endoplasmic reticulum  // postsynaptic density  // dendrite  // dendrite  // synapse  // nucleus  // cytoplasm GO:0000166  // GO:0003676  // GO:0003723  // GO:0044822  // GO:0003723 nucleotide binding  // nucleic acid binding  // RNA binding  // poly(A) RNA binding  // RNA binding ○
17248288 127.1214 143.4328 0.8862785 -0.174168 0 main NM_177364 Sh3pxd2b SH3 and PX domains 2B NM_177364 RefSeq Mus musculus SH3 and PX domains 2B (Sh3pxd2b), mRNA. FALSE 268396 Mm.227616 A2AAY5 chr11 GO:0001501  // GO:0001501  // GO:0001654  // GO:0001654  // GO:0006801  // GO:0007507  // GO:0007507  // GO:0022617  // GO:0030154  // GO:0045600  // GO:0060348  // GO:0060348  // GO:0060612  // GO:0071800  // GO:0072657  // GO:0001501  // GO:0001654  // GO:0006801  // GO:0006801  // GO:0007507  // GO:0022617  // GO:0060348  // GO:0072657  // GO:0072657 skeletal system development  // skeletal system development  // eye development  // eye development  // superoxide metabolic process  // heart development  // heart development  // extracellular matrix disassembly  // cell differentiation  // positive regulation of fat cell differentiation  // bone development  // bone development  // adipose tissue development  // podosome assembly  // protein localization to membrane  // skeletal system development  // eye development  // superoxide metabolic process  // superoxide metabolic process  // heart development  // extracellular matrix disassembly  // bone development  // protein localization to membrane  // protein localization to membrane GO:0002102  // GO:0005737  // GO:0030054  // GO:0042995  // GO:0002102  // GO:0005737 podosome  // cytoplasm  // cell junction  // cell projection  // podosome  // cytoplasm GO:0010314  // GO:0032266  // GO:0035091  // GO:0042169  // GO:0070273  // GO:0080025 phosphatidylinositol-5-phosphate binding  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol binding  // SH2 domain binding  // phosphatidylinositol-4-phosphate binding  // phosphatidylinositol-3,5-bisphosphate binding ○
17248476 1037.724 939.384 1.1046856 0.1436359 0 main NM_145962 Pank3 pantothenate kinase 3 NM_145962 RefSeq Mus musculus pantothenate kinase 3 (Pank3), mRNA. FALSE 211347 Mm.255044 Q8R2W9 chr11 GO:0015937  // GO:0016310  // GO:0015937  // GO:0016310 coenzyme A biosynthetic process  // phosphorylation  // coenzyme A biosynthetic process  // phosphorylation GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0000166  // GO:0004594  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0004594 nucleotide binding  // pantothenate kinase activity  // ATP binding  // kinase activity  // transferase activity  // pantothenate kinase activity ○
17253307 210.5211 296.9527 0.7089382 -0.496268 0 main NM_001024205 Nufip2 nuclear fragile X mental retardation protein interacting protein 2 NM_001024205 RefSeq Mus musculus nuclear fragile X mental retardation protein interacting protein 2 (Nufip2), mRNA. FALSE 68564 Mm.428996 Q5F2E7 chr11 --- --- GO:0005634  // GO:0005737  // GO:0042788  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0042788  // GO:0042788 nucleus  // cytoplasm  // polysomal ribosome  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // polysomal ribosome  // polysomal ribosome GO:0003723  // GO:0044822  // GO:0003723  // GO:0003723 RNA binding  // poly(A) RNA binding  // RNA binding  // RNA binding ○
17254933 283.0973 393.6081 0.7192365 -0.475462 0 main NM_016686 Vezf1 vascular endothelial zinc finger 1 NM_016686 RefSeq Mus musculus vascular endothelial zinc finger 1 (Vezf1), mRNA. FALSE 22344 Mm.46628 Q5SXC3 chr11 GO:0001525  // GO:0001885 angiogenesis  // endothelial cell development GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003676  // GO:0046872 nucleic acid binding  // metal ion binding ○
17255443 257.5068 225.9709 1.1395574 0.1884735 0 main NM_201609 Zfp652 zinc finger protein 652 NM_201609 RefSeq Mus musculus zinc finger protein 652 (Zfp652), mRNA. FALSE 268469 Mm.389038  // Mm.418731 Q5DU09 chr11 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17255727 75.58215 61.25826 1.2338279 0.3031412 0 main NM_001081434 Osbpl7 oxysterol binding protein-like 7 NM_001081434 RefSeq Mus musculus oxysterol binding protein-like 7 (Osbpl7), mRNA. FALSE 71240 Mm.190450 A2A716 chr11 GO:0006810  // GO:0006869  // GO:0071397  // GO:1901800  // GO:0071397  // GO:1901800 transport  // lipid transport  // cellular response to cholesterol  // positive regulation of proteasomal protein catabolic process  // cellular response to cholesterol  // positive regulation of proteasomal protein catabolic process GO:0005776  // GO:0005829  // GO:0005886  // GO:0097038  // GO:0005776  // GO:0005829  // GO:0005886  // GO:0097038 autophagic vacuole  // cytosol  // plasma membrane  // perinuclear endoplasmic reticulum  // autophagic vacuole  // cytosol  // plasma membrane  // perinuclear endoplasmic reticulum GO:0015485  // GO:0015485 cholesterol binding  // cholesterol binding ○
17255775 78.28211 106.8942 0.7323326 -0.449429 0 main NM_138657 Socs7 suppressor of cytokine signaling 7 NM_138657 RefSeq Mus musculus suppressor of cytokine signaling 7 (Socs7), mRNA. FALSE 192157 Mm.34339 Q8VHQ2 chr11 GO:0008286  // GO:0009968  // GO:0016567  // GO:0035556  // GO:0040008  // GO:0045444  // GO:0016567 insulin receptor signaling pathway  // negative regulation of signal transduction  // protein ubiquitination  // intracellular signal transduction  // regulation of growth  // fat cell differentiation  // protein ubiquitination GO:0005634  // GO:0005730  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0043231  // GO:0005634 nucleus  // nucleolus  // cytoplasm  // plasma membrane  // membrane  // intracellular membrane-bounded organelle  // nucleus --- --- ○
17255828 163.7507 181.5189 0.9021138 -0.148619 0 main NM_139311 Mllt6 myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila); translocated to, 6 NM_139311 RefSeq Mus musculus myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila); translocated to, 6 (Mllt6), mRNA. FALSE 246198 Mm.23685 B1AR09 chr11 GO:0008150 biological_process GO:0005575 cellular_component GO:0046872  // GO:0003674  // GO:0008270 metal ion binding  // molecular_function  // zinc ion binding ○
17256991 44.79544 38.2034 1.1725511 0.2296508 0 main NM_001110778 Adam11 a disintegrin and metallopeptidase domain 11 NM_001110778 RefSeq Mus musculus a disintegrin and metallopeptidase domain 11 (Adam11), transcript variant 1, mRNA. FALSE 11488 Mm.89854 Q9R1V4 chr11 GO:0006508  // GO:0007229 proteolysis  // integrin-mediated signaling pathway GO:0016020  // GO:0016021 membrane  // integral component of membrane GO:0004222  // GO:0005515  // GO:0008237  // GO:0008270 metalloendopeptidase activity  // protein binding  // metallopeptidase activity  // zinc ion binding ○
17257235 112.4936 120.3888 0.9344191 -0.097858 0 main NM_016780 Itgb3 integrin beta 3 NM_016780 RefSeq Mus musculus integrin beta 3 (Itgb3), mRNA. FALSE 16416 Mm.87150 O54890 chr11 GO:0001938  // GO:0002687  // GO:0006457  // GO:0006874  // GO:0007044  // GO:0007155  // GO:0007160  // GO:0007229  // GO:0007275  // GO:0008277  // GO:0010595  // GO:0010745  // GO:0010763  // GO:0010888  // GO:0014909  // GO:0014911  // GO:0030168  // GO:0030334  // GO:0030335  // GO:0032147  // GO:0032369  // GO:0033630  // GO:0033690  // GO:0043410  // GO:0045672  // GO:0045715  // GO:0045766  // GO:0045780  // GO:0045780  // GO:0048661  // GO:0048858  // GO:0050731  // GO:0050748  // GO:0060055  // GO:0060548  // GO:0070374  // GO:0070527  // GO:0072126  // GO:1900731  // GO:0007044  // GO:0007155  // GO:0007160  // GO:0007229  // GO:0030334  // GO:0070527 positive regulation of endothelial cell proliferation  // positive regulation of leukocyte migration  // protein folding  // cellular calcium ion homeostasis  // cell-substrate junction assembly  // cell adhesion  // cell-matrix adhesion  // integrin-mediated signaling pathway  // multicellular organismal development  // regulation of G-protein coupled receptor protein signaling pathway  // positive regulation of endothelial cell migration  // negative regulation of macrophage derived foam cell differentiation  // positive regulation of fibroblast migration  // negative regulation of lipid storage  // smooth muscle cell migration  // positive regulation of smooth muscle cell migration  // platelet activation  // regulation of cell migration  // positive regulation of cell migration  // activation of protein kinase activity  // negative regulation of lipid transport  // positive regulation of cell adhesion mediated by integrin  // positive regulation of osteoblast proliferation  // positive regulation of MAPK GO:0005634  // GO:0005886  // GO:0005925  // GO:0008305  // GO:0009897  // GO:0009986  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0016324  // GO:0034679  // GO:0042470  // GO:0043235  // GO:0070062  // GO:0071133  // GO:0005634  // GO:0008305  // GO:0016020  // GO:0043235 nucleus  // plasma membrane  // focal adhesion  // integrin complex  // external side of plasma membrane  // cell surface  // membrane  // integral component of membrane  // apical plasma membrane  // apical plasma membrane  // integrin alpha9-beta1 complex  // melanosome  // receptor complex  // extracellular vesicular exosome  // alpha9-beta1 integrin-ADAM8 complex  // nucleus  // integrin complex  // membrane  // receptor complex GO:0003756  // GO:0004872  // GO:0005178  // GO:0005515  // GO:0042277  // GO:0042802  // GO:0043184  // GO:0050839  // GO:0070051 protein disulfide isomerase activity  // receptor activity  // integrin binding  // protein binding  // peptide binding  // identical protein binding  // vascular endothelial growth factor receptor 2 binding  // cell adhesion molecule binding  // fibrinogen binding ○
17257801 72.32794 65.87026 1.0980364 0.1349258 0 main NM_015732 Axin2 axin2 NM_015732 RefSeq Mus musculus axin2 (Axin2), mRNA. FALSE 12006 Mm.71710 O88566 chr11 GO:0001756  // GO:0001934  // GO:0001957  // GO:0003139  // GO:0003413  // GO:0006355  // GO:0007275  // GO:0008219  // GO:0008283  // GO:0008285  // GO:0008285  // GO:0009950  // GO:0010718  // GO:0010942  // GO:0016055  // GO:0030111  // GO:0030282  // GO:0032423  // GO:0034613  // GO:0035412  // GO:0035414  // GO:0038032  // GO:0042476  // GO:0043547  // GO:0043570  // GO:0045668  // GO:0045860  // GO:0048255  // GO:0061181  // GO:0070602  // GO:0070602  // GO:0071407  // GO:0090090  // GO:0090244  // GO:2000054  // GO:0001934  // GO:0006355  // GO:0008219  // GO:0009950  // GO:0010718  // GO:0010942  // GO:0032423  // GO:0034613  // GO:0035412  // GO:0035414  // GO:0042476  // GO:0043547  // GO:0043570  // GO:0048255  // GO:0070602  // GO:0071407  // GO:0090090  // GO:0090090  // GO:0090244 somitogenesis  // positive regulation of protein phosphorylation  // intramembranous ossification  // secondary heart field specification  // chondrocyte differentiation involved in endochondral bone morphogenesis  // regulation of transcription, DNA-templated  // multicellular organismal development  // cell death  // cell proliferation  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // dorsal/ventral axis specification  // positive regulation of epithelial to mesenchymal transition  // positive regulation of cell death  // Wnt signaling pathway  // regulation of Wnt signaling pathway  // bone mineralization  // regulation of mismatch repair  // cellular protein localization  // regulation of catenin import into nucleus  // negative regulation of catenin import into nucleus  // termination of G-protein coupled receptor signaling pathway  // odontogenesis  // positive regulation of GTPase activity  // maintenance of DNA repeat elements  // negative regulation of osGO:0005622  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005813  // GO:0005813  // GO:0005881  // GO:0005886  // GO:0005938  // GO:0014069  // GO:0016023  // GO:0030877  // GO:0043234  // GO:0005737  // GO:0005813  // GO:0005881  // GO:0005886  // GO:0005938  // GO:0014069  // GO:0016023  // GO:0030877 intracellular  // nucleus  // nucleus  // cytoplasm  // centrosome  // centrosome  // cytoplasmic microtubule  // plasma membrane  // cell cortex  // postsynaptic density  // cytoplasmic membrane-bounded vesicle  // beta-catenin destruction complex  // protein complex  // cytoplasm  // centrosome  // cytoplasmic microtubule  // plasma membrane  // cell cortex  // postsynaptic density  // cytoplasmic membrane-bounded vesicle  // beta-catenin destruction complex GO:0004871  // GO:0005096  // GO:0005515  // GO:0008013  // GO:0019899  // GO:0019901  // GO:0031625  // GO:0031625  // GO:0070016  // GO:0070411  // GO:0005096  // GO:0008013  // GO:0019899  // GO:0019901  // GO:0070016 signal transducer activity  // GTPase activator activity  // protein binding  // beta-catenin binding  // enzyme binding  // protein kinase binding  // ubiquitin protein ligase binding  // ubiquitin protein ligase binding  // armadillo repeat domain binding  // I-SMAD binding  // GTPase activator activity  // beta-catenin binding  // enzyme binding  // protein kinase binding  // armadillo repeat domain binding ○
17258789 174.3007 226.4071 0.7698553 -0.377341 0 main NM_198022 Tnrc6c trinucleotide repeat containing 6C NM_198022 RefSeq Mus musculus trinucleotide repeat containing 6C (Tnrc6c), mRNA. FALSE 217351 Mm.40272 Q3UHC0 chr11 GO:0001706  // GO:0006417  // GO:0007492  // GO:0031047  // GO:0035162  // GO:0048568  // GO:0060213  // GO:0060964  // GO:1900153  // GO:0060213  // GO:1900153 endoderm formation  // regulation of translation  // endoderm development  // gene silencing by RNA  // embryonic hemopoiesis  // embryonic organ development  // positive regulation of nuclear-transcribed mRNA poly(A) tail shortening  // regulation of gene silencing by miRNA  // positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay  // positive regulation of nuclear-transcribed mRNA poly(A) tail shortening  // positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay GO:0005575 cellular_component GO:0000166  // GO:0003676  // GO:0003723  // GO:0003674 nucleotide binding  // nucleic acid binding  // RNA binding  // molecular_function ○
17261289 53.34941 45.55436 1.1711153 0.2278832 0 main NM_146016 Eml6 echinoderm microtubule associated protein like 6 NM_146016 RefSeq Mus musculus echinoderm microtubule associated protein like 6 (Eml6), mRNA. FALSE 237711 Mm.445271 Q5SQM0 chr11 GO:0008150 biological_process GO:0005737  // GO:0005856  // GO:0005874  // GO:0005575 cytoplasm  // cytoskeleton  // microtubule  // cellular_component GO:0003674 molecular_function ○
17261896 26.70852 24.7414 1.0795072 0.1103729 0 main NM_010250 Gabra1 gamma-aminobutyric acid (GABA) A receptor, subunit alpha 1 NM_010250 RefSeq Mus musculus gamma-aminobutyric acid (GABA) A receptor, subunit alpha 1 (Gabra1), mRNA. FALSE 14394 Mm.439668 P62812 chr11 GO:0006810  // GO:0006811  // GO:0006821  // GO:0007165  // GO:0007214  // GO:0051932  // GO:0034220  // GO:0051932  // GO:1902476  // GO:0007165 transport  // ion transport  // chloride transport  // signal transduction  // gamma-aminobutyric acid signaling pathway  // synaptic transmission, GABAergic  // ion transmembrane transport  // synaptic transmission, GABAergic  // chloride transmembrane transport  // signal transduction GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0034707  // GO:0045202  // GO:0045211  // GO:0005886  // GO:0005887 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // cell junction  // chloride channel complex  // synapse  // postsynaptic membrane  // plasma membrane  // integral component of plasma membrane GO:0004890  // GO:0005216  // GO:0005230  // GO:0005254  // GO:0005515  // GO:0008144  // GO:0016917  // GO:0008144  // GO:0016917 GABA-A receptor activity  // ion channel activity  // extracellular ligand-gated ion channel activity  // chloride channel activity  // protein binding  // drug binding  // GABA receptor activity  // drug binding  // GABA receptor activity ○
17262055 49.51683 56.09911 0.8826669 -0.180059 0 main NM_172524 Nipal4 NIPA-like domain containing 4 NM_172524 RefSeq Mus musculus NIPA-like domain containing 4 (Nipal4), mRNA. FALSE 214112 Mm.225253 Q8BZF2 chr11 GO:0006810  // GO:0006811  // GO:0015693  // GO:0015693 transport  // ion transport  // magnesium ion transport  // magnesium ion transport GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0015095  // GO:0003674 magnesium ion transmembrane transporter activity  // molecular_function ○
17262964 31.10429 28.15368 1.1048037 0.1437901 0 main NM_001029988 Fat2 FAT tumor suppressor homolog 2 (Drosophila) NM_001029988 RefSeq Mus musculus FAT tumor suppressor homolog 2 (Drosophila) (Fat2), mRNA. FALSE 245827 Mm.339363 Q5F226 chr11 GO:0007155  // GO:0007156  // GO:0010631  // GO:0007156  // GO:0007156  // GO:0010631  // GO:0010631 cell adhesion  // homophilic cell adhesion  // epithelial cell migration  // homophilic cell adhesion  // homophilic cell adhesion  // epithelial cell migration  // epithelial cell migration GO:0005634  // GO:0005886  // GO:0005913  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0070062  // GO:0005913  // GO:0005913 nucleus  // plasma membrane  // cell-cell adherens junction  // membrane  // integral component of membrane  // cell junction  // extracellular vesicular exosome  // cell-cell adherens junction  // cell-cell adherens junction GO:0005509 calcium ion binding ○
17266264 647.6657 808.1497 0.801418 -0.319373 0 main NM_144825 Taok1 TAO kinase 1 NM_144825 RefSeq Mus musculus TAO kinase 1 (Taok1), mRNA. FALSE 216965 Mm.340436 Q5F2E8 chr11 GO:0000165  // GO:0000186  // GO:0006281  // GO:0006468  // GO:0006915  // GO:0006950  // GO:0006974  // GO:0016310  // GO:0031572  // GO:0032874  // GO:0035556  // GO:0045860  // GO:0046330  // GO:0051493  // GO:0097194  // GO:0000165  // GO:0000186  // GO:0006468  // GO:0006974  // GO:0006974  // GO:0031572  // GO:0031572  // GO:0032874  // GO:0032874  // GO:0035556  // GO:0046330  // GO:0046330  // GO:0051493  // GO:0097194  // GO:0097194 MAPK cascade  // activation of MAPKK activity  // DNA repair  // protein phosphorylation  // apoptotic process  // response to stress  // cellular response to DNA damage stimulus  // phosphorylation  // G2 DNA damage checkpoint  // positive regulation of stress-activated MAPK cascade  // intracellular signal transduction  // positive regulation of protein kinase activity  // positive regulation of JNK cascade  // regulation of cytoskeleton organization  // execution phase of apoptosis  // MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // cellular response to DNA damage stimulus  // cellular response to DNA damage stimulus  // G2 DNA damage checkpoint  // G2 DNA damage checkpoint  // positive regulation of stress-activated MAPK cascade  // positive regulation of stress-activated MAPK cascade  // intracellular signal transduction  // positive regulation of JNK cascade  // positive regulation of JNK cascade  // regulation of cytoskeleton organization  // execution phase of apoptosis  GO:0005737  // GO:0070062  // GO:0005737  // GO:0005737 cytoplasm  // extracellular vesicular exosome  // cytoplasm  // cytoplasm GO:0000166  // GO:0004672  // GO:0004674  // GO:0004709  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019901  // GO:0030295  // GO:0004674  // GO:0004674  // GO:0004709 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase binding  // protein kinase activator activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity ○
17266498 243.4246 313.5163 0.7764336 -0.365065 0 main NM_008702 Nlk nemo like kinase NM_008702 RefSeq Mus musculus nemo like kinase (Nlk), mRNA. FALSE 18099 Mm.9001 O54949 chr11 GO:0000165  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0007179  // GO:0016055  // GO:0016310  // GO:0018107  // GO:0030178  // GO:0033136  // GO:0035556  // GO:0046777  // GO:0000165  // GO:0006355  // GO:0006468  // GO:0007179  // GO:0007179 MAPK cascade  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // transforming growth factor beta receptor signaling pathway  // Wnt signaling pathway  // phosphorylation  // peptidyl-threonine phosphorylation  // negative regulation of Wnt signaling pathway  // serine phosphorylation of STAT3 protein  // intracellular signal transduction  // protein autophosphorylation  // MAPK cascade  // regulation of transcription, DNA-templated  // protein phosphorylation  // transforming growth factor beta receptor signaling pathway  // transforming growth factor beta receptor signaling pathway GO:0005634  // GO:0005737  // GO:0005634 nucleus  // cytoplasm  // nucleus GO:0000166  // GO:0000287  // GO:0004672  // GO:0004674  // GO:0004707  // GO:0005515  // GO:0005524  // GO:0008134  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0031625  // GO:0042169  // GO:0046872  // GO:0004672  // GO:0004674  // GO:0004707  // GO:0005524  // GO:0008134  // GO:0008134  // GO:0031625  // GO:0031625 nucleotide binding  // magnesium ion binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase activity  // protein binding  // ATP binding  // transcription factor binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // ubiquitin protein ligase binding  // SH2 domain binding  // metal ion binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase activity  // ATP binding  // transcription factor binding  // transcription factor binding  // ubiquitin protein ligase binding  // ubiquitin protein ligase binding ○
17266534 109.636 102.0037 1.0748238 0.1041001 0 main NM_013571 Ksr1 kinase suppressor of ras 1 NM_013571 RefSeq Mus musculus kinase suppressor of ras 1 (Ksr1), mRNA. FALSE 16706 Mm.4745 Q61097 chr11 GO:0006468  // GO:0016310  // GO:0035556  // GO:0043410 protein phosphorylation  // phosphorylation  // intracellular signal transduction  // positive regulation of MAPK cascade GO:0005737  // GO:0005783  // GO:0016020  // GO:0005789 cytoplasm  // endoplasmic reticulum  // membrane  // endoplasmic reticulum membrane GO:0004672  // GO:0004674  // GO:0005078  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0031434  // GO:0046872  // GO:0031434 protein kinase activity  // protein serine/threonine kinase activity  // MAP-kinase scaffold activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // mitogen-activated protein kinase kinase binding  // metal ion binding  // mitogen-activated protein kinase kinase binding ○
17267632 101.3317 105.6088 0.9595005 -0.059644 0 main NM_019505 Dgke diacylglycerol kinase, epsilon NM_019505 RefSeq Mus musculus diacylglycerol kinase, epsilon (Dgke), mRNA. FALSE 56077 Mm.153695 Q9R1C6 chr11 GO:0007205  // GO:0008152  // GO:0016310  // GO:0035556 protein kinase C-activating G-protein coupled receptor signaling pathway  // metabolic process  // phosphorylation  // intracellular signal transduction GO:0005737  // GO:0016020  // GO:0016021  // GO:0005737  // GO:0016020 cytoplasm  // membrane  // integral component of membrane  // cytoplasm  // membrane GO:0000166  // GO:0003951  // GO:0004143  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0046872 nucleotide binding  // NAD+ kinase activity  // diacylglycerol kinase activity  // ATP binding  // kinase activity  // transferase activity  // metal ion binding ○
17270621 236.9771 276.8301 0.8560381 -0.224253 0 main NM_001081045 Kansl1 KAT8 regulatory NSL complex subunit 1 NM_001081045 RefSeq Mus musculus KAT8 regulatory NSL complex subunit 1 (Kansl1), mRNA. FALSE 76719 Mm.136418 Q80TG1 chr11 GO:0016568  // GO:0043981  // GO:0043982  // GO:0043984  // GO:0043981  // GO:0043981  // GO:0043982  // GO:0043982  // GO:0043984  // GO:0043984 chromatin modification  // histone H4-K5 acetylation  // histone H4-K8 acetylation  // histone H4-K16 acetylation  // histone H4-K5 acetylation  // histone H4-K5 acetylation  // histone H4-K8 acetylation  // histone H4-K8 acetylation  // histone H4-K16 acetylation  // histone H4-K16 acetylation GO:0000123  // GO:0005634  // GO:0071339  // GO:0000123  // GO:0000123  // GO:0005634  // GO:0071339  // GO:0071339 histone acetyltransferase complex  // nucleus  // MLL1 complex  // histone acetyltransferase complex  // histone acetyltransferase complex  // nucleus  // MLL1 complex  // MLL1 complex GO:0043995  // GO:0043996  // GO:0046972  // GO:0043995  // GO:0043995  // GO:0043996  // GO:0043996  // GO:0046972  // GO:0046972 histone acetyltransferase activity (H4-K5 specific)  // histone acetyltransferase activity (H4-K8 specific)  // histone acetyltransferase activity (H4-K16 specific)  // histone acetyltransferase activity (H4-K5 specific)  // histone acetyltransferase activity (H4-K5 specific)  // histone acetyltransferase activity (H4-K8 specific)  // histone acetyltransferase activity (H4-K8 specific)  // histone acetyltransferase activity (H4-K16 specific)  // histone acetyltransferase activity (H4-K16 specific) ○
17272095 64.37485 96.8969 0.6643644 -0.589953 0 main NM_008211 H3f3b H3 histone, family 3B NM_008211 RefSeq Mus musculus H3 histone, family 3B (H3f3b), mRNA. FALSE 15081 Mm.371563 P84244 chr11 GO:0001649  // GO:0006997  // GO:0042692  // GO:0090230  // GO:1902340  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // nucleus organization  // muscle cell differentiation  // regulation of centromere complex assembly  // negative regulation of chromosome condensation  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0005634  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nuclear chromosome  // nuclear nucleosome  // nucleus  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○
17272530 986.7911 1443.771 0.6834817 -0.549025 0 main NM_011358 Srsf2 serine/arginine-rich splicing factor 2 NM_011358 RefSeq Mus musculus serine/arginine-rich splicing factor 2 (Srsf2), mRNA. FALSE 20382 Mm.21841  // Mm.469331 Q62093 chr11 GO:0006397  // GO:0008380 mRNA processing  // RNA splicing GO:0005634  // GO:0005634  // GO:0005681  // GO:0016607  // GO:0016607  // GO:0005634  // GO:0005654  // GO:0016607  // GO:0016607 nucleus  // nucleus  // spliceosomal complex  // nuclear speck  // nuclear speck  // nucleus  // nucleoplasm  // nuclear speck  // nuclear speck GO:0000166  // GO:0003676  // GO:0003723  // GO:0005515  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // protein binding  // poly(A) RNA binding ○
17273819 248.0828 307.9908 0.8054877 -0.312066 0 main NM_001099628 Atad2b ATPase family, AAA domain containing 2B NM_001099628 RefSeq Mus musculus ATPase family, AAA domain containing 2B (Atad2b), mRNA. FALSE 320817 Mm.210966 E9Q166 chr12 GO:0008150  // GO:0008152 biological_process  // metabolic process GO:0005634 nucleus GO:0000166  // GO:0005524  // GO:0070577  // GO:0017111  // GO:0070577 nucleotide binding  // ATP binding  // lysine-acetylated histone binding  // nucleoside-triphosphatase activity  // lysine-acetylated histone binding ○
17277017 39.7174 37.5067 1.0589415 0.0826228 0 main XM_006516065 Rgs6 regulator of G-protein signaling 6 XM_006516065 RefSeq PREDICTED: Mus musculus regulator of G-protein signaling 6 (Rgs6), transcript variant X2, mRNA. FALSE 50779 Mm.153013 Q9Z2H2 chr12 GO:0007165  // GO:0007186  // GO:0009968  // GO:0035556  // GO:0038032  // GO:0043547  // GO:0045666  // GO:0007186  // GO:0043547  // GO:0043547  // GO:0045666 signal transduction  // G-protein coupled receptor signaling pathway  // negative regulation of signal transduction  // intracellular signal transduction  // termination of G-protein coupled receptor signaling pathway  // positive regulation of GTPase activity  // positive regulation of neuron differentiation  // G-protein coupled receptor signaling pathway  // positive regulation of GTPase activity  // positive regulation of GTPase activity  // positive regulation of neuron differentiation GO:0005737  // GO:0005794  // GO:0005834  // GO:0005886  // GO:0016020  // GO:0043234  // GO:0005737  // GO:0005737  // GO:0005886 cytoplasm  // Golgi apparatus  // heterotrimeric G-protein complex  // plasma membrane  // membrane  // protein complex  // cytoplasm  // cytoplasm  // plasma membrane GO:0004871  // GO:0005096  // GO:0005096  // GO:0005515  // GO:0019904  // GO:0005096 signal transducer activity  // GTPase activator activity  // GTPase activator activity  // protein binding  // protein domain specific binding  // GTPase activator activity ○
17277177 52.09187 48.52398 1.0735284 0.1023603 0 main NM_028821 Dnal1 dynein, axonemal, light chain 1 NM_028821 RefSeq Mus musculus dynein, axonemal, light chain 1 (Dnal1), mRNA. FALSE 105000 Mm.101525 Q05A62 chr12 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17277387 115.658 250.5789 0.4615632 -1.1154 0 main 2Down ENSMUST00000134311 Fos FBJ osteosarcoma oncogene ENSMUST00000134311 ENSEMBL havana:putative chromosome:GRCm38:12:85474911:85476063:1 gene:ENSMUSG00000021250 gene_biotype:protein_coding transcript_biotype:processed_transcript FALSE 14281 Mm.246513  // Mm.472279 P01101 chr12 GO:0006355  // GO:0006355  // GO:0006366  // GO:0007179  // GO:0007399  // GO:0031668  // GO:0034614  // GO:0035914  // GO:0042493  // GO:0045672  // GO:0045893  // GO:0045944  // GO:0060395  // GO:0071277  // GO:0001661  // GO:0006355  // GO:0006366  // GO:0007179  // GO:0007565  // GO:0007568  // GO:0009409  // GO:0009416  // GO:0009612  // GO:0009629  // GO:0009636  // GO:0014070  // GO:0030431  // GO:0032496  // GO:0032570  // GO:0032870  // GO:0034097  // GO:0034614  // GO:0042493  // GO:0045893  // GO:0051412  // GO:0051591  // GO:0060395 regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // transforming growth factor beta receptor signaling pathway  // nervous system development  // cellular response to extracellular stimulus  // cellular response to reactive oxygen species  // skeletal muscle cell differentiation  // response to drug  // positive regulation of osteoclast differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // SMAD protein signal transduction  // cellular response to calcium ion  // conditioned taste aversion  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // transforming growth factor beta receptor signaling pathway  // female pregnancy  // aging  // response to cold  // response to light stimulus  // response to mechanical stimulus  // response to gravity  // response to toxic substance  // respGO:0005634  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0005783  // GO:0016020  // GO:0043005  // GO:0005634  // GO:0005634  // GO:0005829  // GO:0016020  // GO:0043005 nucleus  // nucleus  // nucleus  // transcription factor complex  // cytoplasm  // endoplasmic reticulum  // membrane  // neuron projection  // nucleus  // nucleus  // cytosol  // membrane  // neuron projection GO:0000979  // GO:0003677  // GO:0003677  // GO:0003690  // GO:0003700  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0008134  // GO:0043565  // GO:0044212  // GO:0046982  // GO:0070412  // GO:0003677  // GO:0003690  // GO:0003700  // GO:0008134  // GO:0043565  // GO:0044212  // GO:0070412 RNA polymerase II core promoter sequence-specific DNA binding  // DNA binding  // DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // transcription factor binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // protein heterodimerization activity  // R-SMAD binding  // DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // R-SMAD binding ○
17277521 74.09139 58.45456 1.267504 0.3419903 0 main NM_177354 Vash1 vasohibin 1 NM_177354 RefSeq Mus musculus vasohibin 1 (Vash1), mRNA. FALSE 238328 Mm.216101 Q8C1W1 chr12 GO:0001525  // GO:0001937  // GO:0007049  // GO:0007050  // GO:0009611  // GO:0010596  // GO:0010628  // GO:0016525  // GO:0016525  // GO:0016525  // GO:0043537  // GO:0045765  // GO:1901491  // GO:2000772  // GO:0001525  // GO:0001525  // GO:0001937  // GO:0001937  // GO:0009611  // GO:0009611  // GO:0010596  // GO:0010628  // GO:0016525  // GO:0043537  // GO:1901491  // GO:1901491  // GO:2000772  // GO:2000772 angiogenesis  // negative regulation of endothelial cell proliferation  // cell cycle  // cell cycle arrest  // response to wounding  // negative regulation of endothelial cell migration  // positive regulation of gene expression  // negative regulation of angiogenesis  // negative regulation of angiogenesis  // negative regulation of angiogenesis  // negative regulation of blood vessel endothelial cell migration  // regulation of angiogenesis  // negative regulation of lymphangiogenesis  // regulation of cellular senescence  // angiogenesis  // angiogenesis  // negative regulation of endothelial cell proliferation  // negative regulation of endothelial cell proliferation  // response to wounding  // response to wounding  // negative regulation of endothelial cell migration  // positive regulation of gene expression  // negative regulation of angiogenesis  // negative regulation of blood vessel endothelial cell migration  // negative regulation of lymphangiogenesis  // negative regulation of lymphangiogenesisGO:0005576  // GO:0005615  // GO:0005737  // GO:0005783  // GO:0045177  // GO:0005615  // GO:0005737  // GO:0005737  // GO:0005783  // GO:0045177 extracellular region  // extracellular space  // cytoplasm  // endoplasmic reticulum  // apical part of cell  // extracellular space  // cytoplasm  // cytoplasm  // endoplasmic reticulum  // apical part of cell GO:0003674 molecular_function ○
17279210 355.8349 385.0033 0.9242386 -0.113663 0 main NM_001025358 Klc1 kinesin light chain 1 NM_001025358 RefSeq Mus musculus kinesin light chain 1 (Klc1), transcript variant b, mRNA. FALSE 16593 Mm.278357 O88447 chr12 GO:0006886  // GO:0007018  // GO:0008088  // GO:0035418  // GO:0035617  // GO:0008152  // GO:0006886  // GO:0035418 intracellular protein transport  // microtubule-based movement  // axon cargo transport  // protein localization to synapse  // stress granule disassembly  // metabolic process  // intracellular protein transport  // protein localization to synapse GO:0005622  // GO:0005623  // GO:0005737  // GO:0005829  // GO:0005856  // GO:0005871  // GO:0005871  // GO:0005874  // GO:0016020  // GO:0030424  // GO:0030424  // GO:0030426  // GO:0031410  // GO:0031982  // GO:0035253  // GO:0035253  // GO:0043005  // GO:0043005  // GO:0043025  // GO:0043227  // GO:0005737  // GO:0005871  // GO:0016023  // GO:0030426  // GO:0030426  // GO:0031410  // GO:0042995  // GO:0016020  // GO:0030424  // GO:0031982  // GO:0043005  // GO:0043025 intracellular  // cell  // cytoplasm  // cytosol  // cytoskeleton  // kinesin complex  // kinesin complex  // microtubule  // membrane  // axon  // axon  // growth cone  // cytoplasmic vesicle  // vesicle  // ciliary rootlet  // ciliary rootlet  // neuron projection  // neuron projection  // neuronal cell body  // membrane-bounded organelle  // cytoplasm  // kinesin complex  // cytoplasmic membrane-bounded vesicle  // growth cone  // growth cone  // cytoplasmic vesicle  // cell projection  // membrane  // axon  // vesicle  // neuron projection  // neuronal cell body GO:0003777  // GO:0005515  // GO:0015631  // GO:0015631 microtubule motor activity  // protein binding  // tubulin binding  // tubulin binding ○
17280913 210.4908 167.5096 1.2565895 0.3295134 0 main NM_021361 Nova1 neuro-oncological ventral antigen 1 NM_021361 RefSeq Mus musculus neuro-oncological ventral antigen 1 (Nova1), mRNA. FALSE 664883 Mm.247195 Q9JKN6 chr12 GO:0000398  // GO:0000398  // GO:0007399  // GO:0051252 mRNA splicing, via spliceosome  // mRNA splicing, via spliceosome  // nervous system development  // regulation of RNA metabolic process GO:0005634  // GO:0005634  // GO:0005730  // GO:0043231  // GO:0005634 nucleus  // nucleus  // nucleolus  // intracellular membrane-bounded organelle  // nucleus GO:0003723  // GO:0003729  // GO:0005515  // GO:0044822 RNA binding  // mRNA binding  // protein binding  // poly(A) RNA binding ○
17281228 388.6653 432.9735 0.8976653 -0.15575 0 main NM_001003719 Ralgapa1 Ral GTPase activating protein, alpha subunit 1 NM_001003719 RefSeq Mus musculus Ral GTPase activating protein, alpha subunit 1 (Ralgapa1), transcript variant 3, mRNA. FALSE 56784 Mm.292180 Q6GYP7 chr12 GO:0006355  // GO:0032853  // GO:0032859  // GO:0051056  // GO:0032859  // GO:0032859 regulation of transcription, DNA-templated  // positive regulation of Ran GTPase activity  // activation of Ral GTPase activity  // regulation of small GTPase mediated signal transduction  // activation of Ral GTPase activity  // activation of Ral GTPase activity GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737  // GO:0005739 nucleus  // cytoplasm  // nucleus  // cytoplasm  // mitochondrion GO:0005096  // GO:0005098  // GO:0005515  // GO:0017123  // GO:0046982  // GO:0017123  // GO:0017123  // GO:0046982 GTPase activator activity  // Ran GTPase activator activity  // protein binding  // Ral GTPase activator activity  // protein heterodimerization activity  // Ral GTPase activator activity  // Ral GTPase activator activity  // protein heterodimerization activity ○
17284839 51.56115 54.55101 0.9451915 -0.081321 0 main NM_177290 Itgb8 integrin beta 8 NM_177290 RefSeq Mus musculus integrin beta 8 (Itgb8), mRNA. FALSE 320910 Mm.217000 Q0VBD0 chr12 GO:0001573  // GO:0007155  // GO:0007229  // GO:0007160  // GO:0007275 ganglioside metabolic process  // cell adhesion  // integrin-mediated signaling pathway  // cell-matrix adhesion  // multicellular organismal development GO:0016020  // GO:0016021  // GO:0070062  // GO:0008305 membrane  // integral component of membrane  // extracellular vesicular exosome  // integrin complex GO:0005102  // GO:0004872  // GO:0005102 receptor binding  // receptor activity  // receptor binding ○
17286595 342.7743 444.4544 0.7712249 -0.374776 0 main NM_001039188 Rreb1 ras responsive element binding protein 1 NM_001039188 RefSeq Mus musculus ras responsive element binding protein 1 (Rreb1), transcript variant 2, mRNA. FALSE 68750 Mm.491109 Q3UH06 chr13 GO:0006351  // GO:0006355  // GO:0045892 transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated GO:0005634  // GO:0005737  // GO:0070062  // GO:0005634  // GO:0016607 nucleus  // cytoplasm  // extracellular vesicular exosome  // nucleus  // nuclear speck GO:0003676  // GO:0003677  // GO:0003700  // GO:0046872 nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // metal ion binding ○
17286962 470.676 611.6155 0.7695619 -0.377891 0 main NM_153789 Mylip myosin regulatory light chain interacting protein NM_153789 RefSeq Mus musculus myosin regulatory light chain interacting protein (Mylip), mRNA. FALSE 218203 Mm.212855 Q8BM54 chr13 GO:0006928  // GO:0007399  // GO:0010989  // GO:0016567  // GO:0016567  // GO:0031648  // GO:0032803  // GO:0042632  // GO:0042787  // GO:0045732  // GO:0055098  // GO:0006928  // GO:0007399  // GO:0016567 cellular component movement  // nervous system development  // negative regulation of low-density lipoprotein particle clearance  // protein ubiquitination  // protein ubiquitination  // protein destabilization  // regulation of low-density lipoprotein particle receptor catabolic process  // cholesterol homeostasis  // protein ubiquitination involved in ubiquitin-dependent protein catabolic process  // positive regulation of protein catabolic process  // response to low-density lipoprotein particle  // cellular component movement  // nervous system development  // protein ubiquitination GO:0005622  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0019898  // GO:0005622 intracellular  // cytoplasm  // cytoskeleton  // plasma membrane  // membrane  // extrinsic component of membrane  // intracellular GO:0004842  // GO:0004842  // GO:0008092  // GO:0008270  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0008092 ubiquitin-protein transferase activity  // ubiquitin-protein transferase activity  // cytoskeletal protein binding  // zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // cytoskeletal protein binding ○
17286998 38.23375 32.43024 1.1789537 0.237507 0 main NM_001081425 Rbm24 RNA binding motif protein 24 NM_001081425 RefSeq Mus musculus RNA binding motif protein 24 (Rbm24), mRNA. FALSE 666794 Mm.38269 D3Z4I3 chr13 GO:0010830  // GO:0030154  // GO:0043488 regulation of myotube differentiation  // cell differentiation  // regulation of mRNA stability GO:0005634  // GO:0005737  // GO:0005575 nucleus  // cytoplasm  // cellular_component GO:0000166  // GO:0003676  // GO:0003723  // GO:0003730 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA 3'-UTR binding ○
17287144 44.78688 46.63666 0.9603364 -0.058388 0 main AK029314 Tes3-ps testis derived transcript 3, pseudogene AK029314 GenBank HTC Mus musculus 0 day neonate head cDNA, RIKEN full-length enriched library, clone:4832420G24 product:testis derived transcript 3, pseudogene, full insert sequence. FALSE 54339 Mm.441473 Q9QZ73 chr13 --- --- GO:0000151 ubiquitin ligase complex --- --- ○
17289196 82.20768 62.01216 1.3256703 0.406722 0 main NM_172589 Lhfpl2 lipoma HMGIC fusion partner-like 2 NM_172589 RefSeq Mus musculus lipoma HMGIC fusion partner-like 2 (Lhfpl2), mRNA. FALSE 218454 Mm.316553 Q8BGA2 chr13 GO:0008150 biological_process GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003674 molecular_function ○
17289824 189.1224 404.4613 0.4675908 -1.096681 0 main 2Down NM_172593 Mier3 mesoderm induction early response 1, family member 3 NM_172593 RefSeq Mus musculus mesoderm induction early response 1, family member 3 (Mier3), mRNA. FALSE 218613 Mm.31012 Q3UHF3 chr13 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0003677  // GO:0003682  // GO:0003674 DNA binding  // chromatin binding  // molecular_function ○
17290121 383.4963 534.5063 0.7174776 -0.478994 0 main XM_006517631 Paip1 polyadenylate binding protein-interacting protein 1 XM_006517631 RefSeq PREDICTED: Mus musculus polyadenylate binding protein-interacting protein 1 (Paip1), transcript variant X1, mRNA. FALSE 218693 Mm.490243 Q8VE62 chr13 GO:0006417  // GO:0045727  // GO:0045727 regulation of translation  // positive regulation of translation  // positive regulation of translation GO:0005737  // GO:0005575 cytoplasm  // cellular_component GO:0003723  // GO:0005515  // GO:0008494  // GO:0008494 RNA binding  // protein binding  // translation activator activity  // translation activator activity ○
17290363 155.3877 158.4648 0.9805818 -0.02829 0 main NM_001039388 Wdr37 WD repeat domain 37 NM_001039388 RefSeq Mus musculus WD repeat domain 37 (Wdr37), transcript variant 2, mRNA. FALSE 207615 Mm.284654 Q8CBE3 chr13 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17290815 262.2838 241.5116 1.0860091 0.1190362 0 main NM_019491 Rala v-ral simian leukemia viral oncogene homolog A (ras related) NM_019491 RefSeq Mus musculus v-ral simian leukemia viral oncogene homolog A (ras related) (Rala), mRNA. FALSE 56044 Mm.27348 P63321 chr13 GO:0000910  // GO:0006184  // GO:0006887  // GO:0007049  // GO:0007165  // GO:0007264  // GO:0017157  // GO:0017157  // GO:0031532  // GO:0051301  // GO:0051491  // GO:0051665  // GO:0051665  // GO:0000910  // GO:0000910  // GO:0007265  // GO:0031532  // GO:0051491 cytokinesis  // GTP catabolic process  // exocytosis  // cell cycle  // signal transduction  // small GTPase mediated signal transduction  // regulation of exocytosis  // regulation of exocytosis  // actin cytoskeleton reorganization  // cell division  // positive regulation of filopodium assembly  // membrane raft localization  // membrane raft localization  // cytokinesis  // cytokinesis  // Ras protein signal transduction  // actin cytoskeleton reorganization  // positive regulation of filopodium assembly GO:0005886  // GO:0009986  // GO:0016020  // GO:0030139  // GO:0032154  // GO:0070062  // GO:0005886  // GO:0005886  // GO:0009986  // GO:0016020  // GO:0030139  // GO:0030496  // GO:0030659  // GO:0032154  // GO:0032154 plasma membrane  // cell surface  // membrane  // endocytic vesicle  // cleavage furrow  // extracellular vesicular exosome  // plasma membrane  // plasma membrane  // cell surface  // membrane  // endocytic vesicle  // midbody  // cytoplasmic vesicle membrane  // cleavage furrow  // cleavage furrow GO:0000166  // GO:0005515  // GO:0005525  // GO:0031755  // GO:0003924  // GO:0031755  // GO:0031755 nucleotide binding  // protein binding  // GTP binding  // Edg-2 lysophosphatidic acid receptor binding  // GTPase activity  // Edg-2 lysophosphatidic acid receptor binding  // Edg-2 lysophosphatidic acid receptor binding ○
17292174 355.5998 314.4709 1.1307876 0.177328 0 main NM_001199304 Atxn1 ataxin 1 NM_001199304 RefSeq Mus musculus ataxin 1 (Atxn1), transcript variant 3, mRNA. FALSE 20238 Mm.342683 P54254 chr13 GO:0006351  // GO:0006355  // GO:0008344  // GO:0008542  // GO:0042326  // GO:0043569  // GO:0045892  // GO:0045944  // GO:0051168  // GO:0060079  // GO:0000122  // GO:0045892  // GO:0048286  // GO:0051168  // GO:0045892  // GO:0051168 transcription, DNA-templated  // regulation of transcription, DNA-templated  // adult locomotory behavior  // visual learning  // negative regulation of phosphorylation  // negative regulation of insulin-like growth factor receptor signaling pathway  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // nuclear export  // regulation of excitatory postsynaptic membrane potential  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription, DNA-templated  // lung alveolus development  // nuclear export  // negative regulation of transcription, DNA-templated  // nuclear export GO:0005634  // GO:0005654  // GO:0005737  // GO:0016363  // GO:0042272  // GO:0042405  // GO:0042405  // GO:0043231  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0005737  // GO:0005737  // GO:0016363  // GO:0042272  // GO:0042405  // GO:0005654  // GO:0016363  // GO:0042272  // GO:0042405  // GO:0043231 nucleus  // nucleoplasm  // cytoplasm  // nuclear matrix  // nuclear RNA export factor complex  // nuclear inclusion body  // nuclear inclusion body  // intracellular membrane-bounded organelle  // nucleus  // nucleus  // nucleoplasm  // cytoplasm  // cytoplasm  // nuclear matrix  // nuclear RNA export factor complex  // nuclear inclusion body  // nucleoplasm  // nuclear matrix  // nuclear RNA export factor complex  // nuclear inclusion body  // intracellular membrane-bounded organelle GO:0003677  // GO:0003723  // GO:0005515  // GO:0008022  // GO:0008266  // GO:0034046  // GO:0042802  // GO:0043621  // GO:0003682  // GO:0003723  // GO:0008022  // GO:0008266  // GO:0034046  // GO:0043621  // GO:0008022  // GO:0008266  // GO:0034046  // GO:0042802  // GO:0043621 DNA binding  // RNA binding  // protein binding  // protein C-terminus binding  // poly(U) RNA binding  // poly(G) binding  // identical protein binding  // protein self-association  // chromatin binding  // RNA binding  // protein C-terminus binding  // poly(U) RNA binding  // poly(G) binding  // protein self-association  // protein C-terminus binding  // poly(U) RNA binding  // poly(G) binding  // identical protein binding  // protein self-association ○
17292346 339.4914 423.4393 0.8017475 -0.31878 0 main NM_011078 Phf2 PHD finger protein 2 NM_011078 RefSeq Mus musculus PHD finger protein 2 (Phf2), mRNA. FALSE 18676 Mm.486213 Q9WTU0 chr13 GO:0006351  // GO:0006355  // GO:0006482  // GO:0016568  // GO:0033169  // GO:0033169  // GO:0055114  // GO:0061188  // GO:0006482  // GO:0006482  // GO:0061188  // GO:0061188 transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein demethylation  // chromatin modification  // histone H3-K9 demethylation  // histone H3-K9 demethylation  // oxidation-reduction process  // negative regulation of chromatin silencing at rDNA  // protein demethylation  // protein demethylation  // negative regulation of chromatin silencing at rDNA  // negative regulation of chromatin silencing at rDNA GO:0005634  // GO:0005730  // GO:0005737  // GO:0005634  // GO:0005730  // GO:0005730 nucleus  // nucleolus  // cytoplasm  // nucleus  // nucleolus  // nucleolus GO:0000907  // GO:0003713  // GO:0005506  // GO:0008270  // GO:0016491  // GO:0018602  // GO:0019798  // GO:0032454  // GO:0032454  // GO:0034792  // GO:0035064  // GO:0043734  // GO:0046872  // GO:0051213  // GO:0052634  // GO:0052635  // GO:0003713  // GO:0003713  // GO:0005506  // GO:0005506  // GO:0008270  // GO:0008270  // GO:0032454  // GO:0032454  // GO:0035064  // GO:0035064 sulfonate dioxygenase activity  // transcription coactivator activity  // iron ion binding  // zinc ion binding  // oxidoreductase activity  // 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase activity  // procollagen-proline dioxygenase activity  // histone demethylase activity (H3-K9 specific)  // histone demethylase activity (H3-K9 specific)  // hypophosphite dioxygenase activity  // methylated histone binding  // DNA-N1-methyladenine dioxygenase activity  // metal ion binding  // dioxygenase activity  // C-19 gibberellin 2-beta-dioxygenase activity  // C-20 gibberellin 2-beta-dioxygenase activity  // transcription coactivator activity  // transcription coactivator activity  // iron ion binding  // iron ion binding  // zinc ion binding  // zinc ion binding  // histone demethylase activity (H3-K9 specific)  // histone demethylase activity (H3-K9 specific)  // methylated histone binding  // methylated histone binding ○
17292732 156.933 170.0451 0.9228905 -0.115769 0 main NM_001146025 Rnf44 ring finger protein 44 NM_001146025 RefSeq Mus musculus ring finger protein 44 (Rnf44), transcript variant 1, mRNA. FALSE 105239 Mm.25366 Q3UHJ8 chr13 GO:0008150 biological_process GO:0005575 cellular_component GO:0008270  // GO:0046872  // GO:0003674 zinc ion binding  // metal ion binding  // molecular_function ○
17292759 61.13007 42.76512 1.4294376 0.5154476 0 main NM_033610 Sncb synuclein, beta NM_033610 RefSeq Mus musculus synuclein, beta (Sncb), mRNA. FALSE 104069 Mm.200843 Q91ZZ3 chr13 GO:0007268  // GO:0042417  // GO:0043524  // GO:0050808 synaptic transmission  // dopamine metabolic process  // negative regulation of neuron apoptotic process  // synapse organization GO:0005634  // GO:0005737  // GO:0005739  // GO:0005794  // GO:0030426  // GO:0043025  // GO:0043195  // GO:0043679  // GO:0045202  // GO:0005634  // GO:0005737  // GO:0005794  // GO:0030426  // GO:0043025  // GO:0043195  // GO:0043679 nucleus  // cytoplasm  // mitochondrion  // Golgi apparatus  // growth cone  // neuronal cell body  // terminal bouton  // axon terminus  // synapse  // nucleus  // cytoplasm  // Golgi apparatus  // growth cone  // neuronal cell body  // terminal bouton  // axon terminus GO:0005509  // GO:0043014  // GO:0048487  // GO:0005509  // GO:0043014  // GO:0048487 calcium ion binding  // alpha-tubulin binding  // beta-tubulin binding  // calcium ion binding  // alpha-tubulin binding  // beta-tubulin binding ○
17293085 204.4518 273.2763 0.7481505 -0.4186 0 main NM_029872 Hnrnpa0 heterogeneous nuclear ribonucleoprotein A0 NM_029872 RefSeq Mus musculus heterogeneous nuclear ribonucleoprotein A0 (Hnrnpa0), mRNA. FALSE 77134 Mm.490274 Q9CX86 chr13 GO:0006954  // GO:0032496  // GO:0070935 inflammatory response  // response to lipopolysaccharide  // 3'-UTR-mediated mRNA stabilization GO:0005634  // GO:0030529 nucleus  // ribonucleoprotein complex GO:0000166  // GO:0003676  // GO:0003723  // GO:0017091  // GO:0017091  // GO:0019901  // GO:0044822  // GO:0017091  // GO:0019901 nucleotide binding  // nucleic acid binding  // RNA binding  // AU-rich element binding  // AU-rich element binding  // protein kinase binding  // poly(A) RNA binding  // AU-rich element binding  // protein kinase binding ○
17296142 370.2949 591.9007 0.6256031 -0.67668 0 main NM_001122963 Gpbp1 GC-rich promoter binding protein 1 NM_001122963 RefSeq Mus musculus GC-rich promoter binding protein 1 (Gpbp1), transcript variant 1, mRNA. FALSE 73274 Mm.57286 Q6NXH3 chr13 GO:0006351  // GO:0006355  // GO:0045893  // GO:0045893 transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0005634  // GO:0005730  // GO:0005737  // GO:0005886  // GO:0043231  // GO:0005634 nucleus  // nucleolus  // cytoplasm  // plasma membrane  // intracellular membrane-bounded organelle  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0003677  // GO:0003700 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17297359 237.9575 225.8601 1.0535615 0.0752745 0 main NM_001113417 Thrb thyroid hormone receptor beta NM_001113417 RefSeq Mus musculus thyroid hormone receptor beta (Thrb), transcript variant 1, mRNA. FALSE 21834 Mm.32563 P37242 chr14 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006357  // GO:0006366  // GO:0007605  // GO:0007621  // GO:0008016  // GO:0008050  // GO:0008284  // GO:0009887  // GO:0019216  // GO:0030522  // GO:0030522  // GO:0032332  // GO:0043401  // GO:0045778  // GO:0045892  // GO:0045944  // GO:0060509  // GO:0090181  // GO:0090207  // GO:0006355  // GO:0030522  // GO:0030522 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // sensory perception of sound  // negative regulation of female receptivity  // regulation of heart contraction  // female courtship behavior  // positive regulation of cell proliferation  // organ morphogenesis  // regulation of lipid metabolic process  // intracellular receptor signaling pathway  // intracellular receptor signaling pathway  // positive regulation of chondrocyte differentiation  // steroid hormone mediated signaling pathway  // positive regulation of ossification  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // Type I pneumocyte differentiation  // regulation of cholesterol metabolic prGO:0000790  // GO:0005634  // GO:0005634  // GO:0005634 nuclear chromatin  // nucleus  // nucleus  // nucleus GO:0003677  // GO:0003690  // GO:0003700  // GO:0003707  // GO:0004887  // GO:0004887  // GO:0005515  // GO:0008270  // GO:0019899  // GO:0031490  // GO:0042803  // GO:0043565  // GO:0046872  // GO:0070324  // GO:0003700  // GO:0004887  // GO:0004887  // GO:0019899  // GO:0070324  // GO:0070324 DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // steroid hormone receptor activity  // thyroid hormone receptor activity  // thyroid hormone receptor activity  // protein binding  // zinc ion binding  // enzyme binding  // chromatin DNA binding  // protein homodimerization activity  // sequence-specific DNA binding  // metal ion binding  // thyroid hormone binding  // sequence-specific DNA binding transcription factor activity  // thyroid hormone receptor activity  // thyroid hormone receptor activity  // enzyme binding  // thyroid hormone binding  // thyroid hormone binding ○
17297913 898.0315 821.9045 1.0926227 0.1277953 0 main NM_007479 Arf4 ADP-ribosylation factor 4 NM_007479 RefSeq Mus musculus ADP-ribosylation factor 4 (Arf4), mRNA. FALSE 11843 Mm.297768 P61750 chr14 GO:0006471  // GO:0006810  // GO:0007173  // GO:0007264  // GO:0015031  // GO:0016192  // GO:0016477  // GO:0031584  // GO:0043066  // GO:0045944  // GO:2000377  // GO:0007173  // GO:0007420  // GO:0015031  // GO:0048678 protein ADP-ribosylation  // transport  // epidermal growth factor receptor signaling pathway  // small GTPase mediated signal transduction  // protein transport  // vesicle-mediated transport  // cell migration  // activation of phospholipase D activity  // negative regulation of apoptotic process  // positive regulation of transcription from RNA polymerase II promoter  // regulation of reactive oxygen species metabolic process  // epidermal growth factor receptor signaling pathway  // brain development  // protein transport  // response to axon injury GO:0005622  // GO:0005737  // GO:0005794  // GO:0005829  // GO:0005886  // GO:0032587  // GO:0070062 intracellular  // cytoplasm  // Golgi apparatus  // cytosol  // plasma membrane  // ruffle membrane  // extracellular vesicular exosome GO:0000166  // GO:0005154  // GO:0005515  // GO:0005525  // GO:0005525  // GO:0005525 nucleotide binding  // epidermal growth factor receptor binding  // protein binding  // GTP binding  // GTP binding  // GTP binding ○
17299217 44.12502 50.95481 0.8659638 -0.207621 0 main NM_019637 Styx serine/threonine/tyrosine interaction protein NM_019637 RefSeq Mus musculus serine/threonine/tyrosine interaction protein (Styx), mRNA. FALSE 56291 Mm.202561 Q60969 chr14 GO:0006470  // GO:0007283  // GO:0016311  // GO:0045204  // GO:0070372 protein dephosphorylation  // spermatogenesis  // dephosphorylation  // MAPK export from nucleus  // regulation of ERK1 and ERK2 cascade GO:0005737  // GO:0005634 cytoplasm  // nucleus GO:0004721  // GO:0005515  // GO:0008138  // GO:0016787  // GO:0016791 phosphoprotein phosphatase activity  // protein binding  // protein tyrosine/serine/threonine phosphatase activity  // hydrolase activity  // phosphatase activity ○
17299316 127.8254 157.564 0.8112602 -0.301763 0 main NM_080843 Socs4 suppressor of cytokine signaling 4 NM_080843 RefSeq Mus musculus suppressor of cytokine signaling 4 (Socs4), mRNA. FALSE 67296 Mm.425886 Q91ZA6 chr14 GO:0007175  // GO:0009968  // GO:0035556  // GO:0040008  // GO:0007175  // GO:0007175  // GO:0016567  // GO:0032436  // GO:0032436 negative regulation of epidermal growth factor-activated receptor activity  // negative regulation of signal transduction  // intracellular signal transduction  // regulation of growth  // negative regulation of epidermal growth factor-activated receptor activity  // negative regulation of epidermal growth factor-activated receptor activity  // protein ubiquitination  // positive regulation of proteasomal ubiquitin-dependent protein catabolic process  // positive regulation of proteasomal ubiquitin-dependent protein catabolic process GO:0005575 cellular_component GO:0003674 molecular_function ○
17300292 297.1501 235.6604 1.260925 0.3344825 0 main NM_022993 Lrp10 low-density lipoprotein receptor-related protein 10 NM_022993 RefSeq Mus musculus low-density lipoprotein receptor-related protein 10 (Lrp10), mRNA. FALSE 65107 Mm.472719 Q7TQH7 chr14 GO:0006629  // GO:0006869  // GO:0006898  // GO:0048839  // GO:0006897 lipid metabolic process  // lipid transport  // receptor-mediated endocytosis  // inner ear development  // endocytosis GO:0016021  // GO:0005905  // GO:0016020  // GO:0016021 integral component of membrane  // coated pit  // membrane  // integral component of membrane GO:0005041 low-density lipoprotein receptor activity ○
17300860 355.2199 446.2243 0.7960568 -0.329057 0 main NM_029498 Zmym2 zinc finger, MYM-type 2 NM_029498 RefSeq Mus musculus zinc finger, MYM-type 2 (Zmym2), mRNA. FALSE 76007 Mm.31417  // Mm.486624 Q9CU65 chr14 GO:0006351  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634  // GO:0016605  // GO:0016605 nucleus  // PML body  // PML body GO:0005515  // GO:0008270  // GO:0031624  // GO:0046872  // GO:0031624 protein binding  // zinc ion binding  // ubiquitin conjugating enzyme binding  // metal ion binding  // ubiquitin conjugating enzyme binding ○
17301225 33.48871 27.66383 1.2105594 0.2756739 0 main NM_177628 Fam167a family with sequence similarity 167, member A NM_177628 RefSeq Mus musculus family with sequence similarity 167, member A (Fam167a), mRNA. FALSE 219148 Mm.37882 Q6P1G6 chr14 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17301849 30.26217 40.01425 0.7562848 -0.402998 0 main ENSMUST00000160445 Gm16549 predicted gene 16549 ENSMUST00000160445 ENSEMBL havana:known chromosome:GRCm38:14:72589752:72603367:1 gene:ENSMUSG00000090216 gene_biotype:antisense transcript_biotype:antisense FALSE --- --- Q8BX90 chr14 --- --- --- --- --- --- ○
17302600 45.80589 50.52592 0.906582 -0.141491 0 main NM_198865 Slitrk5 SLIT and NTRK-like family, member 5 NM_198865 RefSeq Mus musculus SLIT and NTRK-like family, member 5 (Slitrk5), mRNA. FALSE 75409 Mm.235097 Q810B7 chr14 GO:0007268  // GO:0007409  // GO:0007625  // GO:0009410  // GO:0021756  // GO:0030534  // GO:0043588  // GO:0048813  // GO:0072358 synaptic transmission  // axonogenesis  // grooming behavior  // response to xenobiotic stimulus  // striatum development  // adult behavior  // skin development  // dendrite morphogenesis  // cardiovascular system development GO:0016020  // GO:0016021  // GO:0043235  // GO:0016021  // GO:0043235 membrane  // integral component of membrane  // receptor complex  // integral component of membrane  // receptor complex GO:0003674 molecular_function ○
17303941 218.0668 193.7652 1.1254178 0.1704607 0 main NM_018829 Ap3m1 adaptor-related protein complex 3, mu 1 subunit NM_018829 RefSeq Mus musculus adaptor-related protein complex 3, mu 1 subunit (Ap3m1), mRNA. FALSE 55946 Mm.376269 Q9JKC8 chr14 GO:0006810  // GO:0006886  // GO:0008089  // GO:0015031  // GO:0016192  // GO:0048490 transport  // intracellular protein transport  // anterograde axon cargo transport  // protein transport  // vesicle-mediated transport  // anterograde synaptic vesicle transport GO:0005622  // GO:0005623  // GO:0005765  // GO:0005794  // GO:0016020  // GO:0030131  // GO:0031410  // GO:0005765  // GO:0030659 intracellular  // cell  // lysosomal membrane  // Golgi apparatus  // membrane  // clathrin adaptor complex  // cytoplasmic vesicle  // lysosomal membrane  // cytoplasmic vesicle membrane --- --- ○
17305662 520.9209 595.9213 0.8741438 -0.194057 0 main NM_146054 Fermt2 fermitin family homolog 2 (Drosophila) NM_146054 RefSeq Mus musculus fermitin family homolog 2 (Drosophila) (Fermt2), mRNA. FALSE 218952 Mm.210018 Q8CIB5 chr14 GO:0007155  // GO:0007160  // GO:0007160  // GO:0007179  // GO:0007229  // GO:0008360  // GO:0016055  // GO:0033622  // GO:0033622  // GO:0034446  // GO:0048041  // GO:0072657  // GO:0007179  // GO:0007179  // GO:0007229  // GO:0007229  // GO:0016055  // GO:0016055  // GO:0033622  // GO:0033622 cell adhesion  // cell-matrix adhesion  // cell-matrix adhesion  // transforming growth factor beta receptor signaling pathway  // integrin-mediated signaling pathway  // regulation of cell shape  // Wnt signaling pathway  // integrin activation  // integrin activation  // substrate adhesion-dependent cell spreading  // focal adhesion assembly  // protein localization to membrane  // transforming growth factor beta receptor signaling pathway  // transforming growth factor beta receptor signaling pathway  // integrin-mediated signaling pathway  // integrin-mediated signaling pathway  // Wnt signaling pathway  // Wnt signaling pathway  // integrin activation  // integrin activation GO:0001725  // GO:0005634  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0005925  // GO:0016020  // GO:0030054  // GO:0031234  // GO:0031941  // GO:0042995  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005925  // GO:0005925  // GO:0005938  // GO:0009986  // GO:0031234  // GO:0031234  // GO:0031258  // GO:0031674 stress fiber  // nucleus  // cytoplasm  // cytoskeleton  // plasma membrane  // focal adhesion  // membrane  // cell junction  // extrinsic component of cytoplasmic side of plasma membrane  // filamentous actin  // cell projection  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // focal adhesion  // focal adhesion  // cell cortex  // cell surface  // extrinsic component of cytoplasmic side of plasma membrane  // extrinsic component of cytoplasmic side of plasma membrane  // lamellipodium membrane  // I band GO:0005547  // GO:0008289  // GO:0005547  // GO:0005547 phosphatidylinositol-3,4,5-trisphosphate binding  // lipid binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // phosphatidylinositol-3,4,5-trisphosphate binding ○
17306230 188.8597 207.4168 0.9105323 -0.135218 0 main NM_201637 Chd8 chromodomain helicase DNA binding protein 8 NM_201637 RefSeq Mus musculus chromodomain helicase DNA binding protein 8 (Chd8), mRNA. FALSE 67772 Mm.289934 Q09XV5 chr14 GO:0001701  // GO:0006200  // GO:0006351  // GO:0006355  // GO:0016055  // GO:0016568  // GO:0030178  // GO:0032508  // GO:0043044  // GO:0043066  // GO:0043066  // GO:0045892  // GO:0045892  // GO:0045893  // GO:0045944  // GO:0045945  // GO:0060070  // GO:2000270  // GO:0006200  // GO:0006200  // GO:0030178  // GO:0030178  // GO:0032508  // GO:0043044  // GO:0043044  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045945  // GO:0045945  // GO:0060070  // GO:0060070  // GO:0008152 in utero embryonic development  // ATP catabolic process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // Wnt signaling pathway  // chromatin modification  // negative regulation of Wnt signaling pathway  // DNA duplex unwinding  // ATP-dependent chromatin remodeling  // negative regulation of apoptotic process  // negative regulation of apoptotic process  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase III promoter  // canonical Wnt signaling pathway  // negative regulation of fibroblast apoptotic process  // ATP catabolic process  // ATP catabolic process  // negative regulation of Wnt signaling pathway  // negative regulation of Wnt signaling pathway  // DNA duplex unwinding  // ATP-dependent chromatin remodeling  // ATP-deGO:0005634  // GO:0005634  // GO:0043234  // GO:0071339  // GO:0005634  // GO:0043234  // GO:0071339  // GO:0071339 nucleus  // nucleus  // protein complex  // MLL1 complex  // nucleus  // protein complex  // MLL1 complex  // MLL1 complex GO:0000166  // GO:0002039  // GO:0003676  // GO:0003677  // GO:0003677  // GO:0003678  // GO:0004386  // GO:0005515  // GO:0005524  // GO:0008013  // GO:0008094  // GO:0016787  // GO:0016817  // GO:0035064  // GO:0042393  // GO:0070016  // GO:0003677  // GO:0003677  // GO:0003678  // GO:0003678  // GO:0005524  // GO:0005524  // GO:0008013  // GO:0008013  // GO:0008094  // GO:0008094  // GO:0035064  // GO:0035064  // GO:0070016 nucleotide binding  // p53 binding  // nucleic acid binding  // DNA binding  // DNA binding  // DNA helicase activity  // helicase activity  // protein binding  // ATP binding  // beta-catenin binding  // DNA-dependent ATPase activity  // hydrolase activity  // hydrolase activity, acting on acid anhydrides  // methylated histone binding  // histone binding  // armadillo repeat domain binding  // DNA binding  // DNA binding  // DNA helicase activity  // DNA helicase activity  // ATP binding  // ATP binding  // beta-catenin binding  // beta-catenin binding  // DNA-dependent ATPase activity  // DNA-dependent ATPase activity  // methylated histone binding  // methylated histone binding  // armadillo repeat domain binding ○
17307709 212.3038 205.0916 1.0351658 0.0498618 0 main XM_006518890 Hmbox1 homeobox containing 1 XM_006518890 RefSeq PREDICTED: Mus musculus homeobox containing 1 (Hmbox1), transcript variant X9, mRNA. FALSE 219150 Mm.344074 Q8BJA3 chr14 GO:0006351  // GO:0006355  // GO:0045892  // GO:0045893  // GO:0045892  // GO:0045892 transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated GO:0005634  // GO:0005737  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737 nucleus  // cytoplasm  // nucleus  // nucleus  // cytoplasm  // cytoplasm GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17307935 103.3587 173.6408 0.5952443 -0.748446 0 main NM_028032 Ppp2r2a protein phosphatase 2, regulatory subunit B, alpha NM_028032 RefSeq Mus musculus protein phosphatase 2, regulatory subunit B, alpha (Ppp2r2a), transcript variant 1, mRNA. FALSE 71978 Mm.273997 Q6P1F6 chr14 GO:0006470  // GO:0007165  // GO:0043278  // GO:0006470  // GO:0050790 protein dephosphorylation  // signal transduction  // response to morphine  // protein dephosphorylation  // regulation of catalytic activity GO:0000159  // GO:0000159 protein phosphatase type 2A complex  // protein phosphatase type 2A complex GO:0004722  // GO:0008601  // GO:0004722 protein serine/threonine phosphatase activity  // protein phosphatase type 2A regulator activity  // protein serine/threonine phosphatase activity ○
17308132 217.3462 245.1689 0.8865162 -0.173781 0 main NM_026331 Slc25a37 solute carrier family 25, member 37 NM_026331 RefSeq Mus musculus solute carrier family 25, member 37 (Slc25a37), mRNA. FALSE 67712 Mm.293635 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17308165 85.0218 82.31371 1.0328996 0.0467001 0 main ENSMUST00000183695 Gm21464 predicted gene, 21464 ENSMUST00000183695 ENSEMBL havana:known chromosome:GRCm38:14:69365102:69503236:-1 gene:ENSMUSG00000093954 gene_biotype:protein_coding transcript_biotype:nonsense_mediated_decay FALSE 100862085 Mm.291443  // Mm.441111 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17308525 657.1865 788.4019 0.8335679 -0.262628 0 main NM_207636 Fndc3a fibronectin type III domain containing 3A NM_207636 RefSeq Mus musculus fibronectin type III domain containing 3A (Fndc3a), mRNA. FALSE 319448 Mm.205421 Q8BX90 chr14 GO:0007286  // GO:0009566  // GO:0016337  // GO:0060009 spermatid development  // fertilization  // single organismal cell-cell adhesion  // Sertoli cell development GO:0001669  // GO:0005794  // GO:0005829  // GO:0012506  // GO:0016020  // GO:0016021  // GO:0031410  // GO:0000139  // GO:0005794 acrosomal vesicle  // Golgi apparatus  // cytosol  // vesicle membrane  // membrane  // integral component of membrane  // cytoplasmic vesicle  // Golgi membrane  // Golgi apparatus GO:0044822 poly(A) RNA binding ○
17309774 26.01733 29.32752 0.8871302 -0.172782 0 main NM_010201 Fgf14 fibroblast growth factor 14 NM_010201 RefSeq Mus musculus fibroblast growth factor 14 (Fgf14), transcript variant 1, mRNA. FALSE 14169 Mm.206362 P70379 chr14 GO:0007254  // GO:0007268  // GO:0007399  // GO:0008344  // GO:0008543  // GO:0010765  // GO:0050905  // GO:0007254 JNK cascade  // synaptic transmission  // nervous system development  // adult locomotory behavior  // fibroblast growth factor receptor signaling pathway  // positive regulation of sodium ion transport  // neuromuscular process  // JNK cascade GO:0005576  // GO:0005622  // GO:0005634 extracellular region  // intracellular  // nucleus GO:0005102  // GO:0005104  // GO:0008083  // GO:0008201  // GO:0008083  // GO:0008201 receptor binding  // fibroblast growth factor receptor binding  // growth factor activity  // heparin binding  // growth factor activity  // heparin binding ○
17310872 381.6093 311.0828 1.226713 0.2947977 0 main NM_008304 Sdc2 syndecan 2 NM_008304 RefSeq Mus musculus syndecan 2 (Sdc2), mRNA. FALSE 15529 Mm.234266 P43407 chr15 GO:0007399  // GO:0030154  // GO:0048814  // GO:0001666  // GO:0031000  // GO:0042060  // GO:0048813 nervous system development  // cell differentiation  // regulation of dendrite morphogenesis  // response to hypoxia  // response to caffeine  // wound healing  // dendrite morphogenesis GO:0016020  // GO:0016021  // GO:0043025  // GO:0045202  // GO:0005796  // GO:0043025 membrane  // integral component of membrane  // neuronal cell body  // synapse  // Golgi lumen  // neuronal cell body GO:0005515  // GO:0008092  // GO:0030165  // GO:0030165 protein binding  // cytoskeletal protein binding  // PDZ domain binding  // PDZ domain binding ○
17311272 117.3688 118.9235 0.9869269 -0.018985 0 main NM_011766 Zfpm2 zinc finger protein, multitype 2 NM_011766 RefSeq Mus musculus zinc finger protein, multitype 2 (Zfpm2), mRNA. FALSE 22762 Mm.39496 Q8CCH7 chr15 GO:0000122  // GO:0001570  // GO:0001570  // GO:0001701  // GO:0003148  // GO:0003151  // GO:0003181  // GO:0003192  // GO:0003195  // GO:0003221  // GO:0006351  // GO:0006355  // GO:0007507  // GO:0007507  // GO:0030324  // GO:0045599  // GO:0045599  // GO:0045892  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0048568  // GO:0048568  // GO:0048738  // GO:0055008  // GO:0060412  // GO:0060548  // GO:0060979  // GO:2000020  // GO:2000195  // GO:0003148  // GO:0003221  // GO:0045892  // GO:0048568  // GO:0060412 negative regulation of transcription from RNA polymerase II promoter  // vasculogenesis  // vasculogenesis  // in utero embryonic development  // outflow tract septum morphogenesis  // outflow tract morphogenesis  // atrioventricular valve morphogenesis  // mitral valve formation  // tricuspid valve formation  // right ventricular cardiac muscle tissue morphogenesis  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // heart development  // heart development  // lung development  // negative regulation of fat cell differentiation  // negative regulation of fat cell differentiation  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // embryonic organ development  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005634 nucleus  // nucleus  // cytoplasm  // nucleus GO:0001071  // GO:0003676  // GO:0003677  // GO:0003714  // GO:0005515  // GO:0008134  // GO:0008134  // GO:0046872 nucleic acid binding transcription factor activity  // nucleic acid binding  // DNA binding  // transcription corepressor activity  // protein binding  // transcription factor binding  // transcription factor binding  // metal ion binding ○
17314421 18.83454 20.39221 0.9236145 -0.114637 0 main NM_001164593 Pdzrn4 PDZ domain containing RING finger 4 NM_001164593 RefSeq Mus musculus PDZ domain containing RING finger 4 (Pdzrn4), transcript variant 1, mRNA. FALSE 239618 Mm.309826 B9EKP7 chr15 GO:0008150 biological_process GO:0005575 cellular_component GO:0046872  // GO:0003674  // GO:0008270 metal ion binding  // molecular_function  // zinc ion binding ○
17315500 31.42917 25.73942 1.221052 0.2881246 0 main NM_010462 Hoxc10 homeobox C10 NM_010462 RefSeq Mus musculus homeobox C10 (Hoxc10), mRNA. FALSE 209448 Mm.31665 P31257 chr15 GO:0001501  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0007275  // GO:0009952  // GO:0009954  // GO:0021520  // GO:0030326  // GO:0050905 skeletal system development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // multicellular organismal development  // anterior/posterior pattern specification  // proximal/distal pattern formation  // spinal cord motor neuron cell fate specification  // embryonic limb morphogenesis  // neuromuscular process GO:0005634  // GO:0019907  // GO:0019907 nucleus  // cyclin-dependent protein kinase activating kinase holoenzyme complex  // cyclin-dependent protein kinase activating kinase holoenzyme complex GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17315810 532.1091 705.8835 0.75382 -0.407708 0 main NM_027707 Nipbl Nipped-B homolog (Drosophila) NM_027707 RefSeq Mus musculus Nipped-B homolog (Drosophila) (Nipbl), transcript variant a, mRNA. FALSE 71175 Mm.240329 Q6KCD5 chr15 GO:0000122  // GO:0003007  // GO:0003151  // GO:0006974  // GO:0007049  // GO:0007064  // GO:0007420  // GO:0007507  // GO:0007605  // GO:0019827  // GO:0031065  // GO:0034088  // GO:0034613  // GO:0035115  // GO:0035136  // GO:0035261  // GO:0040018  // GO:0042471  // GO:0042634  // GO:0045444  // GO:0045778  // GO:0045892  // GO:0045995  // GO:0048557  // GO:0048589  // GO:0048592  // GO:0048638  // GO:0048701  // GO:0048703  // GO:0050890  // GO:0060325  // GO:0061010  // GO:0061038  // GO:0071481  // GO:0000122  // GO:0003007  // GO:0003151  // GO:0006974  // GO:0007064  // GO:0007420  // GO:0007605  // GO:0031065  // GO:0034088  // GO:0034088  // GO:0034613  // GO:0035115  // GO:0035136  // GO:0035261  // GO:0042471  // GO:0042634  // GO:0045892  // GO:0045944  // GO:0045995  // GO:0048557  // GO:0048589  // GO:0048592  // GO:0048638  // GO:0050890  // GO:0060325  // GO:0061010  // GO:0061038  // GO:0071481 negative regulation of transcription from RNA polymerase II promoter  // heart morphogenesis  // outflow tract morphogenesis  // cellular response to DNA damage stimulus  // cell cycle  // mitotic sister chromatid cohesion  // brain development  // heart development  // sensory perception of sound  // stem cell maintenance  // positive regulation of histone deacetylation  // maintenance of mitotic sister chromatid cohesion  // cellular protein localization  // embryonic forelimb morphogenesis  // forelimb morphogenesis  // external genitalia morphogenesis  // positive regulation of multicellular organism growth  // ear morphogenesis  // regulation of hair cycle  // fat cell differentiation  // positive regulation of ossification  // negative regulation of transcription, DNA-templated  // regulation of embryonic development  // embryonic digestive tract morphogenesis  // developmental growth  // eye morphogenesis  // regulation of developmental growth  // embryonic cranial skeleton morphogenesis  // embryonic GO:0005634  // GO:0032116  // GO:0070062  // GO:0000785  // GO:0005634  // GO:0032116  // GO:0032116 nucleus  // SMC loading complex  // extracellular vesicular exosome  // chromatin  // nucleus  // SMC loading complex  // SMC loading complex GO:0003682  // GO:0008022  // GO:0036033  // GO:0042826  // GO:0047485  // GO:0070087  // GO:0008022  // GO:0042826  // GO:0047485  // GO:0070087 chromatin binding  // protein C-terminus binding  // mediator complex binding  // histone deacetylase binding  // protein N-terminus binding  // chromo shadow domain binding  // protein C-terminus binding  // histone deacetylase binding  // protein N-terminus binding  // chromo shadow domain binding ○
17316845 65.56257 58.41259 1.1224048 0.1665931 0 main NM_001285840 Sybu syntabulin (syntaxin-interacting) NM_001285840 RefSeq Mus musculus syntabulin (syntaxin-interacting) (Sybu), transcript variant d, mRNA. FALSE 319613 Mm.207715 Q8BHS8 chr15 GO:0061178  // GO:0061178  // GO:0061178 regulation of insulin secretion involved in cellular response to glucose stimulus  // regulation of insulin secretion involved in cellular response to glucose stimulus  // regulation of insulin secretion involved in cellular response to glucose stimulus GO:0005794  // GO:0016020  // GO:0016021  // GO:0097433  // GO:0000139  // GO:0097433  // GO:0097433 Golgi apparatus  // membrane  // integral component of membrane  // dense body  // Golgi membrane  // dense body  // dense body GO:0008017  // GO:0017075  // GO:0019894  // GO:0008017  // GO:0008017 microtubule binding  // syntaxin-1 binding  // kinesin binding  // microtubule binding  // microtubule binding ○
17316956 168.1638 193.3805 0.8696006 -0.201575 0 main ENSMUST00000183421 Trps1 trichorhinophalangeal syndrome I (human) ENSMUST00000183421 ENSEMBL havana:putative chromosome:GRCm38:15:50819499:50827521:-1 gene:ENSMUSG00000038679 gene_biotype:protein_coding transcript_biotype:protein_coding FALSE 83925 Mm.30466  // Mm.473599  // Mm.484651 Q8BZ62 chr15 GO:0000122  // GO:0002062  // GO:0006351  // GO:0006355  // GO:0007178  // GO:0031063  // GO:0032330  // GO:0045892  // GO:1902043  // GO:0032330  // GO:0000122  // GO:0000122 negative regulation of transcription from RNA polymerase II promoter  // chondrocyte differentiation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transmembrane receptor protein serine/threonine kinase signaling pathway  // regulation of histone deacetylation  // regulation of chondrocyte differentiation  // negative regulation of transcription, DNA-templated  // positive regulation of extrinsic apoptotic signaling pathway via death domain receptors  // regulation of chondrocyte differentiation  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005634  // GO:0005634  // GO:0005634 nucleus  // nucleus  // nucleus  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0008270  // GO:0043565  // GO:0046872 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // zinc ion binding  // sequence-specific DNA binding  // metal ion binding ○
17316977 26.61115 27.01605 0.9850126 -0.021786 0 main NR_035444 Mir1907 microRNA 1907 NR_035444 RefSeq Mus musculus microRNA 1907 (Mir1907), microRNA. FALSE 100316685 --- Q925H1 chr15 --- --- --- --- --- --- ○
17319299 252.4587 309.8194 0.8148576 -0.29538 0 main NM_001205345 Sun2 Sad1 and UNC84 domain containing 2 NM_001205345 RefSeq Mus musculus Sad1 and UNC84 domain containing 2 (Sun2), transcript variant 1, mRNA. FALSE 223697 Mm.202715 Q8BJS4 chr15 GO:0006998  // GO:0030335  // GO:0031022  // GO:0051642  // GO:0090286  // GO:0090292  // GO:0006998  // GO:0090286  // GO:0090292 nuclear envelope organization  // positive regulation of cell migration  // nuclear migration along microfilament  // centrosome localization  // cytoskeletal anchoring at nuclear membrane  // nuclear matrix anchoring at nuclear membrane  // nuclear envelope organization  // cytoskeletal anchoring at nuclear membrane  // nuclear matrix anchoring at nuclear membrane GO:0000784  // GO:0000784  // GO:0000794  // GO:0000794  // GO:0005623  // GO:0005634  // GO:0005635  // GO:0005635  // GO:0005637  // GO:0005768  // GO:0016020  // GO:0016021  // GO:0031965  // GO:0034993  // GO:0005635  // GO:0005637  // GO:0010008  // GO:0031965  // GO:0034993 nuclear chromosome, telomeric region  // nuclear chromosome, telomeric region  // condensed nuclear chromosome  // condensed nuclear chromosome  // cell  // nucleus  // nuclear envelope  // nuclear envelope  // nuclear inner membrane  // endosome  // membrane  // integral component of membrane  // nuclear membrane  // SUN-KASH complex  // nuclear envelope  // nuclear inner membrane  // endosome membrane  // nuclear membrane  // SUN-KASH complex GO:0005515  // GO:0005521  // GO:0042802  // GO:0005521  // GO:0042802 protein binding  // lamin binding  // identical protein binding  // lamin binding  // identical protein binding ○
17320583 187.5397 216.8393 0.8648787 -0.20943 0 main NM_001033851 Cpne8 copine VIII NM_001033851 RefSeq Mus musculus copine VIII (Cpne8), transcript variant 2, mRNA. FALSE 66871 Mm.290991 Q9DC53 chr15 GO:0008150 biological_process GO:0070062 extracellular vesicular exosome GO:0003674 molecular_function ○
17322261 459.7737 431.9658 1.0643752 0.0900068 0 main ENSMUST00000096143 Atf7 activating transcription factor 7 ENSMUST00000096143 ENSEMBL ensembl:known chromosome:GRCm38:15:102528636:102529025:-1 gene:ENSMUSG00000099083 gene_biotype:protein_coding transcript_biotype:protein_coding gene:ENSMUSG00000071584 FALSE --- --- Q7TNN1 chr15 --- --- --- --- --- --- ○
17322263 542.6584 591.0241 0.9181663 -0.123173 0 main NM_146065 Atf7 activating transcription factor 7 NM_146065 RefSeq Mus musculus activating transcription factor 7 (Atf7), mRNA. FALSE 223922 Mm.208714 Q8R0S1 chr15 GO:0006355  // GO:0006351  // GO:0006355 regulation of transcription, DNA-templated  // transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0034399  // GO:0005634  // GO:0005654  // GO:0034399 nuclear periphery  // nucleus  // nucleoplasm  // nuclear periphery GO:0008134  // GO:0051019  // GO:0003676  // GO:0003677  // GO:0003700  // GO:0043565  // GO:0046872 transcription factor binding  // mitogen-activated protein kinase binding  // nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // metal ion binding ○
17322359 141.1824 104.1711 1.3552934 0.4386052 0 main NM_013866 Zfp385a zinc finger protein 385A NM_013866 RefSeq Mus musculus zinc finger protein 385A (Zfp385a), mRNA. FALSE 29813 Mm.14099 Q8VD12 chr15 GO:0006351  // GO:0006355  // GO:0006417  // GO:0006915  // GO:0006974  // GO:0007049  // GO:0007599  // GO:0007611  // GO:0007626  // GO:0008298  // GO:0010609  // GO:0030220  // GO:0035855  // GO:0035855  // GO:0045600  // GO:0070889  // GO:1902164  // GO:1902166  // GO:2000765  // GO:0006974  // GO:1902164  // GO:1902164  // GO:1902166  // GO:1902166 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of translation  // apoptotic process  // cellular response to DNA damage stimulus  // cell cycle  // hemostasis  // learning or memory  // locomotory behavior  // intracellular mRNA localization  // mRNA localization resulting in posttranscriptional regulation of gene expression  // platelet formation  // megakaryocyte development  // megakaryocyte development  // positive regulation of fat cell differentiation  // platelet alpha granule organization  // positive regulation of DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator  // negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // regulation of cytoplasmic translation  // cellular response to DNA damage stimulus  // positive regulation of DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator GO:0000790  // GO:0005634  // GO:0005737  // GO:0030425  // GO:0042995  // GO:0043025  // GO:0000790  // GO:0005730  // GO:0030425 nuclear chromatin  // nucleus  // cytoplasm  // dendrite  // cell projection  // neuronal cell body  // nuclear chromatin  // nucleolus  // dendrite GO:0002039  // GO:0003676  // GO:0003723  // GO:0003730  // GO:0008270  // GO:0044822  // GO:0046872  // GO:0002039 p53 binding  // nucleic acid binding  // RNA binding  // mRNA 3'-UTR binding  // zinc ion binding  // poly(A) RNA binding  // metal ion binding  // p53 binding ○
17322950 92.95651 85.33616 1.089298 0.1233987 0 main NM_028964 Snx29 sorting nexin 29 NM_028964 RefSeq Mus musculus sorting nexin 29 (Snx29), transcript variant 1, mRNA. FALSE 74478 Mm.325831 Q9D3S3 chr16 GO:0008150  // GO:0007018  // GO:0008152 biological_process  // microtubule-based movement  // metabolic process GO:0005871 kinesin complex GO:0035091  // GO:0003674  // GO:0003777 phosphatidylinositol binding  // molecular_function  // microtubule motor activity ○
17323465 159.4473 180.2454 0.8846123 -0.176883 0 main NM_023348 Snap29 synaptosomal-associated protein 29 NM_023348 RefSeq Mus musculus synaptosomal-associated protein 29 (Snap29), mRNA. FALSE 67474 Mm.271992 Q9ERB0 chr16 GO:0000046  // GO:0006810  // GO:0006914  // GO:0015031  // GO:0000046  // GO:0000046 autophagic vacuole fusion  // transport  // autophagy  // protein transport  // autophagic vacuole fusion  // autophagic vacuole fusion GO:0005737  // GO:0005813  // GO:0016020  // GO:0030054  // GO:0031201  // GO:0043005  // GO:0045202  // GO:0005634  // GO:0005737  // GO:0031201  // GO:0031201 cytoplasm  // centrosome  // membrane  // cell junction  // SNARE complex  // neuron projection  // synapse  // nucleus  // cytoplasm  // SNARE complex  // SNARE complex GO:0019905 syntaxin binding ○
17327445 15.47195 13.26748 1.1661559 0.2217607 0 main ENSMUST00000181507 Dennd1b DENN/MADD domain containing 1B ENSMUST00000181507 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:16:95016370:95067017:1 gene:ENSMUSG00000097551 gene_biotype:lincRNA transcript_biotype:lincRNA FALSE 329260 Mm.337604  // Mm.475093 Q3U1T9 chr16 GO:0006810  // GO:0015031  // GO:0032313  // GO:0032851  // GO:0043547  // GO:0032851 transport  // protein transport  // regulation of Rab GTPase activity  // positive regulation of Rab GTPase activity  // positive regulation of GTPase activity  // positive regulation of Rab GTPase activity GO:0005737  // GO:0031410  // GO:0005575  // GO:0005829  // GO:0030136 cytoplasm  // cytoplasmic vesicle  // cellular_component  // cytosol  // clathrin-coated vesicle GO:0005085  // GO:0017112  // GO:0017112  // GO:0017112 guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity  // Rab guanyl-nucleotide exchange factor activity ○
17327465 309.0158 528.1785 0.5850594 -0.773345 0 main NM_011809 Ets2 E26 avian leukemia oncogene 2, 3 domain NM_011809 RefSeq Mus musculus E26 avian leukemia oncogene 2, 3 domain (Ets2), mRNA. FALSE 23872 Mm.290207 P15037 chr16 GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0030154  // GO:0045893  // GO:0045944  // GO:0006357  // GO:0006366  // GO:0030154  // GO:0045893  // GO:0045944 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // cell differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // cell differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005634  // GO:0005634 nucleus  // nucleus  // nucleus GO:0000977  // GO:0000981  // GO:0003677  // GO:0003700  // GO:0035259  // GO:0043565  // GO:0000981  // GO:0003677  // GO:0003700  // GO:0035259  // GO:0043565 RNA polymerase II regulatory region sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // glucocorticoid receptor binding  // sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // glucocorticoid receptor binding  // sequence-specific DNA binding ○
17327482 50.936 51.22802 0.9942996 -0.008247 0 main ENSMUST00000146222 Gm15342 predicted gene 15342 ENSMUST00000146222 ENSEMBL havana:known chromosome:GRCm38:16:96036090:96038743:1 gene:ENSMUSG00000085884 gene_biotype:processed_transcript transcript_biotype:processed_transcript FALSE --- Mm.399491 Q921C3 chr16 --- --- --- --- --- --- ○
17328104 55.21127 60.51356 0.9123785 -0.132296 0 main NM_001271603 Socs1 suppressor of cytokine signaling 1 NM_001271603 RefSeq Mus musculus suppressor of cytokine signaling 1 (Socs1), transcript variant 1, mRNA. FALSE 12703 Mm.130 O35716 chr16 GO:0001932  // GO:0007259  // GO:0009968  // GO:0019221  // GO:0019221  // GO:0035556  // GO:0040008  // GO:0042518  // GO:0043086  // GO:0045444  // GO:0046426  // GO:0046627  // GO:0060334  // GO:0071230  // GO:0016567  // GO:0046426 regulation of protein phosphorylation  // JAK-STAT cascade  // negative regulation of signal transduction  // cytokine-mediated signaling pathway  // cytokine-mediated signaling pathway  // intracellular signal transduction  // regulation of growth  // negative regulation of tyrosine phosphorylation of Stat3 protein  // negative regulation of catalytic activity  // fat cell differentiation  // negative regulation of JAK-STAT cascade  // negative regulation of insulin receptor signaling pathway  // regulation of interferon-gamma-mediated signaling pathway  // cellular response to amino acid stimulus  // protein ubiquitination  // negative regulation of JAK-STAT cascade GO:0005622  // GO:0005634  // GO:0005737  // GO:0031410  // GO:0005829  // GO:0016023 intracellular  // nucleus  // cytoplasm  // cytoplasmic vesicle  // cytosol  // cytoplasmic membrane-bounded vesicle GO:0005159  // GO:0005515  // GO:0019210  // GO:0019901  // GO:0005159  // GO:0019901 insulin-like growth factor receptor binding  // protein binding  // kinase inhibitor activity  // protein kinase binding  // insulin-like growth factor receptor binding  // protein kinase binding ○
17329258 92.12485 118.6727 0.7762935 -0.365326 0 main ENSMUST00000129913 Igf2bp2 insulin-like growth factor 2 mRNA binding protein 2 ENSMUST00000129913 ENSEMBL havana:known chromosome:GRCm38:16:22059055:22163019:-1 gene:ENSMUSG00000033581 gene_biotype:protein_coding transcript_biotype:retained_intron FALSE 319765 Mm.489442  // Mm.491007 Q5SF07 chr16 GO:0006417  // GO:0006810  // GO:0051028 regulation of translation  // transport  // mRNA transport GO:0005634  // GO:0005737  // GO:0005856  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005856  // GO:0005856 nucleus  // cytoplasm  // cytoskeleton  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // cytoskeleton  // cytoskeleton GO:0000166  // GO:0003676  // GO:0003723  // GO:0003729  // GO:0003730  // GO:0044822  // GO:0048027  // GO:0003730  // GO:0003730  // GO:0048027  // GO:0048027 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA binding  // mRNA 3'-UTR binding  // poly(A) RNA binding  // mRNA 5'-UTR binding  // mRNA 3'-UTR binding  // mRNA 3'-UTR binding  // mRNA 5'-UTR binding  // mRNA 5'-UTR binding ○
17331418 76.68375 145.4918 0.5270658 -0.923945 0 main NM_028059 Zfp654 zinc finger protein 654 NM_028059 RefSeq Mus musculus zinc finger protein 654 (Zfp654), mRNA. FALSE 72020 Mm.25960 Q9DAU9 chr16 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003677  // GO:0046872 DNA binding  // metal ion binding ○
17332395 170.6023 251.0268 0.6796179 -0.557204 0 main NM_001103179 Brwd1 bromodomain and WD repeat domain containing 1 NM_001103179 RefSeq Mus musculus bromodomain and WD repeat domain containing 1 (Brwd1), transcript variant 2, mRNA. FALSE 93871 Mm.240871 Q921C3 chr16 GO:0006351  // GO:0006355  // GO:0006357  // GO:0007010  // GO:0008360  // GO:0007010  // GO:0007010  // GO:0008360  // GO:0008360 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // cytoskeleton organization  // regulation of cell shape  // cytoskeleton organization  // cytoskeleton organization  // regulation of cell shape  // regulation of cell shape GO:0005634  // GO:0005634  // GO:0005737  // GO:0005634  // GO:0005730 nucleus  // nucleus  // cytoplasm  // nucleus  // nucleolus GO:0005515 protein binding ○
17332628 194.4698 191.0261 1.0180274 0.0257764 0 main NM_174847 C2cd2 C2 calcium-dependent domain containing 2 NM_174847 RefSeq Mus musculus C2 calcium-dependent domain containing 2 (C2cd2), mRNA. FALSE 207781 Mm.1465 E9Q3C1 chr16 GO:0008150 biological_process GO:0005634  // GO:0005829  // GO:0005634  // GO:0005829 nucleus  // cytosol  // nucleus  // cytosol GO:0003674 molecular_function ○
17334241 188.232 237.5832 0.7922782 -0.335921 0 main NM_001080127 Rnps1 ribonucleic acid binding protein S1 NM_001080127 RefSeq Mus musculus ribonucleic acid binding protein S1 (Rnps1), transcript variant 2, mRNA. FALSE 19826 Mm.1951 Q99M28 chr17 GO:0000184  // GO:0000381  // GO:0006397  // GO:0008380  // GO:0043065  // GO:0048025  // GO:0000184  // GO:0000381  // GO:0000381  // GO:0043065  // GO:0043065  // GO:0048025  // GO:0048025 nuclear-transcribed mRNA catabolic process, nonsense-mediated decay  // regulation of alternative mRNA splicing, via spliceosome  // mRNA processing  // RNA splicing  // positive regulation of apoptotic process  // negative regulation of mRNA splicing, via spliceosome  // nuclear-transcribed mRNA catabolic process, nonsense-mediated decay  // regulation of alternative mRNA splicing, via spliceosome  // regulation of alternative mRNA splicing, via spliceosome  // positive regulation of apoptotic process  // positive regulation of apoptotic process  // negative regulation of mRNA splicing, via spliceosome  // negative regulation of mRNA splicing, via spliceosome GO:0005634  // GO:0005737  // GO:0061574  // GO:0005634  // GO:0005737  // GO:0016607  // GO:0061574  // GO:0061574 nucleus  // cytoplasm  // ASAP complex  // nucleus  // cytoplasm  // nuclear speck  // ASAP complex  // ASAP complex GO:0000166  // GO:0003676  // GO:0003677  // GO:0003723  // GO:0003730  // GO:0044822  // GO:0003730 nucleotide binding  // nucleic acid binding  // DNA binding  // RNA binding  // mRNA 3'-UTR binding  // poly(A) RNA binding  // mRNA 3'-UTR binding ○
17335550 114.5701 101.6232 1.127401 0.1730008 0 main NM_198647 Tbc1d22b TBC1 domain family, member 22B NM_198647 RefSeq Mus musculus TBC1 domain family, member 22B (Tbc1d22b), mRNA. FALSE 381085 Mm.328934 Q6PAT2 chr17 GO:0008150  // GO:0032313  // GO:0032851 biological_process  // regulation of Rab GTPase activity  // positive regulation of Rab GTPase activity GO:0005575 cellular_component GO:0003674  // GO:0005097 molecular_function  // Rab GTPase activator activity ○
17338460 43.92234 36.53804 1.202099 0.2655557 0 main NM_027452 Lrfn2 leucine rich repeat and fibronectin type III domain containing 2 NM_027452 RefSeq Mus musculus leucine rich repeat and fibronectin type III domain containing 2 (Lrfn2), mRNA. FALSE 70530 Mm.133607 Q80TG9 chr17 --- --- GO:0005886  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0045202  // GO:0045211 plasma membrane  // membrane  // integral component of membrane  // cell junction  // synapse  // postsynaptic membrane GO:0005515 protein binding ○
17338521 83.08208 96.95976 0.8568718 -0.222849 0 main NM_013880 Plcl2 phospholipase C-like 2 NM_013880 RefSeq Mus musculus phospholipase C-like 2 (Plcl2), mRNA. FALSE 224860 Mm.217362 Q8K394 chr17 GO:0002322  // GO:0002337  // GO:0006629  // GO:0007165  // GO:0007214  // GO:0032228  // GO:0033135  // GO:0035556  // GO:0050859  // GO:1900122 B cell proliferation involved in immune response  // B-1a B cell differentiation  // lipid metabolic process  // signal transduction  // gamma-aminobutyric acid signaling pathway  // regulation of synaptic transmission, GABAergic  // regulation of peptidyl-serine phosphorylation  // intracellular signal transduction  // negative regulation of B cell receptor signaling pathway  // positive regulation of receptor binding GO:0005737 cytoplasm GO:0004435  // GO:0004871  // GO:0005509  // GO:0008081  // GO:0050811  // GO:0050811 phosphatidylinositol phospholipase C activity  // signal transducer activity  // calcium ion binding  // phosphoric diester hydrolase activity  // GABA receptor binding  // GABA receptor binding ○
17339973 174.6721 217.6629 0.8024891 -0.317446 0 main NM_134117 Pkdcc protein kinase domain containing, cytoplasmic NM_134117 RefSeq Mus musculus protein kinase domain containing, cytoplasmic (Pkdcc), mRNA. FALSE 106522 Mm.311974 Q5RJI4 chr17 GO:0001501  // GO:0001503  // GO:0006468  // GO:0006810  // GO:0007275  // GO:0015031  // GO:0016310  // GO:0030154  // GO:0030282  // GO:0030501  // GO:0032332  // GO:0035108  // GO:0035264  // GO:0042997  // GO:0048286  // GO:0048566  // GO:0060021  // GO:0006468 skeletal system development  // ossification  // protein phosphorylation  // transport  // multicellular organismal development  // protein transport  // phosphorylation  // cell differentiation  // bone mineralization  // positive regulation of bone mineralization  // positive regulation of chondrocyte differentiation  // limb morphogenesis  // multicellular organism growth  // negative regulation of Golgi to plasma membrane protein transport  // lung alveolus development  // embryonic digestive tract development  // palate development  // protein phosphorylation GO:0005794  // GO:0005794 Golgi apparatus  // Golgi apparatus GO:0000166  // GO:0004672  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672 nucleotide binding  // protein kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity ○
17340323 217.4165 303.9398 0.7153275 -0.483324 0 main NM_180974 Foxn2 forkhead box N2 NM_180974 RefSeq Mus musculus forkhead box N2 (Foxn2), mRNA. FALSE 14236 Mm.112824 D3Z6Z3 chr17 GO:0006351  // GO:0006355  // GO:0035914 transcription, DNA-templated  // regulation of transcription, DNA-templated  // skeletal muscle cell differentiation GO:0005634  // GO:0043231  // GO:0043231  // GO:0005634 nucleus  // intracellular membrane-bounded organelle  // intracellular membrane-bounded organelle  // nucleus GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17340756 1248.215 1358.052 0.9191217 -0.121672 0 main NM_001159516 Qk quaking NM_001159516 RefSeq Mus musculus quaking (Qk), transcript variant 2, mRNA. FALSE 19317 Mm.384135  // Mm.393248 Q9QYS9 chr17 GO:0001570  // GO:0006397  // GO:0006417  // GO:0006810  // GO:0007275  // GO:0007286  // GO:0008366  // GO:0008380  // GO:0010628  // GO:0030154  // GO:0042552  // GO:0042692  // GO:0042759  // GO:0051028  // GO:0061158 vasculogenesis  // mRNA processing  // regulation of translation  // transport  // multicellular organismal development  // spermatid development  // axon ensheathment  // RNA splicing  // positive regulation of gene expression  // cell differentiation  // myelination  // muscle cell differentiation  // long-chain fatty acid biosynthetic process  // mRNA transport  // 3'-UTR-mediated mRNA destabilization GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003723  // GO:0017124  // GO:0044822  // GO:0003723  // GO:0003729 RNA binding  // SH3 domain binding  // poly(A) RNA binding  // RNA binding  // mRNA binding ○
17345038 647.5317 811.4113 0.7980314 -0.325483 0 main NM_009847 Cd2ap CD2-associated protein NM_009847 RefSeq Mus musculus CD2-associated protein (Cd2ap), mRNA. TRUE 12488 Mm.218637 Q9JLQ0 chr17 GO:0007049  // GO:0007067  // GO:0016050  // GO:0016337  // GO:0016477  // GO:0032911  // GO:0043161  // GO:0048259  // GO:0051301  // GO:1900182  // GO:2000249  // GO:0016050  // GO:0016337  // GO:0016477  // GO:0043161  // GO:0048259 cell cycle  // mitotic nuclear division  // vesicle organization  // single organismal cell-cell adhesion  // cell migration  // negative regulation of transforming growth factor beta1 production  // proteasome-mediated ubiquitin-dependent protein catabolic process  // regulation of receptor-mediated endocytosis  // cell division  // positive regulation of protein localization to nucleus  // regulation of actin cytoskeleton reorganization  // vesicle organization  // single organismal cell-cell adhesion  // cell migration  // proteasome-mediated ubiquitin-dependent protein catabolic process  // regulation of receptor-mediated endocytosis GO:0001726  // GO:0005737  // GO:0005856  // GO:0005886  // GO:0005911  // GO:0005938  // GO:0030139  // GO:0031252  // GO:0031941  // GO:0042995  // GO:0043234  // GO:0048471  // GO:0070062  // GO:0001726  // GO:0005730  // GO:0005737  // GO:0005829  // GO:0005886  // GO:0005938  // GO:0030139  // GO:0031252  // GO:0031941  // GO:0043234  // GO:0048471 ruffle  // cytoplasm  // cytoskeleton  // plasma membrane  // cell-cell junction  // cell cortex  // endocytic vesicle  // cell leading edge  // filamentous actin  // cell projection  // protein complex  // perinuclear region of cytoplasm  // extracellular vesicular exosome  // ruffle  // nucleolus  // cytoplasm  // cytosol  // plasma membrane  // cell cortex  // endocytic vesicle  // cell leading edge  // filamentous actin  // protein complex  // perinuclear region of cytoplasm GO:0005172  // GO:0005515  // GO:0008013  // GO:0008022  // GO:0017124  // GO:0032403  // GO:0045296  // GO:0005172  // GO:0008013  // GO:0008022  // GO:0017124  // GO:0032403  // GO:0045296 vascular endothelial growth factor receptor binding  // protein binding  // beta-catenin binding  // protein C-terminus binding  // SH3 domain binding  // protein complex binding  // cadherin binding  // vascular endothelial growth factor receptor binding  // beta-catenin binding  // protein C-terminus binding  // SH3 domain binding  // protein complex binding  // cadherin binding ○
17345134 41.16046 31.27957 1.3158896 0.3960384 0 main NM_001146038 Runx2 runt related transcription factor 2 NM_001146038 RefSeq Mus musculus runt related transcription factor 2 (Runx2), transcript variant 1, mRNA. TRUE 12393 Mm.391013  // Mm.491666 Q08775 chr17 GO:0001501  // GO:0001649  // GO:0001649  // GO:0001958  // GO:0002051  // GO:0002062  // GO:0002062  // GO:0002063  // GO:0002076  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0008284  // GO:0008284  // GO:0030217  // GO:0030278  // GO:0030509  // GO:0032332  // GO:0035115  // GO:0040036  // GO:0042475  // GO:0042487  // GO:0045667  // GO:0045669  // GO:0045669  // GO:0045778  // GO:0045879  // GO:0045892  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0048469  // GO:0048469  // GO:0048701  // GO:0048705  // GO:0048863  // GO:0071773  // GO:1901522  // GO:0006355  // GO:0045892  // GO:0045893  // GO:0006357  // GO:0006366 skeletal system development  // osteoblast differentiation  // osteoblast differentiation  // endochondral ossification  // osteoblast fate commitment  // chondrocyte differentiation  // chondrocyte differentiation  // chondrocyte development  // osteoblast development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // T cell differentiation  // regulation of ossification  // BMP signaling pathway  // positive regulation of chondrocyte differentiation  // embryonic forelimb morphogenesis  // regulation of fibroblast growth factor receptor signaling pathway  // odontogenesis of dentin-containing tooth  // regulation of odontogenesis of dentin-containing tooth  // regulation of osteoblast differentiation  // positive regulation of osteoblast differentiation  // positive regulation of osteoblast differentiation  // positive regulation of osGO:0000790  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0005634  // GO:0005654  // GO:0016592 nuclear chromatin  // nucleus  // nucleus  // transcription factor complex  // cytoplasm  // nucleus  // nucleoplasm  // mediator complex GO:0000978  // GO:0001077  // GO:0003677  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0005524  // GO:0008134  // GO:0019904  // GO:0043425  // GO:0044212  // GO:0070491  // GO:0003677  // GO:0003700  // GO:0001104 RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // DNA binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // ATP binding  // transcription factor binding  // protein domain specific binding  // bHLH transcription factor binding  // transcription regulatory region DNA binding  // repressing transcription factor binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II transcription cofactor activity ○
17347680 490.6622 931.9779 0.5264741 -0.925566 0 main NM_001001806 Zfp36l2 zinc finger protein 36, C3H type-like 2 NM_001001806 RefSeq Mus musculus zinc finger protein 36, C3H type-like 2 (Zfp36l2), mRNA. TRUE 12193 Mm.259321 P23949 chr17 GO:0000288  // GO:0006402  // GO:0030097  // GO:0033077  // GO:0035019  // GO:0043488  // GO:0048103  // GO:0060216  // GO:1900153  // GO:2000737 nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay  // mRNA catabolic process  // hemopoiesis  // T cell differentiation in thymus  // somatic stem cell maintenance  // regulation of mRNA stability  // somatic stem cell division  // definitive hemopoiesis  // positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay  // negative regulation of stem cell differentiation GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003677  // GO:0003723  // GO:0017091  // GO:0035925  // GO:0044822  // GO:0046872  // GO:0017091 DNA binding  // RNA binding  // AU-rich element binding  // mRNA 3'-UTR AU-rich region binding  // poly(A) RNA binding  // metal ion binding  // AU-rich element binding ○
17348238 200.9488 276.0688 0.7278939 -0.4582 0 main NM_001278447 Rab18 RAB18, member RAS oncogene family NM_001278447 RefSeq Mus musculus RAB18, member RAS oncogene family (Rab18), transcript variant 1, mRNA. TRUE 19330 Mm.132802 P35293 chr18 GO:0006810  // GO:0007264  // GO:0007275  // GO:0015031  // GO:0034389  // GO:0001654  // GO:0007420  // GO:0034389 transport  // small GTPase mediated signal transduction  // multicellular organismal development  // protein transport  // lipid particle organization  // eye development  // brain development  // lipid particle organization GO:0005622  // GO:0005886  // GO:0016020  // GO:0005622  // GO:0009925  // GO:0016324 intracellular  // plasma membrane  // membrane  // intracellular  // basal plasma membrane  // apical plasma membrane GO:0000166  // GO:0005525  // GO:0019003  // GO:0019003  // GO:0019003 nucleotide binding  // GTP binding  // GDP binding  // GDP binding  // GDP binding ○
17348591 17.7663 19.43399 0.9141869 -0.129439 0 main NM_001042418 Cabyr calcium-binding tyrosine-(Y)-phosphorylation regulated (fibrousheathin 2) NM_001042418 RefSeq Mus musculus calcium-binding tyrosine-(Y)-phosphorylation regulated (fibrousheathin 2) (Cabyr), transcript variant 3, mRNA. TRUE 71132 Mm.179740 Q9D424 chr18 GO:0019722  // GO:0048240  // GO:0051259  // GO:0001539 calcium-mediated signaling  // sperm capacitation  // protein oligomerization  // cilium or flagellum-dependent cell motility GO:0005622  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005856  // GO:0005929  // GO:0031514  // GO:0031514  // GO:0035686  // GO:0035686  // GO:0042995  // GO:0097228  // GO:0097229  // GO:0005634  // GO:0005730  // GO:0005737  // GO:0031514 intracellular  // nucleus  // cytoplasm  // cytoplasm  // cytoskeleton  // cilium  // motile cilium  // motile cilium  // sperm fibrous sheath  // sperm fibrous sheath  // cell projection  // sperm principal piece  // sperm end piece  // nucleus  // nucleolus  // cytoplasm  // motile cilium GO:0005509  // GO:0005509  // GO:0005509  // GO:0005515  // GO:0019899  // GO:0019904  // GO:0046872  // GO:0046982  // GO:0019899  // GO:0019899 calcium ion binding  // calcium ion binding  // calcium ion binding  // protein binding  // enzyme binding  // protein domain specific binding  // metal ion binding  // protein heterodimerization activity  // enzyme binding  // enzyme binding ○
17349243 289.953 371.9801 0.7794852 -0.359406 0 main NM_011946 Map3k2 mitogen-activated protein kinase kinase kinase 2 NM_011946 RefSeq Mus musculus mitogen-activated protein kinase kinase kinase 2 (Map3k2), mRNA. TRUE 26405 Mm.211762 Q61083 chr18 GO:0000165  // GO:0000186  // GO:0006468  // GO:0016310  // GO:0045893  // GO:0000165  // GO:0000186  // GO:0006468  // GO:0045893  // GO:0071260 MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // phosphorylation  // positive regulation of transcription, DNA-templated  // MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // positive regulation of transcription, DNA-templated  // cellular response to mechanical stimulus GO:0005634  // GO:0005737  // GO:0005829  // GO:0005634  // GO:0005737  // GO:0005829 nucleus  // cytoplasm  // cytosol  // nucleus  // cytoplasm  // cytosol GO:0000166  // GO:0004672  // GO:0004674  // GO:0004709  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019901  // GO:0046872  // GO:0004672  // GO:0004672  // GO:0004709  // GO:0019901 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase binding  // metal ion binding  // protein kinase activity  // protein kinase activity  // MAP kinase kinase kinase activity  // protein kinase binding ○
17349572 242.5387 254.2783 0.9538317 -0.068193 0 main NM_026420 Paip2 polyadenylate-binding protein-interacting protein 2 NM_026420 RefSeq Mus musculus polyadenylate-binding protein-interacting protein 2 (Paip2), mRNA. TRUE 67869 Mm.126534 Q9D6V8 chr18 GO:0006417  // GO:0007283  // GO:0007613  // GO:0017148  // GO:0017148  // GO:0045947  // GO:1900271  // GO:0006417  // GO:0017148  // GO:0045947 regulation of translation  // spermatogenesis  // memory  // negative regulation of translation  // negative regulation of translation  // negative regulation of translational initiation  // regulation of long-term synaptic potentiation  // regulation of translation  // negative regulation of translation  // negative regulation of translational initiation GO:0005737  // GO:0005737  // GO:0005737 cytoplasm  // cytoplasm  // cytoplasm GO:0000900  // GO:0003729  // GO:0008143  // GO:0030371  // GO:0000900  // GO:0008143  // GO:0030371 translation repressor activity, nucleic acid binding  // mRNA binding  // poly(A) binding  // translation repressor activity  // translation repressor activity, nucleic acid binding  // poly(A) binding  // translation repressor activity ○
17349671 299.7853 469.3047 0.6387861 -0.646595 0 main NM_175375 Ankhd1 ankyrin repeat and KH domain containing 1 NM_175375 RefSeq Mus musculus ankyrin repeat and KH domain containing 1 (Ankhd1), mRNA. TRUE 108857 Mm.482287 E9PUR0 chr18 GO:0008150 biological_process --- --- GO:0044822  // GO:0003723 poly(A) RNA binding  // RNA binding ○
17349713 288.4999 385.6921 0.7480057 -0.418879 0 main ENSMUST00000140061 Ankhd1 ankyrin repeat and KH domain containing 1 ENSMUST00000140061 ENSEMBL havana:putative chromosome:GRCm38:18:36647860:36665917:1 gene:ENSMUSG00000024483 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 108857 Mm.482287  // Mm.394890  // Mm.410747 F6RUI8 chr18 GO:0008150 biological_process --- --- GO:0044822  // GO:0003723 poly(A) RNA binding  // RNA binding ○
17349807 73.48066 74.36163 0.9881529 -0.017194 0 main NM_001003671 Pcdhac1 protocadherin alpha subfamily C, 1 NM_001003671 RefSeq Mus musculus protocadherin alpha subfamily C, 1 (Pcdhac1), mRNA. TRUE 353236 Mm.308500 O88689 chr18 GO:0007155  // GO:0007156  // GO:0007155  // GO:0008150 cell adhesion  // homophilic cell adhesion  // cell adhesion  // biological_process GO:0005886  // GO:0016020  // GO:0016021  // GO:0016020 plasma membrane  // membrane  // integral component of membrane  // membrane GO:0005509  // GO:0005515  // GO:0003674 calcium ion binding  // protein binding  // molecular_function ○
17350011 698.5485 691.2709 1.0105279 0.0151091 0 main NM_022996 Ndfip1 Nedd4 family interacting protein 1 NM_022996 RefSeq Mus musculus Nedd4 family interacting protein 1 (Ndfip1), mRNA. TRUE 65113 Mm.102496 Q8R0W6 chr18 GO:0002761  // GO:0002829  // GO:0006879  // GO:0007165  // GO:0010629  // GO:0031398  // GO:0032410  // GO:0032713  // GO:0042130  // GO:0043123  // GO:0043162  // GO:0045619  // GO:0045732  // GO:0045732  // GO:0048294  // GO:0048302  // GO:0050728  // GO:0051224  // GO:0006879  // GO:0007165  // GO:0010629  // GO:0031398  // GO:0032410  // GO:0043123  // GO:0051224 regulation of myeloid leukocyte differentiation  // negative regulation of type 2 immune response  // cellular iron ion homeostasis  // signal transduction  // negative regulation of gene expression  // positive regulation of protein ubiquitination  // negative regulation of transporter activity  // negative regulation of interleukin-4 production  // negative regulation of T cell proliferation  // positive regulation of I-kappaB kinase/NF-kappaB signaling  // ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway  // regulation of lymphocyte differentiation  // positive regulation of protein catabolic process  // positive regulation of protein catabolic process  // negative regulation of isotype switching to IgE isotypes  // regulation of isotype switching to IgG isotypes  // negative regulation of inflammatory response  // negative regulation of protein transport  // cellular iron ion homeostasis  // signal transduction  // negative regulation of gene expression  // positivGO:0005576  // GO:0005768  // GO:0005794  // GO:0005938  // GO:0016020  // GO:0016021  // GO:0030173  // GO:0048471  // GO:0000139  // GO:0005794  // GO:0010008  // GO:0016021  // GO:0016021  // GO:0048471 extracellular region  // endosome  // Golgi apparatus  // cell cortex  // membrane  // integral component of membrane  // integral component of Golgi membrane  // perinuclear region of cytoplasm  // Golgi membrane  // Golgi apparatus  // endosome membrane  // integral component of membrane  // integral component of membrane  // perinuclear region of cytoplasm GO:0004871  // GO:0005515  // GO:0050699  // GO:0004871 signal transducer activity  // protein binding  // WW domain binding  // signal transducer activity ○
17351594 440.16 416.0981 1.0578275 0.0811043 0 main NM_001083967 Tcf4 transcription factor 4 NM_001083967 RefSeq Mus musculus transcription factor 4 (Tcf4), transcript variant 2, mRNA. TRUE 21413 Mm.4269 Q60722 chr18 GO:0000122  // GO:0006351  // GO:0006352  // GO:0006355  // GO:0006367  // GO:0007275  // GO:0007399  // GO:0030154  // GO:0045666  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0065004  // GO:0006355 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // DNA-templated transcription, initiation  // regulation of transcription, DNA-templated  // transcription initiation from RNA polymerase II promoter  // multicellular organismal development  // nervous system development  // cell differentiation  // positive regulation of neuron differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // protein-DNA complex assembly  // regulation of transcription, DNA-templated GO:0005634  // GO:0005634  // GO:0005667  // GO:0005634 nucleus  // nucleus  // transcription factor complex  // nucleus GO:0000978  // GO:0001011  // GO:0001077  // GO:0001087  // GO:0001093  // GO:0003677  // GO:0003677  // GO:0003690  // GO:0003700  // GO:0003714  // GO:0005515  // GO:0008022  // GO:0043425  // GO:0046982  // GO:0046983  // GO:0070888  // GO:0003677 RNA polymerase II core promoter proximal region sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase recruiting transcription factor activity  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // TFIIB-class binding transcription factor activity  // TFIIB-class transcription factor binding  // DNA binding  // DNA binding  // double-stranded DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription corepressor activity  // protein binding  // protein C-terminus binding  // bHLH transcription factor binding  // protein heterodimerization activity  // protein dimerization activity  // E-box binding  // DNA binding ○
17352212 100.4986 94.76816 1.060468 0.0847011 0 main NM_146090 Zadh2 zinc binding alcohol dehydrogenase, domain containing 2 NM_146090 RefSeq Mus musculus zinc binding alcohol dehydrogenase, domain containing 2 (Zadh2), mRNA. TRUE 225791 Mm.147052 Q8BGC4 chr18 GO:0055114 oxidation-reduction process GO:0005739  // GO:0005777  // GO:0005777 mitochondrion  // peroxisome  // peroxisome GO:0008270  // GO:0008748  // GO:0016491  // GO:0043738  // GO:0043826  // GO:0043883  // GO:0043914  // GO:0052693 zinc ion binding  // N-ethylmaleimide reductase activity  // oxidoreductase activity  // reduced coenzyme F420 dehydrogenase activity  // sulfur oxygenase reductase activity  // malolactic enzyme activity  // NADPH:sulfur oxidoreductase activity  // epoxyqueuosine reductase activity ○
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17352884 81.52174 82.01708 0.9939605 -0.00874 0 main NM_007664 Cdh2 cadherin 2 NM_007664 RefSeq Mus musculus cadherin 2 (Cdh2), mRNA. TRUE 12558 Mm.257437 P15116 chr18 GO:0007155  // GO:0007156  // GO:0007157  // GO:0007416  // GO:0016337  // GO:0016339  // GO:0016339  // GO:0016477  // GO:0031641  // GO:0032880  // GO:0035023  // GO:0043410  // GO:0048514  // GO:0050770  // GO:0051146  // GO:0051291  // GO:0090090  // GO:0007155  // GO:0007156 cell adhesion  // homophilic cell adhesion  // heterophilic cell-cell adhesion  // synapse assembly  // single organismal cell-cell adhesion  // calcium-dependent cell-cell adhesion  // calcium-dependent cell-cell adhesion  // cell migration  // regulation of myelination  // regulation of protein localization  // regulation of Rho protein signal transduction  // positive regulation of MAPK cascade  // blood vessel morphogenesis  // regulation of axonogenesis  // striated muscle cell differentiation  // protein heterooligomerization  // negative regulation of canonical Wnt signaling pathway  // cell adhesion  // homophilic cell adhesion GO:0005886  // GO:0005911  // GO:0005911  // GO:0005912  // GO:0005913  // GO:0005916  // GO:0005916  // GO:0014704  // GO:0014704  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0016342  // GO:0030027  // GO:0030315  // GO:0043234  // GO:0045202  // GO:0045202  // GO:0005886  // GO:0005911  // GO:0005913  // GO:0016020  // GO:0016020  // GO:0016342 plasma membrane  // cell-cell junction  // cell-cell junction  // adherens junction  // cell-cell adherens junction  // fascia adherens  // fascia adherens  // intercalated disc  // intercalated disc  // membrane  // integral component of membrane  // apical plasma membrane  // catenin complex  // lamellipodium  // T-tubule  // protein complex  // synapse  // synapse  // plasma membrane  // cell-cell junction  // cell-cell adherens junction  // membrane  // membrane  // catenin complex GO:0005509  // GO:0005515  // GO:0008013  // GO:0019901  // GO:0019903  // GO:0032403  // GO:0045294  // GO:0045295  // GO:0046872  // GO:0050998  // GO:0045294  // GO:0045295 calcium ion binding  // protein binding  // beta-catenin binding  // protein kinase binding  // protein phosphatase binding  // protein complex binding  // alpha-catenin binding  // gamma-catenin binding  // metal ion binding  // nitric-oxide synthase binding  // alpha-catenin binding  // gamma-catenin binding ○
17353581 34.01439 46.36912 0.7335569 -0.447019 0 main NM_178005 Lrrtm2 leucine rich repeat transmembrane neuronal 2 NM_178005 RefSeq Mus musculus leucine rich repeat transmembrane neuronal 2 (Lrrtm2), mRNA. TRUE 107065 Mm.39900 Q8BGA3 chr18 GO:0002091  // GO:0050808  // GO:0050808  // GO:0060291  // GO:0050808 negative regulation of receptor internalization  // synapse organization  // synapse organization  // long-term synaptic potentiation  // synapse organization GO:0005886  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0045202  // GO:0045211  // GO:0060076  // GO:0016021  // GO:0060076 plasma membrane  // membrane  // integral component of membrane  // cell junction  // synapse  // postsynaptic membrane  // excitatory synapse  // integral component of membrane  // excitatory synapse GO:0042043  // GO:0042043 neurexin family protein binding  // neurexin family protein binding ○
17353781 45.82178 43.39374 1.0559537 0.0785466 0 main ENSMUST00000097612 Gm10545 predicted gene 10545 ENSMUST00000097612 ENSEMBL ensembl:known chromosome:GRCm38:18:37008869:37020679:-1 gene:ENSMUSG00000073594 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE --- Mm.474985 Q3UTM7 chr18 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17354906 54.36963 51.26931 1.0604713 0.0847055 0 main NM_001039485 Piezo2 piezo-type mechanosensitive ion channel component 2 NM_001039485 RefSeq Mus musculus piezo-type mechanosensitive ion channel component 2 (Piezo2), mRNA. TRUE 667742 Mm.158720 Q8CD54 chr18 GO:0006810  // GO:0006811  // GO:0006812  // GO:0006812  // GO:0034220  // GO:0042391  // GO:0009612  // GO:0034220  // GO:0050974 transport  // ion transport  // cation transport  // cation transport  // ion transmembrane transport  // regulation of membrane potential  // response to mechanical stimulus  // ion transmembrane transport  // detection of mechanical stimulus involved in sensory perception GO:0005886  // GO:0016020  // GO:0016021 plasma membrane  // membrane  // integral component of membrane GO:0005261  // GO:0008381  // GO:0008381 cation channel activity  // mechanically-gated ion channel activity  // mechanically-gated ion channel activity ○
17355512 55.91895 49.08393 1.1392517 0.1880865 0 main NM_001164504 Rnf165 ring finger protein 165 NM_001164504 RefSeq Mus musculus ring finger protein 165 (Rnf165), mRNA. TRUE 225743 Mm.23293 E9QAU8 chr18 GO:0000209  // GO:0007409  // GO:0008045  // GO:0010259  // GO:0030163  // GO:0030513  // GO:0035136  // GO:0060173  // GO:0060384  // GO:0061061 protein polyubiquitination  // axonogenesis  // motor neuron axon guidance  // multicellular organismal aging  // protein catabolic process  // positive regulation of BMP signaling pathway  // forelimb morphogenesis  // limb development  // innervation  // muscle structure development GO:0005634  // GO:0043234 nucleus  // protein complex GO:0004842  // GO:0005515  // GO:0008270  // GO:0046872 ubiquitin-protein transferase activity  // protein binding  // zinc ion binding  // metal ion binding ○
17358119 500.9994 777.6544 0.6442443 -0.63432 0 main NM_009551 Zfand5 zinc finger, AN1-type domain 5 NM_009551 RefSeq Mus musculus zinc finger, AN1-type domain 5 (Zfand5), mRNA. TRUE 22682 Mm.292405 O88878 chr19 GO:0001701  // GO:0001944  // GO:0003016  // GO:0010761  // GO:0048008  // GO:0048705  // GO:0048745  // GO:0060324 in utero embryonic development  // vasculature development  // respiratory system process  // fibroblast migration  // platelet-derived growth factor receptor signaling pathway  // skeletal system morphogenesis  // smooth muscle tissue development  // face development GO:0005737 cytoplasm GO:0003677  // GO:0008270  // GO:0046872 DNA binding  // zinc ion binding  // metal ion binding ○
17358363 24.24413 23.29894 1.0405679 0.0573712 0 main NM_177360 Dmrt3 doublesex and mab-3 related transcription factor 3 NM_177360 RefSeq Mus musculus doublesex and mab-3 related transcription factor 3 (Dmrt3), mRNA. TRUE 240590 Mm.62785 Q80WT2 chr19 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007548  // GO:0007628  // GO:0019226  // GO:0021521  // GO:0030154  // GO:0042487  // GO:0046661 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // sex differentiation  // adult walking behavior  // transmission of nerve impulse  // ventral spinal cord interneuron specification  // cell differentiation  // regulation of odontogenesis of dentin-containing tooth  // male sex differentiation GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003700  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // sequence-specific DNA binding ○
17358905 19.50696 26.00847 0.7500234 -0.414993 0 main NM_001163471 Hectd2 HECT domain containing 2 NM_001163471 RefSeq Mus musculus HECT domain containing 2 (Hectd2), transcript variant 1, mRNA. TRUE 226098 Mm.61107 Q8CDU6 chr19 GO:0042787  // GO:0016567  // GO:0042787 protein ubiquitination involved in ubiquitin-dependent protein catabolic process  // protein ubiquitination  // protein ubiquitination involved in ubiquitin-dependent protein catabolic process GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0004842  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0004842  // GO:0004842 ubiquitin-protein transferase activity  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // ubiquitin-protein transferase activity  // ubiquitin-protein transferase activity ○
17360501 143.9142 166.2378 0.8657129 -0.20804 0 main NM_001142918 Tcf7l2 transcription factor 7 like 2, T cell specific, HMG box NM_001142918 RefSeq Mus musculus transcription factor 7 like 2, T cell specific, HMG box (Tcf7l2), transcript variant 1, mRNA. TRUE 21416 Mm.139815 Q924A0 chr19 GO:0000122  // GO:0000122  // GO:0001568  // GO:0005977  // GO:0006006  // GO:0006351  // GO:0006355  // GO:0006355  // GO:0006357  // GO:0006357  // GO:0007050  // GO:0008283  // GO:0009267  // GO:0009749  // GO:0009791  // GO:0010867  // GO:0010909  // GO:0014003  // GO:0016055  // GO:0016055  // GO:0021915  // GO:0021983  // GO:0030282  // GO:0030514  // GO:0030538  // GO:0031641  // GO:0032024  // GO:0032024  // GO:0032092  // GO:0032252  // GO:0032350  // GO:0035019  // GO:0035019  // GO:0035264  // GO:0035411  // GO:0040037  // GO:0042475  // GO:0042593  // GO:0043065  // GO:0043433  // GO:0043570  // GO:0043588  // GO:0044334  // GO:0045444  // GO:0045599  // GO:0045722  // GO:0045892  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0046621  // GO:0046827  // GO:0046889  // GO:0048557  // GO:0048619  // GO:0048625  // GO:0048625  // GO:0048641  // GO:0048660  // GO:0048713  // GO:0050679  // GO:0051897  // GO:0060070  // GO:0060325  // GO:0061178  // GO:0061178  // GO:0negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // blood vessel development  // glycogen metabolic process  // glucose metabolic process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // cell cycle arrest  // cell proliferation  // cellular response to starvation  // response to glucose  // post-embryonic development  // positive regulation of triglyceride biosynthetic process  // positive regulation of heparan sulfate proteoglycan biosynthetic process  // oligodendrocyte development  // Wnt signaling pathway  // Wnt signaling pathway  // neural tube development  // pituitary gland development  // bone mineralization  // negative regulation of BMP signaling pathway  // embryonic genitalia morphogenesis  // reguGO:0000790  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0005667  // GO:0005737  // GO:0005829  // GO:0032993  // GO:0070369  // GO:0071664  // GO:0005634  // GO:0016605  // GO:0000790  // GO:0005654  // GO:0032993  // GO:0070369 nuclear chromatin  // nucleus  // nucleus  // nucleoplasm  // transcription factor complex  // cytoplasm  // cytosol  // protein-DNA complex  // beta-catenin-TCF7L2 complex  // catenin-TCF7L2 complex  // nucleus  // PML body  // nuclear chromatin  // nucleoplasm  // protein-DNA complex  // beta-catenin-TCF7L2 complex GO:0000978  // GO:0000978  // GO:0001103  // GO:0003677  // GO:0003682  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0008013  // GO:0008013  // GO:0008013  // GO:0008134  // GO:0019901  // GO:0035257  // GO:0043565  // GO:0043565  // GO:0044212  // GO:0044212  // GO:0045295  // GO:0070016  // GO:0003700  // GO:0008013  // GO:0000978  // GO:0001103  // GO:0003700  // GO:0008134  // GO:0019901  // GO:0035257  // GO:0043565  // GO:0044212  // GO:0045295  // GO:0070016 RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II repressing transcription factor binding  // DNA binding  // chromatin binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // beta-catenin binding  // beta-catenin binding  // beta-catenin binding  // transcription factor binding  // protein kinase binding  // nuclear hormone receptor binding  // sequence-specific DNA binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // transcription regulatory region DNA binding  // gamma-catenin binding  // armadillo repeat domain binding  // sequence-specific DNA binding transcription factor activity  // beta-catenin binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II repressing transcription factor binding  // sequence-specific DNA b○
17360845 20.46224 20.23818 1.0110712 0.0158845 0 main NM_010132 Emx2 empty spiracles homeobox 2 NM_010132 RefSeq Mus musculus empty spiracles homeobox 2 (Emx2), mRNA. TRUE 13797 Mm.245394 Q04744 chr19 GO:0006355  // GO:0007275  // GO:0007420  // GO:0009952  // GO:0009952  // GO:0010468  // GO:0021542  // GO:0021796  // GO:0021796  // GO:0021846  // GO:0021885  // GO:0021987  // GO:0030182  // GO:0030900  // GO:0030900  // GO:0042493  // GO:0072001 regulation of transcription, DNA-templated  // multicellular organismal development  // brain development  // anterior/posterior pattern specification  // anterior/posterior pattern specification  // regulation of gene expression  // dentate gyrus development  // cerebral cortex regionalization  // cerebral cortex regionalization  // cell proliferation in forebrain  // forebrain cell migration  // cerebral cortex development  // neuron differentiation  // forebrain development  // forebrain development  // response to drug  // renal system development GO:0005634 nucleus GO:0000976  // GO:0003677  // GO:0003700  // GO:0043565 transcription regulatory region sequence-specific DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17360873 56.44774 52.97997 1.0654544 0.0914688 0 main NM_178421 Nanos1 nanos homolog 1 (Drosophila) NM_178421 RefSeq Mus musculus nanos homolog 1 (Drosophila) (Nanos1), mRNA. TRUE 332397 Mm.186390 Q80WY3 chr19 GO:0006417  // GO:0010631  // GO:0016477  // GO:0010631  // GO:0010631  // GO:0016477  // GO:0016477  // GO:0017148 regulation of translation  // epithelial cell migration  // cell migration  // epithelial cell migration  // epithelial cell migration  // cell migration  // cell migration  // negative regulation of translation GO:0005737  // GO:0048471  // GO:0005737  // GO:0005737  // GO:0048471  // GO:0048471 cytoplasm  // perinuclear region of cytoplasm  // cytoplasm  // cytoplasm  // perinuclear region of cytoplasm  // perinuclear region of cytoplasm GO:0003723  // GO:0008270  // GO:0046872  // GO:0003674  // GO:0030371 RNA binding  // zinc ion binding  // metal ion binding  // molecular_function  // translation repressor activity ○
17363704 69.5891 75.98012 0.9158856 -0.126761 0 main NM_001166414 Rfx3 regulatory factor X, 3 (influences HLA class II expression) NM_001166414 RefSeq Mus musculus regulatory factor X, 3 (influences HLA class II expression) (Rfx3), transcript variant 2, mRNA. TRUE 19726 Mm.313321 P48381 chr19 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007368  // GO:0030154  // GO:0031018  // GO:0042384  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0048469  // GO:0050796  // GO:0060285  // GO:0060287  // GO:0072560  // GO:2000078  // GO:0006351  // GO:0006355  // GO:0045892  // GO:0045892  // GO:0045893 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // determination of left/right symmetry  // cell differentiation  // endocrine pancreas development  // cilium assembly  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // cell maturation  // regulation of insulin secretion  // cilium-dependent cell motility  // epithelial cilium movement involved in determination of left/right asymmetry  // type B pancreatic cell maturation  // positive regulation of type B pancreatic cell development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0000790  // GO:0000790  // GO:0005634  // GO:0005667  // GO:0000790 nuclear chromatin  // nuclear chromatin  // nucleus  // transcription factor complex  // nuclear chromatin GO:0003677  // GO:0003700  // GO:0005515  // GO:0044212  // GO:0044212  // GO:0044212 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // transcription regulatory region DNA binding  // transcription regulatory region DNA binding  // transcription regulatory region DNA binding ○
17366670 2263.793 1682.121 1.3457968 0.4284606 0 main NM_172471 Itih5 inter-alpha (globulin) inhibitor H5 NM_172471 RefSeq Mus musculus inter-alpha (globulin) inhibitor H5 (Itih5), mRNA. TRUE 209378 Mm.313876 Q8BJD1 chr2 GO:0010466  // GO:0030212  // GO:0008150  // GO:0010951 negative regulation of peptidase activity  // hyaluronan metabolic process  // biological_process  // negative regulation of endopeptidase activity GO:0005576  // GO:0005575 extracellular region  // cellular_component GO:0004867  // GO:0030414  // GO:0003674 serine-type endopeptidase inhibitor activity  // peptidase inhibitor activity  // molecular_function ○
17370043 180.0614 123.485 1.4581641 0.5441531 0 main NM_011923 Angptl2 angiopoietin-like 2 NM_011923 RefSeq Mus musculus angiopoietin-like 2 (Angptl2), mRNA. TRUE 26360 Mm.208919 Q9R045 chr2 --- --- GO:0005576  // GO:0070062 extracellular region  // extracellular vesicular exosome --- --- ○
17370799 45.17842 48.73185 0.927082 -0.109231 0 main ENSMUST00000124210 A430018G15Rik RIKEN cDNA A430018G15 gene ENSMUST00000124210 ENSEMBL havana:known chromosome:GRCm38:2:52425012:52431893:1 gene:ENSMUSG00000085315 gene_biotype:processed_transcript transcript_biotype:processed_transcript TRUE --- --- Q8R0S4 chr2 --- --- --- --- --- --- ○
17372140 228.9796 368.3455 0.6216435 -0.685841 0 main NM_053263 Hnrnpa3 heterogeneous nuclear ribonucleoprotein A3 NM_053263 RefSeq Mus musculus heterogeneous nuclear ribonucleoprotein A3 (Hnrnpa3), transcript variant c, mRNA. TRUE 229279 Mm.316306  // Mm.331491  // Mm.379375 Q8BG05 chr2 GO:0006397  // GO:0008380  // GO:0051028  // GO:0055085 mRNA processing  // RNA splicing  // mRNA transport  // transmembrane transport GO:0005634  // GO:0005681  // GO:0005737  // GO:0019012  // GO:0019013  // GO:0030529  // GO:0035770  // GO:0043005  // GO:0005634 nucleus  // spliceosomal complex  // cytoplasm  // virion  // viral nucleocapsid  // ribonucleoprotein complex  // ribonucleoprotein granule  // neuron projection  // nucleus GO:0000166  // GO:0003676  // GO:0003723  // GO:0003729  // GO:0051033 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA binding  // RNA transmembrane transporter activity ○
17372161 139.3371 184.4413 0.755455 -0.404582 0 main NM_172666 Agps alkylglycerone phosphate synthase NM_172666 RefSeq Mus musculus alkylglycerone phosphate synthase (Agps), mRNA. TRUE 228061 Mm.31227 Q8C0I1 chr2 GO:0006629  // GO:0008610  // GO:0055114  // GO:0008610  // GO:0008611  // GO:0008611 lipid metabolic process  // lipid biosynthetic process  // oxidation-reduction process  // lipid biosynthetic process  // ether lipid biosynthetic process  // ether lipid biosynthetic process GO:0005730  // GO:0005739  // GO:0005739  // GO:0005777  // GO:0005778  // GO:0043231  // GO:0005777  // GO:0005778  // GO:0043231 nucleolus  // mitochondrion  // mitochondrion  // peroxisome  // peroxisomal membrane  // intracellular membrane-bounded organelle  // peroxisome  // peroxisomal membrane  // intracellular membrane-bounded organelle GO:0003824  // GO:0008609  // GO:0008762  // GO:0016491  // GO:0016614  // GO:0016740  // GO:0050660  // GO:0008609  // GO:0008609  // GO:0071949 catalytic activity  // alkylglycerone-phosphate synthase activity  // UDP-N-acetylmuramate dehydrogenase activity  // oxidoreductase activity  // oxidoreductase activity, acting on CH-OH group of donors  // transferase activity  // flavin adenine dinucleotide binding  // alkylglycerone-phosphate synthase activity  // alkylglycerone-phosphate synthase activity  // FAD binding ○
17372294 153.2203 183.8365 0.8334596 -0.262816 0 main ENSMUST00000028398 Ube2e3 ubiquitin-conjugating enzyme E2E 3 ENSMUST00000028398 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:2:78869047:78921293:1 gene:ENSMUSG00000027011 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 22193 Mm.1485  // Mm.396925  // Mm.426742 P52483 chr2 GO:0040008  // GO:0070534  // GO:0070936  // GO:0070979  // GO:0070534  // GO:0070936  // GO:0070979  // GO:0016567  // GO:0070534  // GO:0070936  // GO:0070979 regulation of growth  // protein K63-linked ubiquitination  // protein K48-linked ubiquitination  // protein K11-linked ubiquitination  // protein K63-linked ubiquitination  // protein K48-linked ubiquitination  // protein K11-linked ubiquitination  // protein ubiquitination  // protein K63-linked ubiquitination  // protein K48-linked ubiquitination  // protein K11-linked ubiquitination GO:0005634  // GO:0005737  // GO:0005634 nucleus  // cytoplasm  // nucleus GO:0000166  // GO:0004842  // GO:0005515  // GO:0005524  // GO:0016874  // GO:0016881  // GO:0004842  // GO:0004842 nucleotide binding  // ubiquitin-protein transferase activity  // protein binding  // ATP binding  // ligase activity  // acid-amino acid ligase activity  // ubiquitin-protein transferase activity  // ubiquitin-protein transferase activity ○
17373696 30.48293 26.76316 1.1389884 0.1877531 0 main NM_011393 Slc1a2 solute carrier family 1 (glial high affinity glutamate transporter), member 2 NM_011393 RefSeq Mus musculus solute carrier family 1 (glial high affinity glutamate transporter), member 2 (Slc1a2), transcript variant 3, mRNA. TRUE 20511 Mm.267547 P43006 chr2 GO:0006810  // GO:0006835  // GO:0007399  // GO:0007632  // GO:0009416  // GO:0009611  // GO:0010259  // GO:0015813  // GO:0015813  // GO:0015813  // GO:0021537  // GO:0030534  // GO:0031668  // GO:0035264  // GO:0035725  // GO:0042493  // GO:0043200  // GO:0046326  // GO:0051938  // GO:0070779  // GO:1902475  // GO:0051938  // GO:0055085  // GO:0070779 transport  // dicarboxylic acid transport  // nervous system development  // visual behavior  // response to light stimulus  // response to wounding  // multicellular organismal aging  // L-glutamate transport  // L-glutamate transport  // L-glutamate transport  // telencephalon development  // adult behavior  // cellular response to extracellular stimulus  // multicellular organism growth  // sodium ion transmembrane transport  // response to drug  // response to amino acid  // positive regulation of glucose import  // L-glutamate import  // D-aspartate import  // L-alpha-amino acid transmembrane transport  // L-glutamate import  // transmembrane transport  // D-aspartate import GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0030424  // GO:0030673  // GO:0042734  // GO:0043005  // GO:0043197  // GO:0043198  // GO:0045202 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // axon  // axolemma  // presynaptic membrane  // neuron projection  // dendritic spine  // dendritic shaft  // synapse GO:0005313  // GO:0005313  // GO:0005314  // GO:0015293  // GO:0015501  // GO:0017153  // GO:0005313 L-glutamate transmembrane transporter activity  // L-glutamate transmembrane transporter activity  // high-affinity glutamate transmembrane transporter activity  // symporter activity  // glutamate:sodium symporter activity  // sodium:dicarboxylate symporter activity  // L-glutamate transmembrane transporter activity ○
17375961 47.05152 65.08957 0.7228734 -0.468185 0 main NM_009754 Bcl2l11 BCL2-like 11 (apoptosis facilitator) NM_009754 RefSeq Mus musculus BCL2-like 11 (apoptosis facilitator) (Bcl2l11), transcript variant 3, mRNA. TRUE 12125 Mm.141083 O54918 chr2 GO:0001701  // GO:0001776  // GO:0001776  // GO:0001782  // GO:0001782  // GO:0001783  // GO:0001822  // GO:0002260  // GO:0002260  // GO:0002262  // GO:0006915  // GO:0006919  // GO:0007160  // GO:0007283  // GO:0008584  // GO:0008630  // GO:0008630  // GO:0009791  // GO:0010942  // GO:0030879  // GO:0032464  // GO:0034976  // GO:0034976  // GO:0035148  // GO:0042475  // GO:0042981  // GO:0043029  // GO:0043029  // GO:0043065  // GO:0043065  // GO:0043065  // GO:0043280  // GO:0043525  // GO:0043583  // GO:0045787  // GO:0046620  // GO:0048066  // GO:0048070  // GO:0048536  // GO:0048538  // GO:0048563  // GO:0060139  // GO:0060154  // GO:0070242  // GO:0090200  // GO:0097192  // GO:0097192  // GO:1902110  // GO:1902263  // GO:2000271  // GO:2001244  // GO:0006919  // GO:0007420  // GO:0008630  // GO:0008630  // GO:0010942  // GO:0032464  // GO:0043065  // GO:0090200  // GO:2000271  // GO:2001244 in utero embryonic development  // leukocyte homeostasis  // leukocyte homeostasis  // B cell homeostasis  // B cell homeostasis  // B cell apoptotic process  // kidney development  // lymphocyte homeostasis  // lymphocyte homeostasis  // myeloid cell homeostasis  // apoptotic process  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // cell-matrix adhesion  // spermatogenesis  // male gonad development  // intrinsic apoptotic signaling pathway in response to DNA damage  // intrinsic apoptotic signaling pathway in response to DNA damage  // post-embryonic development  // positive regulation of cell death  // mammary gland development  // positive regulation of protein homooligomerization  // response to endoplasmic reticulum stress  // response to endoplasmic reticulum stress  // tube formation  // odontogenesis of dentin-containing tooth  // regulation of apoptotic process  // T cell homeostasis  // T cell homeostasis  // positive regulation of apoptotic process  // positiGO:0005622  // GO:0005737  // GO:0005739  // GO:0005739  // GO:0005739  // GO:0005829  // GO:0005874  // GO:0016020  // GO:0019898  // GO:0043231  // GO:0097140  // GO:0097141  // GO:0005739  // GO:0005829  // GO:0005874  // GO:0097140  // GO:0097141 intracellular  // cytoplasm  // mitochondrion  // mitochondrion  // mitochondrion  // cytosol  // microtubule  // membrane  // extrinsic component of membrane  // intracellular membrane-bounded organelle  // BIM-BCL-xl complex  // BIM-BCL-2 complex  // mitochondrion  // cytosol  // microtubule  // BIM-BCL-xl complex  // BIM-BCL-2 complex GO:0005515  // GO:0008017  // GO:0008017 protein binding  // microtubule binding  // microtubule binding ○
17376822 34.2061 34.65174 0.9871395 -0.018674 0 main NM_001291056 Snap25 synaptosomal-associated protein 25 NM_001291056 RefSeq Mus musculus synaptosomal-associated protein 25 (Snap25), transcript variant 2, mRNA. TRUE 20614 Mm.45953 P60879 chr2 GO:0007269  // GO:0007616  // GO:0010975  // GO:0016197  // GO:0030431  // GO:0034765  // GO:0046887  // GO:0048791  // GO:0060291  // GO:0070201  // GO:0071805  // GO:0010975 neurotransmitter secretion  // long-term memory  // regulation of neuron projection development  // endosomal transport  // sleep  // regulation of ion transmembrane transport  // positive regulation of hormone secretion  // calcium ion-dependent exocytosis of neurotransmitter  // long-term synaptic potentiation  // regulation of establishment of protein localization  // potassium ion transmembrane transport  // regulation of neuron projection development GO:0005623  // GO:0005737  // GO:0005737  // GO:0005768  // GO:0005802  // GO:0005829  // GO:0005886  // GO:0005886  // GO:0008076  // GO:0015629  // GO:0016020  // GO:0030027  // GO:0030054  // GO:0030175  // GO:0030424  // GO:0030426  // GO:0031083  // GO:0031201  // GO:0043005  // GO:0043025  // GO:0043229  // GO:0044295  // GO:0045121  // GO:0045202  // GO:0048471  // GO:0070032  // GO:0070032  // GO:0070033  // GO:0070044  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0030424  // GO:0031083  // GO:0031083  // GO:0031201  // GO:0043005  // GO:0044295  // GO:0045202  // GO:0048471  // GO:0070032  // GO:0070044 cell  // cytoplasm  // cytoplasm  // endosome  // trans-Golgi network  // cytosol  // plasma membrane  // plasma membrane  // voltage-gated potassium channel complex  // actin cytoskeleton  // membrane  // lamellipodium  // cell junction  // filopodium  // axon  // growth cone  // BLOC-1 complex  // SNARE complex  // neuron projection  // neuronal cell body  // intracellular organelle  // axonal growth cone  // membrane raft  // synapse  // perinuclear region of cytoplasm  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin I complex  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin I complex  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin II complex  // synaptobrevin 2-SNAP-25-syntaxin-1a complex  // cytoplasm  // plasma membrane  // membrane  // axon  // BLOC-1 complex  // BLOC-1 complex  // SNARE complex  // neuron projection  // axonal growth cone  // synapse  // perinuclear region of cytoplasm  // synaptobrevin 2-SNAP-25-syntaxin-1a-complexin I complex  // synaptobrevin 2-SNAP-25-syntaxin-1a complex GO:0000149  // GO:0000149  // GO:0005249  // GO:0005515  // GO:0017022  // GO:0017075  // GO:0019904  // GO:0047485  // GO:0000149  // GO:0017075 SNARE binding  // SNARE binding  // voltage-gated potassium channel activity  // protein binding  // myosin binding  // syntaxin-1 binding  // protein domain specific binding  // protein N-terminus binding  // SNARE binding  // syntaxin-1 binding ○
17380268 220.3448 207.2804 1.0630277 0.0881791 0 main NM_019806 Vapb vesicle-associated membrane protein, associated protein B and C NM_019806 RefSeq Mus musculus vesicle-associated membrane protein, associated protein B and C (Vapb), mRNA. TRUE 56491 Mm.260456 Q9QY76 chr2 GO:0006874  // GO:0006986  // GO:0006987  // GO:0019048  // GO:0030968  // GO:0045070  // GO:0006874  // GO:0006987  // GO:0006874  // GO:0006987  // GO:0019048  // GO:0030968  // GO:0045070  // GO:0019048  // GO:0030968  // GO:0045070 cellular calcium ion homeostasis  // response to unfolded protein  // activation of signaling protein activity involved in unfolded protein response  // modulation by virus of host morphology or physiology  // endoplasmic reticulum unfolded protein response  // positive regulation of viral genome replication  // cellular calcium ion homeostasis  // activation of signaling protein activity involved in unfolded protein response  // cellular calcium ion homeostasis  // activation of signaling protein activity involved in unfolded protein response  // modulation by virus of host morphology or physiology  // endoplasmic reticulum unfolded protein response  // positive regulation of viral genome replication  // modulation by virus of host morphology or physiology  // endoplasmic reticulum unfolded protein response  // positive regulation of viral genome replication GO:0005783  // GO:0005789  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0005783  // GO:0005789  // GO:0016020  // GO:0005794  // GO:0005783  // GO:0005789  // GO:0005794 endoplasmic reticulum  // endoplasmic reticulum membrane  // Golgi apparatus  // membrane  // integral component of membrane  // endoplasmic reticulum  // endoplasmic reticulum membrane  // membrane  // Golgi apparatus  // endoplasmic reticulum  // endoplasmic reticulum membrane  // Golgi apparatus GO:0005198  // GO:0019899  // GO:0042803  // GO:0046982  // GO:0048487  // GO:0019899  // GO:0042803  // GO:0046982  // GO:0048487  // GO:0019899  // GO:0042803  // GO:0046982  // GO:0048487 structural molecule activity  // enzyme binding  // protein homodimerization activity  // protein heterodimerization activity  // beta-tubulin binding  // enzyme binding  // protein homodimerization activity  // protein heterodimerization activity  // beta-tubulin binding  // enzyme binding  // protein homodimerization activity  // protein heterodimerization activity  // beta-tubulin binding ○
17381357 86.65327 54.75213 1.5826466 0.6623391 0 main NM_001290376 Camk1d calcium/calmodulin-dependent protein kinase ID NM_001290376 RefSeq Mus musculus calcium/calmodulin-dependent protein kinase ID (Camk1d), transcript variant 4, mRNA. TRUE 227541 Mm.191949 Q8BW96 chr2 GO:0006468  // GO:0006954  // GO:0007399  // GO:0008152  // GO:0010976  // GO:0016310  // GO:0032793  // GO:0043065  // GO:0043066  // GO:0050766  // GO:0050773  // GO:0060267  // GO:0071622  // GO:0090023  // GO:0006468  // GO:0032793  // GO:0032793  // GO:0050766  // GO:0050766  // GO:0050773  // GO:0050773  // GO:0060267  // GO:0060267  // GO:0071622  // GO:0071622 protein phosphorylation  // inflammatory response  // nervous system development  // metabolic process  // positive regulation of neuron projection development  // phosphorylation  // positive regulation of CREB transcription factor activity  // positive regulation of apoptotic process  // negative regulation of apoptotic process  // positive regulation of phagocytosis  // regulation of dendrite development  // positive regulation of respiratory burst  // regulation of granulocyte chemotaxis  // positive regulation of neutrophil chemotaxis  // protein phosphorylation  // positive regulation of CREB transcription factor activity  // positive regulation of CREB transcription factor activity  // positive regulation of phagocytosis  // positive regulation of phagocytosis  // regulation of dendrite development  // regulation of dendrite development  // positive regulation of respiratory burst  // positive regulation of respiratory burst  // regulation of granulocyte chemotaxis  // regulation of granulocyte chemotaGO:0005634  // GO:0005737  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737 nucleus  // cytoplasm  // nucleus  // nucleus  // cytoplasm  // cytoplasm GO:0000166  // GO:0003824  // GO:0004672  // GO:0004674  // GO:0004683  // GO:0005516  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004683 nucleotide binding  // catalytic activity  // protein kinase activity  // protein serine/threonine kinase activity  // calmodulin-dependent protein kinase activity  // calmodulin binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // calmodulin-dependent protein kinase activity ○
17384234 81.55861 67.00788 1.2171495 0.2835064 0 main NM_001290576 Pbx3 pre B cell leukemia homeobox 3 NM_001290576 RefSeq Mus musculus pre B cell leukemia homeobox 3 (Pbx3), transcript variant b, mRNA. TRUE 18516 Mm.239941 O35317 chr2 GO:0002087  // GO:0006351  // GO:0006355  // GO:0007585  // GO:0008344  // GO:0021516  // GO:0048666 regulation of respiratory gaseous exchange by neurological system process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // respiratory gaseous exchange  // adult locomotory behavior  // dorsal spinal cord development  // neuron development GO:0005634  // GO:0005667  // GO:0005634 nucleus  // transcription factor complex  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0043565  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // sequence-specific DNA binding  // sequence-specific DNA binding ○
17384587 348.1671 477.9493 0.7284603 -0.457078 0 main NM_001100591 Rc3h2 ring finger and CCCH-type zinc finger domains 2 NM_001100591 RefSeq Mus musculus ring finger and CCCH-type zinc finger domains 2 (Rc3h2), transcript variant 1, mRNA. TRUE 319817 Mm.288785 P0C090 chr2 GO:0000209  // GO:0001782  // GO:0009791  // GO:0010468  // GO:0010608  // GO:0035264  // GO:0042098  // GO:0043029  // GO:0048286  // GO:0048535  // GO:0048536  // GO:0060173  // GO:0061470  // GO:1901224 protein polyubiquitination  // B cell homeostasis  // post-embryonic development  // regulation of gene expression  // posttranscriptional regulation of gene expression  // multicellular organism growth  // T cell proliferation  // T cell homeostasis  // lung alveolus development  // lymph node development  // spleen development  // limb development  // T follicular helper cell differentiation  // positive regulation of NIK/NF-kappaB signaling GO:0005634  // GO:0005737  // GO:0009986  // GO:0016020  // GO:0000932  // GO:0005737  // GO:0009986  // GO:0016020 nucleus  // cytoplasm  // cell surface  // membrane  // cytoplasmic mRNA processing body  // cytoplasm  // cell surface  // membrane GO:0003677  // GO:0003723  // GO:0003729  // GO:0004842  // GO:0005515  // GO:0008270  // GO:0044822  // GO:0046872  // GO:0003677 DNA binding  // RNA binding  // mRNA binding  // ubiquitin-protein transferase activity  // protein binding  // zinc ion binding  // poly(A) RNA binding  // metal ion binding  // DNA binding ○
17384813 460.6133 572.0389 0.8052132 -0.312557 0 main ENSMUST00000028087 Ppp6c protein phosphatase 6, catalytic subunit ENSMUST00000028087 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:2:39194354:39226451:-1 gene:ENSMUSG00000026753 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 67857 Mm.389242  // Mm.171389  // Mm.392662  // Mm.398121  // Mm.475023 Q9CQR6 chr2 GO:0006470  // GO:0007049  // GO:0006470  // GO:0006470 protein dephosphorylation  // cell cycle  // protein dephosphorylation  // protein dephosphorylation GO:0005737  // GO:0005829  // GO:0005829  // GO:0005829 cytoplasm  // cytosol  // cytosol  // cytosol GO:0004721  // GO:0004722  // GO:0016787  // GO:0046872  // GO:0005515  // GO:0004722  // GO:0004722 phosphoprotein phosphatase activity  // protein serine/threonine phosphatase activity  // hydrolase activity  // metal ion binding  // protein binding  // protein serine/threonine phosphatase activity  // protein serine/threonine phosphatase activity ○
17384951 387.8846 286.1652 1.3554569 0.4387793 0 main NM_001289521 Zeb2 zinc finger E-box binding homeobox 2 NM_001289521 RefSeq Mus musculus zinc finger E-box binding homeobox 2 (Zeb2), transcript variant 3, mRNA. TRUE 24136 Mm.440702 Q9R0G7 chr2 GO:0001755  // GO:0001756  // GO:0001843  // GO:0006351  // GO:0006355  // GO:0007417  // GO:0021766  // GO:0021846  // GO:0030177  // GO:0043507  // GO:0048598  // GO:0000122  // GO:0045636  // GO:0045944  // GO:0048023  // GO:0048066  // GO:0097324  // GO:1903056 neural crest cell migration  // somitogenesis  // neural tube closure  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // central nervous system development  // hippocampus development  // cell proliferation in forebrain  // positive regulation of Wnt signaling pathway  // positive regulation of JUN kinase activity  // embryonic morphogenesis  // negative regulation of transcription from RNA polymerase II promoter  // positive regulation of melanocyte differentiation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of melanin biosynthetic process  // developmental pigmentation  // melanocyte migration  // regulation of melanosome organization GO:0005634  // GO:0005634  // GO:0005730  // GO:0005737 nucleus  // nucleus  // nucleolus  // cytoplasm GO:0003676  // GO:0003677  // GO:0003700  // GO:0043565  // GO:0046872  // GO:0070412 nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // metal ion binding  // R-SMAD binding ○
17385281 20.42039 20.44731 0.9986834 -0.001901 0 main NM_001037099 Cacnb4 calcium channel, voltage-dependent, beta 4 subunit NM_001037099 RefSeq Mus musculus calcium channel, voltage-dependent, beta 4 subunit (Cacnb4), transcript variant 1, mRNA. TRUE 12298 Mm.330223 Q8R0S4 chr2 GO:0006810  // GO:0006811  // GO:0006816  // GO:0006816  // GO:0006874  // GO:0007214  // GO:0007528  // GO:0007628  // GO:0014051  // GO:0019227  // GO:0030217  // GO:0034765  // GO:0035249  // GO:0042391  // GO:0046058  // GO:0048536  // GO:0048538  // GO:0048541  // GO:0048747  // GO:0050852  // GO:0050877  // GO:0050908  // GO:0051932  // GO:0070588  // GO:0070588  // GO:1901385  // GO:0006816  // GO:0034765  // GO:0070588  // GO:1901385 transport  // ion transport  // calcium ion transport  // calcium ion transport  // cellular calcium ion homeostasis  // gamma-aminobutyric acid signaling pathway  // neuromuscular junction development  // adult walking behavior  // gamma-aminobutyric acid secretion  // neuronal action potential propagation  // T cell differentiation  // regulation of ion transmembrane transport  // synaptic transmission, glutamatergic  // regulation of membrane potential  // cAMP metabolic process  // spleen development  // thymus development  // Peyer's patch development  // muscle fiber development  // T cell receptor signaling pathway  // neurological system process  // detection of light stimulus involved in visual perception  // synaptic transmission, GABAergic  // calcium ion transmembrane transport  // calcium ion transmembrane transport  // regulation of voltage-gated calcium channel activity  // calcium ion transport  // regulation of ion transmembrane transport  // calcium ion transmembrane transport  // regulationGO:0005886  // GO:0005891  // GO:0005891  // GO:0005891  // GO:0045202  // GO:0005886  // GO:0005886  // GO:0005891  // GO:0045202 plasma membrane  // voltage-gated calcium channel complex  // voltage-gated calcium channel complex  // voltage-gated calcium channel complex  // synapse  // plasma membrane  // plasma membrane  // voltage-gated calcium channel complex  // synapse GO:0005244  // GO:0005245  // GO:0005245  // GO:0005262  // GO:0005515  // GO:0008331  // GO:0008331  // GO:0019901  // GO:0005245  // GO:0008331  // GO:0019901 voltage-gated ion channel activity  // voltage-gated calcium channel activity  // voltage-gated calcium channel activity  // calcium channel activity  // protein binding  // high voltage-gated calcium channel activity  // high voltage-gated calcium channel activity  // protein kinase binding  // voltage-gated calcium channel activity  // high voltage-gated calcium channel activity  // protein kinase binding ○
17385508 188.7262 281.8056 0.6697035 -0.578406 0 main NM_001001182 Baz2b bromodomain adjacent to zinc finger domain, 2B NM_001001182 RefSeq Mus musculus bromodomain adjacent to zinc finger domain, 2B (Baz2b), mRNA. TRUE 407823 Mm.228071 A0PJF0 chr2 GO:0008150 biological_process GO:0005575  // GO:0005634 cellular_component  // nucleus GO:0046872  // GO:0003674  // GO:0003677  // GO:0008270 metal ion binding  // molecular_function  // DNA binding  // zinc ion binding ○
17386591 267.817 342.1402 0.7827698 -0.35334 0 main NM_001025093 Atf2 activating transcription factor 2 NM_001025093 RefSeq Mus musculus activating transcription factor 2 (Atf2), transcript variant 1, mRNA. TRUE 11909 Mm.209903 P16951 chr2 GO:0003151  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0006970  // GO:0006974  // GO:0016573  // GO:0031573  // GO:0032915  // GO:0045444  // GO:0045944  // GO:0045944  // GO:0051091  // GO:0060612  // GO:1902110  // GO:0006355  // GO:0006355  // GO:0006970  // GO:0006970  // GO:0006974  // GO:0006974  // GO:0016573  // GO:0031573  // GO:0031573  // GO:0051091  // GO:0051091  // GO:1902110  // GO:1902110 outflow tract morphogenesis  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // response to osmotic stress  // cellular response to DNA damage stimulus  // histone acetylation  // intra-S DNA damage checkpoint  // positive regulation of transforming growth factor beta2 production  // fat cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of sequence-specific DNA binding transcription factor activity  // adipose tissue development  // positive regulation of mitochondrial membrane permeability involved in apoptotic process  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // response to osmotic stress  // response to osmotic stress  // cellular response to DNA damage stimulus  // cellular response to DNA damage stimulus  // histone acetylation  // iGO:0005634  // GO:0005634  // GO:0005737  // GO:0005739  // GO:0005741  // GO:0016020  // GO:0035861  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005741  // GO:0005741  // GO:0016020  // GO:0035861  // GO:0035861 nucleus  // nucleus  // cytoplasm  // mitochondrion  // mitochondrial outer membrane  // membrane  // site of double-strand break  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // mitochondrial outer membrane  // mitochondrial outer membrane  // membrane  // site of double-strand break  // site of double-strand break GO:0000980  // GO:0001077  // GO:0001102  // GO:0003676  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0004402  // GO:0005515  // GO:0008140  // GO:0016740  // GO:0019901  // GO:0035497  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0000980  // GO:0001102  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0004402  // GO:0004402  // GO:0008140  // GO:0019901  // GO:0035497  // GO:0043565  // GO:0046982 RNA polymerase II distal enhancer sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // RNA polymerase II activating transcription factor binding  // nucleic acid binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // histone acetyltransferase activity  // protein binding  // cAMP response element binding protein binding  // transferase activity  // protein kinase binding  // cAMP response element binding  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // RNA polymerase II distal enhancer sequence-specific DNA binding  // RNA polymerase II activating transcription factor binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // histone acetyltransferase activity  // hi○
17388854 197.7427 243.8269 0.8109962 -0.302233 0 main NM_001111289 Caprin1 cell cycle associated protein 1 NM_001111289 RefSeq Mus musculus cell cycle associated protein 1 (Caprin1), transcript variant 2, mRNA. TRUE 53872 Mm.427589 Q60865 chr2 GO:0017148  // GO:0030154  // GO:0050775  // GO:0061003  // GO:0017148  // GO:0017148 negative regulation of translation  // cell differentiation  // positive regulation of dendrite morphogenesis  // positive regulation of dendritic spine morphogenesis  // negative regulation of translation  // negative regulation of translation GO:0000932  // GO:0005737  // GO:0010494  // GO:0010494  // GO:0042995  // GO:0000932  // GO:0000932  // GO:0005737  // GO:0005829  // GO:0010494  // GO:0010494  // GO:0030425 cytoplasmic mRNA processing body  // cytoplasm  // cytoplasmic stress granule  // cytoplasmic stress granule  // cell projection  // cytoplasmic mRNA processing body  // cytoplasmic mRNA processing body  // cytoplasm  // cytosol  // cytoplasmic stress granule  // cytoplasmic stress granule  // dendrite GO:0003723  // GO:0044822  // GO:0003723  // GO:0003723 RNA binding  // poly(A) RNA binding  // RNA binding  // RNA binding ○
17388931 1494.822 1523.968 0.9808749 -0.027859 0 main NM_001145824 Hipk3 homeodomain interacting protein kinase 3 NM_001145824 RefSeq Mus musculus homeodomain interacting protein kinase 3 (Hipk3), transcript variant 2, mRNA. TRUE 15259 Mm.257925 Q9ERH7 chr2 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0006468  // GO:0006915  // GO:0009299  // GO:0016310  // GO:0018105  // GO:0018107  // GO:0043066  // GO:0043388  // GO:0043508  // GO:0006468  // GO:0009299  // GO:0043066 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // protein phosphorylation  // apoptotic process  // mRNA transcription  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // negative regulation of apoptotic process  // positive regulation of DNA binding  // negative regulation of JUN kinase activity  // protein phosphorylation  // mRNA transcription  // negative regulation of apoptotic process GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0016605  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm  // cytoplasm  // PML body  // nucleus  // cytoplasm GO:0000166  // GO:0003677  // GO:0003714  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672  // GO:0004674  // GO:0003677 nucleotide binding  // DNA binding  // transcription corepressor activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity  // protein serine/threonine kinase activity  // DNA binding ○
17389724 37.47882 33.86496 1.1067138 0.1462822 0 main NM_138313 Bmf BCL2 modifying factor NM_138313 RefSeq Mus musculus BCL2 modifying factor (Bmf), mRNA. TRUE 171543 Mm.210125 Q91ZE9 chr2 GO:0006915  // GO:0032464  // GO:0043276  // GO:0090200  // GO:2001234  // GO:2001235  // GO:0043276  // GO:0043276 apoptotic process  // positive regulation of protein homooligomerization  // anoikis  // positive regulation of release of cytochrome c from mitochondria  // negative regulation of apoptotic signaling pathway  // positive regulation of apoptotic signaling pathway  // anoikis  // anoikis GO:0001669  // GO:0005737  // GO:0015629  // GO:0016459  // GO:0016459  // GO:0001669 acrosomal vesicle  // cytoplasm  // actin cytoskeleton  // myosin complex  // myosin complex  // acrosomal vesicle GO:0005515 protein binding ○
17392279 128.2244 126.0638 1.0171389 0.0245168 0 main NM_001081133 Kif16b kinesin family member 16B NM_001081133 RefSeq Mus musculus kinesin family member 16B (Kif16b), mRNA. TRUE 16558 Mm.251934 B1AVY7 chr2 GO:0001704  // GO:0001919  // GO:0006810  // GO:0006895  // GO:0007018  // GO:0007173  // GO:0007492  // GO:0008543  // GO:0032801  // GO:0045022  // GO:0001919  // GO:0001919  // GO:0007173  // GO:0007173  // GO:0032801  // GO:0032801  // GO:0045022  // GO:0045022 formation of primary germ layer  // regulation of receptor recycling  // transport  // Golgi to endosome transport  // microtubule-based movement  // epidermal growth factor receptor signaling pathway  // endoderm development  // fibroblast growth factor receptor signaling pathway  // receptor catabolic process  // early endosome to late endosome transport  // regulation of receptor recycling  // regulation of receptor recycling  // epidermal growth factor receptor signaling pathway  // epidermal growth factor receptor signaling pathway  // receptor catabolic process  // receptor catabolic process  // early endosome to late endosome transport  // early endosome to late endosome transport GO:0005622  // GO:0005623  // GO:0005737  // GO:0005768  // GO:0005769  // GO:0005856  // GO:0005871  // GO:0005874  // GO:0016020  // GO:0005768  // GO:0005768  // GO:0005769  // GO:0005769  // GO:0031901 intracellular  // cell  // cytoplasm  // endosome  // early endosome  // cytoskeleton  // kinesin complex  // microtubule  // membrane  // endosome  // endosome  // early endosome  // early endosome  // early endosome membrane GO:0000166  // GO:0003777  // GO:0005524  // GO:0005547  // GO:0008017  // GO:0008289  // GO:0008574  // GO:0017137  // GO:0032266  // GO:0035091  // GO:0043325  // GO:0080025  // GO:0005547  // GO:0005547  // GO:0008574  // GO:0008574  // GO:0032266  // GO:0032266  // GO:0043325  // GO:0043325  // GO:0080025  // GO:0080025 nucleotide binding  // microtubule motor activity  // ATP binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // microtubule binding  // lipid binding  // plus-end-directed microtubule motor activity  // Rab GTPase binding  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol binding  // phosphatidylinositol-3,4-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // phosphatidylinositol-3,4,5-trisphosphate binding  // plus-end-directed microtubule motor activity  // plus-end-directed microtubule motor activity  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol-3-phosphate binding  // phosphatidylinositol-3,4-bisphosphate binding  // phosphatidylinositol-3,4-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding  // phosphatidylinositol-3,5-bisphosphate binding ○
17396492 84.31665 77.80823 1.0836469 0.1158948 0 main NM_177586 Eif5a2 eukaryotic translation initiation factor 5A2 NM_177586 RefSeq Mus musculus eukaryotic translation initiation factor 5A2 (Eif5a2), mRNA. TRUE 208691 Mm.193670 Q8BGY2 chr3 GO:0006412  // GO:0006414  // GO:0006452  // GO:0006810  // GO:0008284  // GO:0008612  // GO:0015031  // GO:0045901  // GO:0045905  // GO:0051028  // GO:0008284 translation  // translational elongation  // translational frameshifting  // transport  // positive regulation of cell proliferation  // peptidyl-lysine modification to peptidyl-hypusine  // protein transport  // positive regulation of translational elongation  // positive regulation of translational termination  // mRNA transport  // positive regulation of cell proliferation GO:0005634  // GO:0005643  // GO:0005737  // GO:0005783  // GO:0016020  // GO:0005789 nucleus  // nuclear pore  // cytoplasm  // endoplasmic reticulum  // membrane  // endoplasmic reticulum membrane GO:0003723  // GO:0003746  // GO:0043022 RNA binding  // translation elongation factor activity  // ribosome binding ○
17396593 384.0981 499.3608 0.7691795 -0.378608 0 main NM_027016 Sec62 SEC62 homolog (S. cerevisiae) NM_027016 RefSeq Mus musculus SEC62 homolog (S. cerevisiae) (Sec62), mRNA. TRUE 69276 Mm.26017 Q8BU14 chr3 GO:0006620  // GO:0006810  // GO:0015031  // GO:0006620  // GO:0006620 posttranslational protein targeting to membrane  // transport  // protein transport  // posttranslational protein targeting to membrane  // posttranslational protein targeting to membrane GO:0005622  // GO:0005623  // GO:0005783  // GO:0016020  // GO:0016021  // GO:0005789  // GO:0016020  // GO:0016020  // GO:0016235  // GO:0045111 intracellular  // cell  // endoplasmic reticulum  // membrane  // integral component of membrane  // endoplasmic reticulum membrane  // membrane  // membrane  // aggresome  // intermediate filament cytoskeleton GO:0008565  // GO:0003674 protein transporter activity  // molecular_function ○
17397377 32.44943 23.07682 1.4061482 0.4917487 0 main NM_001098170 Pcdh10 protocadherin 10 NM_001098170 RefSeq Mus musculus protocadherin 10 (Pcdh10), transcript variant 1, mRNA. TRUE 18526 Mm.242644 E9PX28 chr3 GO:0007155  // GO:0007156  // GO:0007155  // GO:0007156 cell adhesion  // homophilic cell adhesion  // cell adhesion  // homophilic cell adhesion GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane GO:0005509  // GO:0005515 calcium ion binding  // protein binding ○
17397827 131.4736 108.7202 1.209284 0.2741531 0 main NM_177855 Med12l mediator complex subunit 12-like NM_177855 RefSeq Mus musculus mediator complex subunit 12-like (Med12l), mRNA. TRUE 329650 Mm.240059 Q8BQM9 chr3 GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // biological_process GO:0005634  // GO:0016592 nucleus  // mediator complex GO:0001104  // GO:0008013  // GO:0008134 RNA polymerase II transcription cofactor activity  // beta-catenin binding  // transcription factor binding ○
17398082 370.9203 370.4981 1.0011395 0.0016431 0 main NM_178892 Tiparp TCDD-inducible poly(ADP-ribose) polymerase NM_178892 RefSeq Mus musculus TCDD-inducible poly(ADP-ribose) polymerase (Tiparp), mRNA. TRUE 99929 Mm.246398 Q8C1B2 chr3 GO:0001570  // GO:0001822  // GO:0006471  // GO:0006807  // GO:0008209  // GO:0008210  // GO:0008585  // GO:0009791  // GO:0010629  // GO:0030097  // GO:0044236  // GO:0045732  // GO:0048008  // GO:0048705  // GO:0048745  // GO:0060021  // GO:0060325  // GO:0071407  // GO:0010629  // GO:0045732  // GO:0071407 vasculogenesis  // kidney development  // protein ADP-ribosylation  // nitrogen compound metabolic process  // androgen metabolic process  // estrogen metabolic process  // female gonad development  // post-embryonic development  // negative regulation of gene expression  // hemopoiesis  // multicellular organismal metabolic process  // positive regulation of protein catabolic process  // platelet-derived growth factor receptor signaling pathway  // skeletal system morphogenesis  // smooth muscle tissue development  // palate development  // face morphogenesis  // cellular response to organic cyclic compound  // negative regulation of gene expression  // positive regulation of protein catabolic process  // cellular response to organic cyclic compound GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003950  // GO:0003950  // GO:0016740  // GO:0016757  // GO:0035326  // GO:0046872  // GO:0003950  // GO:0003950  // GO:0035326 NAD+ ADP-ribosyltransferase activity  // NAD+ ADP-ribosyltransferase activity  // transferase activity  // transferase activity, transferring glycosyl groups  // enhancer binding  // metal ion binding  // NAD+ ADP-ribosyltransferase activity  // NAD+ ADP-ribosyltransferase activity  // enhancer binding ○
17398769 143.7052 409.6244 0.3508219 -1.511189 0 main 2Down ENSMUST00000119109 Etv3 ets variant 3 ENSMUST00000119109 ENSEMBL havana:known chromosome:GRCm38:3:87525407:87540156:1 gene:ENSMUSG00000003382 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 27049 Mm.219460  // Mm.446456  // Mm.457227 Q8R4Z4 chr3 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0030154  // GO:0006366  // GO:0030154 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // cell differentiation  // transcription from RNA polymerase II promoter  // cell differentiation GO:0005634  // GO:0017053 nucleus  // transcriptional repressor complex GO:0000981  // GO:0003677  // GO:0003700  // GO:0005515  // GO:0043565  // GO:0000981 sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity ○
17398863 233.382 233.9048 0.9977649 -0.003228 0 main NM_008231 Hdgf hepatoma-derived growth factor NM_008231 RefSeq Mus musculus hepatoma-derived growth factor (Hdgf), mRNA. TRUE 15191 Mm.292208 P51859 chr3 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0009987  // GO:0034504  // GO:0045944  // GO:0000122  // GO:0034504  // GO:0045944 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // cellular process  // protein localization to nucleus  // positive regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // protein localization to nucleus  // positive regulation of transcription from RNA polymerase II promoter GO:0005615  // GO:0005615  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0017053  // GO:0005634 extracellular space  // extracellular space  // nucleus  // nucleus  // cytoplasm  // transcriptional repressor complex  // nucleus GO:0000166  // GO:0001106  // GO:0001222  // GO:0003677  // GO:0005515  // GO:0008083  // GO:0008201  // GO:0044822  // GO:0008083  // GO:0008083 nucleotide binding  // RNA polymerase II transcription corepressor activity  // transcription corepressor binding  // DNA binding  // protein binding  // growth factor activity  // heparin binding  // poly(A) RNA binding  // growth factor activity  // growth factor activity ○
17399086 35.11811 35.28197 0.9953557 -0.006716 0 main NM_001029890 Mex3a mex3 homolog A (C. elegans) NM_001029890 RefSeq Mus musculus mex3 homolog A (C. elegans) (Mex3a), mRNA. TRUE 72640 Mm.275154 G3UYU0 chr3 GO:0008150 biological_process GO:0005575 cellular_component GO:0044822  // GO:0046872  // GO:0003723  // GO:0008270 poly(A) RNA binding  // metal ion binding  // RNA binding  // zinc ion binding ○
17400139 104.3221 138.1467 0.7551545 -0.405156 0 main NM_001165948 Pogz pogo transposable element with ZNF domain NM_001165948 RefSeq Mus musculus pogo transposable element with ZNF domain (Pogz), transcript variant 2, mRNA. TRUE 229584 Mm.274787 Q8BZH4 chr3 GO:0007049  // GO:0007064  // GO:0051301  // GO:0051382  // GO:0007064  // GO:0007064  // GO:0051382  // GO:0051382 cell cycle  // mitotic sister chromatid cohesion  // cell division  // kinetochore assembly  // mitotic sister chromatid cohesion  // mitotic sister chromatid cohesion  // kinetochore assembly  // kinetochore assembly GO:0000790  // GO:0005634  // GO:0005694  // GO:0005737  // GO:0000790  // GO:0000790  // GO:0005634  // GO:0005737  // GO:0005737 nuclear chromatin  // nucleus  // chromosome  // cytoplasm  // nuclear chromatin  // nuclear chromatin  // nucleus  // cytoplasm  // cytoplasm GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17400339 754.3123 1055.518 0.7146371 -0.484717 0 main NM_001037737 Arnt aryl hydrocarbon receptor nuclear translocator NM_001037737 RefSeq Mus musculus aryl hydrocarbon receptor nuclear translocator (Arnt), transcript variant 1, mRNA. TRUE 11863 Mm.250265 P53762 chr3 GO:0001666  // GO:0001666  // GO:0001892  // GO:0006351  // GO:0006355  // GO:0007165  // GO:0009636  // GO:0010575  // GO:0030154  // GO:0030522  // GO:0033235  // GO:0043619  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0046886  // GO:2001141  // GO:0001666  // GO:0006355  // GO:0006366  // GO:0010575  // GO:0043619  // GO:0045893  // GO:0045893  // GO:0046886 response to hypoxia  // response to hypoxia  // embryonic placenta development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // signal transduction  // response to toxic substance  // positive regulation vascular endothelial growth factor production  // cell differentiation  // intracellular receptor signaling pathway  // positive regulation of protein sumoylation  // regulation of transcription from RNA polymerase II promoter in response to oxidative stress  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of hormone biosynthetic process  // regulation of RNA biosynthetic process  // response to hypoxia  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // positive regulation vascular endothelial growth factor production  // regulation of transcription from RNA polymeraseGO:0005634  // GO:0005634  // GO:0005667  // GO:0005667  // GO:0005737  // GO:0005737  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0005737 nucleus  // nucleus  // transcription factor complex  // transcription factor complex  // cytoplasm  // cytoplasm  // nucleus  // nucleus  // transcription factor complex  // cytoplasm  // cytoplasm GO:0000989  // GO:0003677  // GO:0003700  // GO:0003705  // GO:0003713  // GO:0004871  // GO:0004874  // GO:0005515  // GO:0008134  // GO:0017162  // GO:0035326  // GO:0043565  // GO:0046982  // GO:0046982  // GO:0046983  // GO:0003677  // GO:0003700  // GO:0003705  // GO:0008134  // GO:0017162  // GO:0035326  // GO:0043565  // GO:0046982 transcription factor binding transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // transcription coactivator activity  // signal transducer activity  // aryl hydrocarbon receptor activity  // protein binding  // transcription factor binding  // aryl hydrocarbon receptor binding  // enhancer binding  // sequence-specific DNA binding  // protein heterodimerization activity  // protein heterodimerization activity  // protein dimerization activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // transcription factor binding  // aryl hydrocarbon receptor binding  // enhancer binding  // sequence-specific DNA binding  // protein heterodimerization activity ○
17401023 61.56707 55.56479 1.1080231 0.1479879 0 main NM_207205 Igsf3 immunoglobulin superfamily, member 3 NM_207205 RefSeq Mus musculus immunoglobulin superfamily, member 3 (Igsf3), mRNA. TRUE 78908 Mm.489667 Q6ZQA6 chr3 GO:0032808 lacrimal gland development GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003674 molecular_function ○
17401749 65.73759 59.7676 1.0998867 0.137355 0 main NM_181400 Wdr47 WD repeat domain 47 NM_181400 RefSeq Mus musculus WD repeat domain 47 (Wdr47), mRNA. TRUE 99512 Mm.285968 Q8CGF6 chr3 GO:0007275  // GO:0008150 multicellular organismal development  // biological_process GO:0005737  // GO:0005856  // GO:0005874  // GO:0005575 cytoplasm  // cytoskeleton  // microtubule  // cellular_component GO:0003674 molecular_function ○
17402698 40.08319 32.23404 1.243505 0.3144123 0 main NM_020265 Dkk2 dickkopf homolog 2 (Xenopus laevis) NM_020265 RefSeq Mus musculus dickkopf homolog 2 (Xenopus laevis) (Dkk2), mRNA. TRUE 56811 Mm.103593 Q9QYZ8 chr3 GO:0007275  // GO:0016055  // GO:0030178  // GO:0090090  // GO:0090263  // GO:0090090  // GO:0090263 multicellular organismal development  // Wnt signaling pathway  // negative regulation of Wnt signaling pathway  // negative regulation of canonical Wnt signaling pathway  // positive regulation of canonical Wnt signaling pathway  // negative regulation of canonical Wnt signaling pathway  // positive regulation of canonical Wnt signaling pathway GO:0005576  // GO:0005615  // GO:0005576  // GO:0005615 extracellular region  // extracellular space  // extracellular region  // extracellular space --- --- ○
17405985 85.87718 121.4233 0.7072545 -0.499699 0 main NM_019745 Pdcd10 programmed cell death 10 NM_019745 RefSeq Mus musculus programmed cell death 10 (Pdcd10), mRNA. TRUE 56426 Mm.316473 Q8VE70 chr3 GO:0001525  // GO:0006915  // GO:0008284  // GO:0043066  // GO:0043406  // GO:0008284  // GO:0008284  // GO:0043066  // GO:0043066  // GO:0043406  // GO:0043406 angiogenesis  // apoptotic process  // positive regulation of cell proliferation  // negative regulation of apoptotic process  // positive regulation of MAP kinase activity  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // negative regulation of apoptotic process  // negative regulation of apoptotic process  // positive regulation of MAP kinase activity  // positive regulation of MAP kinase activity GO:0005737  // GO:0005794  // GO:0005829  // GO:0005886  // GO:0016020  // GO:0070062  // GO:0000139  // GO:0005829  // GO:0005829 cytoplasm  // Golgi apparatus  // cytosol  // plasma membrane  // membrane  // extracellular vesicular exosome  // Golgi membrane  // cytosol  // cytosol GO:0042803  // GO:0047485  // GO:0005515  // GO:0042803  // GO:0047485 protein homodimerization activity  // protein N-terminus binding  // protein binding  // protein homodimerization activity  // protein N-terminus binding ○
17406066 93.82791 115.5079 0.8123073 -0.299902 0 main NM_001162999 Fnip2 folliculin interacting protein 2 NM_001162999 RefSeq Mus musculus folliculin interacting protein 2 (Fnip2), mRNA. TRUE 329679 Mm.244005 Q80TD3 chr3 GO:0000122  // GO:0001932  // GO:0006468  // GO:0006974  // GO:0008630  // GO:0033138  // GO:0000122  // GO:0000122  // GO:0001932  // GO:0001932  // GO:0006468  // GO:0006468  // GO:0033138  // GO:0033138 negative regulation of transcription from RNA polymerase II promoter  // regulation of protein phosphorylation  // protein phosphorylation  // cellular response to DNA damage stimulus  // intrinsic apoptotic signaling pathway in response to DNA damage  // positive regulation of peptidyl-serine phosphorylation  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // regulation of protein phosphorylation  // regulation of protein phosphorylation  // protein phosphorylation  // protein phosphorylation  // positive regulation of peptidyl-serine phosphorylation  // positive regulation of peptidyl-serine phosphorylation GO:0005622  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005815  // GO:0005886  // GO:0005634  // GO:0005634  // GO:0005730  // GO:0005737  // GO:0005886  // GO:0005886 intracellular  // nucleus  // cytoplasm  // cytoplasm  // microtubule organizing center  // plasma membrane  // nucleus  // nucleus  // nucleolus  // cytoplasm  // plasma membrane  // plasma membrane GO:0003674 molecular_function ○
17407764 155.5403 153.1577 1.0155565 0.0222705 0 main NM_173347 Prune prune homolog (Drosophila) NM_173347 RefSeq Mus musculus prune homolog (Drosophila) (Prune), mRNA. TRUE 229589 Mm.14155 Q8BIW1 chr3 GO:0008150  // GO:0008152 biological_process  // metabolic process GO:0005634  // GO:0005737  // GO:0030054  // GO:0005737  // GO:0005925 nucleus  // cytoplasm  // cell junction  // cytoplasm  // focal adhesion GO:0004427  // GO:0016462  // GO:0016787  // GO:0030145  // GO:0046872  // GO:0003674 inorganic diphosphatase activity  // pyrophosphatase activity  // hydrolase activity  // manganese ion binding  // metal ion binding  // molecular_function ○
17408662 969.3293 743.4514 1.3038234 0.3827484 0 main NM_010432 Hipk1 homeodomain interacting protein kinase 1 NM_010432 RefSeq Mus musculus homeodomain interacting protein kinase 1 (Hipk1), mRNA. TRUE 15257 Mm.20827 O88904 chr3 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0007224  // GO:0008284  // GO:0009952  // GO:0010803  // GO:0010842  // GO:0016310  // GO:0016926  // GO:0030182  // GO:0042771  // GO:0043388  // GO:0048596  // GO:0060059  // GO:0060235  // GO:0061072  // GO:0072577  // GO:0097191  // GO:0006468  // GO:0010803  // GO:0016926  // GO:0072577  // GO:0097191 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // smoothened signaling pathway  // positive regulation of cell proliferation  // anterior/posterior pattern specification  // regulation of tumor necrosis factor-mediated signaling pathway  // retina layer formation  // phosphorylation  // protein desumoylation  // neuron differentiation  // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // positive regulation of DNA binding  // embryonic camera-type eye morphogenesis  // embryonic retina morphogenesis in camera-type eye  // lens induction in camera-type eye  // iris morphogenesis  // endothelial cell apoptotic process  // extrinsic apoptotic signaling pathway  // protein phosphorylation  // regulation of tumor necrosis factor-mediated signaling pathway  // protein desumoylation  // endothelial cell apoptotic process  // extrinsic apoptotic sigGO:0005622  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0016605  // GO:0016607  // GO:0005634  // GO:0005737 intracellular  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // PML body  // nuclear speck  // nucleus  // cytoplasm GO:0000166  // GO:0003677  // GO:0003714  // GO:0004672  // GO:0004674  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672  // GO:0003677 nucleotide binding  // DNA binding  // transcription corepressor activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity  // DNA binding ○
17409217 508.1004 540.6808 0.9397419 -0.089664 0 main NM_010306 Gnai3 guanine nucleotide binding protein (G protein), alpha inhibiting 3 NM_010306 RefSeq Mus musculus guanine nucleotide binding protein (G protein), alpha inhibiting 3 (Gnai3), mRNA. TRUE 14679 Mm.271703 Q9DC51 chr3 GO:0006184  // GO:0006906  // GO:0007049  // GO:0007165  // GO:0007186  // GO:0007188  // GO:0007193  // GO:0008016  // GO:0051301  // GO:0006184  // GO:0006906  // GO:0007186  // GO:0007188  // GO:0051301  // GO:0051301 GTP catabolic process  // vesicle fusion  // cell cycle  // signal transduction  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway  // regulation of heart contraction  // cell division  // GTP catabolic process  // vesicle fusion  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // cell division  // cell division GO:0005737  // GO:0005737  // GO:0005765  // GO:0005794  // GO:0005813  // GO:0005834  // GO:0005834  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0031234  // GO:0042588  // GO:0045121  // GO:0070062  // GO:0005737  // GO:0005765  // GO:0005813  // GO:0005813  // GO:0005815  // GO:0005834  // GO:0005886  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0030496  // GO:0042588  // GO:0045121 cytoplasm  // cytoplasm  // lysosomal membrane  // Golgi apparatus  // centrosome  // heterotrimeric G-protein complex  // heterotrimeric G-protein complex  // cytoskeleton  // plasma membrane  // membrane  // midbody  // extrinsic component of cytoplasmic side of plasma membrane  // zymogen granule  // membrane raft  // extracellular vesicular exosome  // cytoplasm  // lysosomal membrane  // centrosome  // centrosome  // microtubule organizing center  // heterotrimeric G-protein complex  // plasma membrane  // plasma membrane  // membrane  // midbody  // midbody  // zymogen granule  // membrane raft GO:0000166  // GO:0003924  // GO:0003924  // GO:0004871  // GO:0005515  // GO:0005525  // GO:0019001  // GO:0019904  // GO:0031683  // GO:0031821  // GO:0032794  // GO:0046872  // GO:0003924  // GO:0003924  // GO:0004871  // GO:0004871  // GO:0019904  // GO:0031683  // GO:0031683  // GO:0031821  // GO:0031821  // GO:0032794 nucleotide binding  // GTPase activity  // GTPase activity  // signal transducer activity  // protein binding  // GTP binding  // guanyl nucleotide binding  // protein domain specific binding  // G-protein beta/gamma-subunit complex binding  // G-protein coupled serotonin receptor binding  // GTPase activating protein binding  // metal ion binding  // GTPase activity  // GTPase activity  // signal transducer activity  // signal transducer activity  // protein domain specific binding  // G-protein beta/gamma-subunit complex binding  // G-protein beta/gamma-subunit complex binding  // G-protein coupled serotonin receptor binding  // G-protein coupled serotonin receptor binding  // GTPase activating protein binding ○
17409839 172.9793 229.1427 0.7548977 -0.405647 0 main NM_019550 Ptbp2 polypyrimidine tract binding protein 2 NM_019550 RefSeq Mus musculus polypyrimidine tract binding protein 2 (Ptbp2), mRNA. TRUE 56195 Mm.29966 Q91Z31 chr3 GO:0006376  // GO:0006376  // GO:0006397  // GO:0008380  // GO:0033119  // GO:2000177  // GO:0033119 mRNA splice site selection  // mRNA splice site selection  // mRNA processing  // RNA splicing  // negative regulation of RNA splicing  // regulation of neural precursor cell proliferation  // negative regulation of RNA splicing GO:0005634  // GO:0005681 nucleus  // spliceosomal complex GO:0000166  // GO:0003676  // GO:0003723  // GO:0003729  // GO:0005515  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // mRNA binding  // protein binding  // poly(A) RNA binding ○
17412552 494.5044 475.9423 1.0390007 0.0551967 0 main NM_019586 Ube2j1 ubiquitin-conjugating enzyme E2J 1 NM_019586 RefSeq Mus musculus ubiquitin-conjugating enzyme E2J 1 (Ube2j1), mRNA. TRUE 56228 Mm.259095 Q9JJZ4 chr4 GO:0016567  // GO:0018279  // GO:0030433  // GO:0016567  // GO:0018279  // GO:0018279  // GO:0030433  // GO:0030433  // GO:0008152 protein ubiquitination  // protein N-linked glycosylation via asparagine  // ER-associated ubiquitin-dependent protein catabolic process  // protein ubiquitination  // protein N-linked glycosylation via asparagine  // protein N-linked glycosylation via asparagine  // ER-associated ubiquitin-dependent protein catabolic process  // ER-associated ubiquitin-dependent protein catabolic process  // metabolic process GO:0005783  // GO:0016020  // GO:0016021  // GO:0005575  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // cellular_component  // endoplasmic reticulum membrane GO:0000166  // GO:0004842  // GO:0005524  // GO:0016874  // GO:0016881 nucleotide binding  // ubiquitin-protein transferase activity  // ATP binding  // ligase activity  // acid-amino acid ligase activity ○
17412627 51.90064 41.90457 1.2385437 0.3086447 0 main XM_006537592 Cnr1 cannabinoid receptor 1 (brain) XM_006537592 RefSeq PREDICTED: Mus musculus cannabinoid receptor 1 (brain) (Cnr1), transcript variant X2, mRNA. TRUE 12801 Mm.7992 P47746 chr4 GO:0002866  // GO:0007165  // GO:0007186  // GO:0007188  // GO:0007568  // GO:0007611  // GO:0007613  // GO:0010976  // GO:0019216  // GO:0019233  // GO:0031622  // GO:0031999  // GO:0032228  // GO:0032496  // GO:0033004  // GO:0033602  // GO:0035094  // GO:0038171  // GO:0042220  // GO:0042593  // GO:0043065  // GO:0043271  // GO:0043278  // GO:0045471  // GO:0045759  // GO:0045776  // GO:0045777  // GO:0050796  // GO:0051001  // GO:0051966  // GO:0060259  // GO:0060405  // GO:0002866  // GO:0007186  // GO:0007188  // GO:0007188  // GO:0007283  // GO:0007413  // GO:0007568  // GO:0007584  // GO:0007611  // GO:0007613  // GO:0010976  // GO:0019216  // GO:0019233  // GO:0031622  // GO:0031999  // GO:0032228  // GO:0032496  // GO:0033004  // GO:0033602  // GO:0035094  // GO:0038171  // GO:0042220  // GO:0043065  // GO:0043271  // GO:0043278  // GO:0045471  // GO:0045759  // GO:0045776  // GO:0045777  // GO:0050796  // GO:0051001  // GO:0051966  // GO:0060135  // GO:0060259  // GO:0060405 positive regulation of acute inflammatory response to antigenic stimulus  // signal transduction  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // aging  // learning or memory  // memory  // positive regulation of neuron projection development  // regulation of lipid metabolic process  // sensory perception of pain  // positive regulation of fever generation  // negative regulation of fatty acid beta-oxidation  // regulation of synaptic transmission, GABAergic  // response to lipopolysaccharide  // negative regulation of mast cell activation  // negative regulation of dopamine secretion  // response to nicotine  // cannabinoid signaling pathway  // response to cocaine  // glucose homeostasis  // positive regulation of apoptotic process  // negative regulation of ion transport  // response to morphine  // response to ethanol  // negative regulation of action potential  // negative regulation of blood pressure  // positive regulatiGO:0005886  // GO:0016020  // GO:0016021  // GO:0043231  // GO:0030424  // GO:0030426 plasma membrane  // membrane  // integral component of membrane  // intracellular membrane-bounded organelle  // axon  // growth cone GO:0004871  // GO:0004930  // GO:0004949  // GO:0008144  // GO:0004949  // GO:0004949  // GO:0008144 signal transducer activity  // G-protein coupled receptor activity  // cannabinoid receptor activity  // drug binding  // cannabinoid receptor activity  // cannabinoid receptor activity  // drug binding ○
17414045 44.46768 47.23845 0.941345 -0.087204 0 main NM_178756 E130309F12Rik RIKEN cDNA E130309F12 gene NM_178756 RefSeq Mus musculus RIKEN cDNA E130309F12 gene (E130309F12Rik), mRNA. TRUE 272031 Mm.299460 Q8BFZ2 chr4 GO:0007399  // GO:0007399  // GO:0008152 nervous system development  // nervous system development  // metabolic process GO:0016020  // GO:0016021  // GO:0005575 membrane  // integral component of membrane  // cellular_component GO:0003824 catalytic activity ○
17414228 65.7103 61.83185 1.0627258 0.0877694 0 main NM_139309 Fktn fukutin NM_139309 RefSeq Mus musculus fukutin (Fktn), mRNA. TRUE 246179 Mm.247210 Q8R507 chr4 GO:0001764  // GO:0008285  // GO:0046329  // GO:0060049  // GO:0008152  // GO:0008285  // GO:0008285  // GO:0046329  // GO:0046329 neuron migration  // negative regulation of cell proliferation  // negative regulation of JNK cascade  // regulation of protein glycosylation  // metabolic process  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // negative regulation of JNK cascade  // negative regulation of JNK cascade GO:0005634  // GO:0005783  // GO:0005794  // GO:0005794  // GO:0005801  // GO:0016020  // GO:0016021  // GO:0000139  // GO:0005634  // GO:0005634  // GO:0005783  // GO:0005783  // GO:0005794  // GO:0005801  // GO:0005801 nucleus  // endoplasmic reticulum  // Golgi apparatus  // Golgi apparatus  // cis-Golgi network  // membrane  // integral component of membrane  // Golgi membrane  // nucleus  // nucleus  // endoplasmic reticulum  // endoplasmic reticulum  // Golgi apparatus  // cis-Golgi network  // cis-Golgi network GO:0016740  // GO:0043842 transferase activity  // Kdo transferase activity ○
17414651 33.50214 29.78446 1.1248195 0.1696934 0 main ENSMUST00000107415 Zfp618 zinc finger protein 618 ENSMUST00000107415 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:4:62965573:63139708:1 gene:ENSMUSG00000028358 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 72701 Mm.26479  // Mm.482416 Q80YY7 chr4 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872 nucleic acid binding  // DNA binding  // metal ion binding ○
17415231 22.44375 18.09009 1.2406655 0.3111142 0 main NM_007664 Cdh2 cadherin 2 NM_007664 RefSeq Mus musculus cadherin 2 (Cdh2), mRNA. TRUE 12558 Mm.257437 P15116 chr4 GO:0007155  // GO:0007156  // GO:0007157  // GO:0007416  // GO:0016337  // GO:0016339  // GO:0016339  // GO:0016477  // GO:0031641  // GO:0032880  // GO:0035023  // GO:0043410  // GO:0048514  // GO:0050770  // GO:0051146  // GO:0051291  // GO:0090090  // GO:0007155  // GO:0007156 cell adhesion  // homophilic cell adhesion  // heterophilic cell-cell adhesion  // synapse assembly  // single organismal cell-cell adhesion  // calcium-dependent cell-cell adhesion  // calcium-dependent cell-cell adhesion  // cell migration  // regulation of myelination  // regulation of protein localization  // regulation of Rho protein signal transduction  // positive regulation of MAPK cascade  // blood vessel morphogenesis  // regulation of axonogenesis  // striated muscle cell differentiation  // protein heterooligomerization  // negative regulation of canonical Wnt signaling pathway  // cell adhesion  // homophilic cell adhesion GO:0005886  // GO:0005911  // GO:0005911  // GO:0005912  // GO:0005913  // GO:0005916  // GO:0005916  // GO:0014704  // GO:0014704  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0016342  // GO:0030027  // GO:0030315  // GO:0043234  // GO:0045202  // GO:0045202  // GO:0005886  // GO:0005911  // GO:0005913  // GO:0016020  // GO:0016020  // GO:0016342 plasma membrane  // cell-cell junction  // cell-cell junction  // adherens junction  // cell-cell adherens junction  // fascia adherens  // fascia adherens  // intercalated disc  // intercalated disc  // membrane  // integral component of membrane  // apical plasma membrane  // catenin complex  // lamellipodium  // T-tubule  // protein complex  // synapse  // synapse  // plasma membrane  // cell-cell junction  // cell-cell adherens junction  // membrane  // membrane  // catenin complex GO:0005509  // GO:0005515  // GO:0008013  // GO:0019901  // GO:0019903  // GO:0032403  // GO:0045294  // GO:0045295  // GO:0046872  // GO:0050998  // GO:0045294  // GO:0045295 calcium ion binding  // protein binding  // beta-catenin binding  // protein kinase binding  // protein phosphatase binding  // protein complex binding  // alpha-catenin binding  // gamma-catenin binding  // metal ion binding  // nitric-oxide synthase binding  // alpha-catenin binding  // gamma-catenin binding ○
17417269 445.3123 367.2135 1.2126795 0.2781984 0 main NM_172698 Efcab14 EF-hand calcium binding domain 14 NM_172698 RefSeq Mus musculus EF-hand calcium binding domain 14 (Efcab14), mRNA. TRUE 230648 Mm.283565 Q8BGQ6 chr4 GO:0008150 biological_process GO:0005575 cellular_component GO:0046872  // GO:0003674  // GO:0005509 metal ion binding  // molecular_function  // calcium ion binding ○
17418043 41.3295 36.41235 1.1350407 0.1827441 0 main ENSMUST00000106283 Rims3 regulating synaptic membrane exocytosis 3 ENSMUST00000106283 ENSEMBL havana:known chromosome:GRCm38:4:120861777:120896579:1 gene:ENSMUSG00000032890 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 242662 Mm.192502  // Mm.388896  // Mm.396765  // Mm.479706  // Mm.489236 Q80U57 chr4 GO:0006810  // GO:0006836  // GO:0006887  // GO:0017156  // GO:0042391  // GO:2000300  // GO:2000300 transport  // neurotransmitter transport  // exocytosis  // calcium ion-dependent exocytosis  // regulation of membrane potential  // regulation of synaptic vesicle exocytosis  // regulation of synaptic vesicle exocytosis GO:0005623  // GO:0030054  // GO:0045202 cell  // cell junction  // synapse GO:0044325  // GO:0005515 ion channel binding  // protein binding ○
17418857 130.0544 146.6255 0.8869835 -0.173021 0 main NM_018774 Phc2 polyhomeotic-like 2 (Drosophila) NM_018774 RefSeq Mus musculus polyhomeotic-like 2 (Drosophila) (Phc2), transcript variant 1, mRNA. TRUE 54383 Mm.490300 Q9QWH1 chr4 GO:0007275  // GO:0007283 multicellular organismal development  // spermatogenesis GO:0000792  // GO:0005634  // GO:0005634  // GO:0031519  // GO:0031519  // GO:0035102  // GO:0005634  // GO:0031519  // GO:0035102 heterochromatin  // nucleus  // nucleus  // PcG protein complex  // PcG protein complex  // PRC1 complex  // nucleus  // PcG protein complex  // PRC1 complex GO:0003677  // GO:0005515  // GO:0008270  // GO:0046872 DNA binding  // protein binding  // zinc ion binding  // metal ion binding ○
17419524 269.0001 278.9632 0.9642853 -0.052468 0 main ENSMUST00000084241 Wasf2 WAS protein family, member 2 ENSMUST00000084241 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:4:133130505:133199756:1 gene:ENSMUSG00000028868 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 242687 Mm.23566  // Mm.416453 Q8BH43 chr4 GO:0001525  // GO:0001667  // GO:0006897  // GO:0006928  // GO:0010592  // GO:0016601  // GO:0030032  // GO:0030036  // GO:0030048  // GO:0035855  // GO:0051497  // GO:0072673  // GO:0030036 angiogenesis  // ameboidal cell migration  // endocytosis  // cellular component movement  // positive regulation of lamellipodium assembly  // Rac protein signal transduction  // lamellipodium assembly  // actin cytoskeleton organization  // actin filament-based movement  // megakaryocyte development  // negative regulation of stress fiber assembly  // lamellipodium morphogenesis  // actin cytoskeleton organization GO:0001726  // GO:0005622  // GO:0005622  // GO:0005737  // GO:0005769  // GO:0005856  // GO:0005911  // GO:0030027  // GO:0030027  // GO:0031209  // GO:0070062  // GO:0005622  // GO:0005622  // GO:0030027  // GO:0030027 ruffle  // intracellular  // intracellular  // cytoplasm  // early endosome  // cytoskeleton  // cell-cell junction  // lamellipodium  // lamellipodium  // SCAR complex  // extracellular vesicular exosome  // intracellular  // intracellular  // lamellipodium  // lamellipodium GO:0003779  // GO:0005515  // GO:0032403  // GO:0005515 actin binding  // protein binding  // protein complex binding  // protein binding ○
17419773 88.00579 61.47142 1.4316538 0.5176826 0 main ENSMUST00000105868 Stmn1 stathmin 1 ENSMUST00000105868 ENSEMBL havana:known chromosome:GRCm38:4:134469742:134473499:1 gene:ENSMUSG00000028832 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 16765 Mm.378957 P54227 chr4 GO:0007019  // GO:0007052  // GO:0007275  // GO:0007399  // GO:0007409  // GO:0030154  // GO:0031110  // GO:0031115  // GO:0051272  // GO:0007420  // GO:0007019  // GO:0007052  // GO:0009615 microtubule depolymerization  // mitotic spindle organization  // multicellular organismal development  // nervous system development  // axonogenesis  // cell differentiation  // regulation of microtubule polymerization or depolymerization  // negative regulation of microtubule polymerization  // positive regulation of cellular component movement  // brain development  // microtubule depolymerization  // mitotic spindle organization  // response to virus GO:0005622  // GO:0005737  // GO:0005829  // GO:0005856  // GO:0005874  // GO:0016020  // GO:0070062  // GO:0005622  // GO:0005737 intracellular  // cytoplasm  // cytosol  // cytoskeleton  // microtubule  // membrane  // extracellular vesicular exosome  // intracellular  // cytoplasm GO:0005515  // GO:0015631  // GO:0015631 protein binding  // tubulin binding  // tubulin binding ○
17420024 34.99344 37.39769 0.9357113 -0.095865 0 main NM_177733 E2f2 E2F transcription factor 2 NM_177733 RefSeq Mus musculus E2F transcription factor 2 (E2f2), mRNA. TRUE 242705 Mm.307932 P56931 chr4 GO:0006351  // GO:0006355  // GO:0007049  // GO:0051726  // GO:0072332  // GO:1990086  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // cell cycle  // regulation of cell cycle  // intrinsic apoptotic signaling pathway by p53 class mediator  // lens fiber cell apoptotic process  // regulation of transcription, DNA-templated GO:0005634  // GO:0005667  // GO:0005634 nucleus  // transcription factor complex  // nucleus GO:0001047  // GO:0003677  // GO:0003700  // GO:0005515  // GO:0008134  // GO:0001047  // GO:0003700  // GO:0008134 core promoter binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // transcription factor binding  // core promoter binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding ○
17421394 42.14671 89.3279 0.4718202 -1.083691 0 main 2Down NR_030771 Gm13034 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 5 pseudogene NR_030771 RefSeq Mus musculus predicted gene 13034 (Gm13034), non-coding RNA. TRUE 627585 Mm.424988 B2RT32 chr4 --- --- --- --- GO:0003677  // GO:0005524 DNA binding  // ATP binding ○
17421735 63.58655 67.4341 0.9429436 -0.084757 0 main NM_001159344 Casz1 castor zinc finger 1 NM_001159344 RefSeq Mus musculus castor zinc finger 1 (Casz1), transcript variant 1, mRNA. TRUE 69743 Mm.233879 Q9CWL2 chr4 GO:0006351  // GO:0006355  // GO:0007275  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // biological_process GO:0005634  // GO:0005737  // GO:0043231  // GO:0005634  // GO:0005737  // GO:0043231 nucleus  // cytoplasm  // intracellular membrane-bounded organelle  // nucleus  // cytoplasm  // intracellular membrane-bounded organelle GO:0003677  // GO:0046872 DNA binding  // metal ion binding ○
17423107 45.08653 43.26445 1.0421149 0.0595144 0 main NM_145711 Tox thymocyte selection-associated high mobility group box NM_145711 RefSeq Mus musculus thymocyte selection-associated high mobility group box (Tox), mRNA. TRUE 252838 Mm.435828 Q66JW3 chr4 --- --- GO:0005634 nucleus GO:0003677 DNA binding ○
17423146 593.7625 619.4202 0.9585779 -0.061032 0 main NM_001177849 Asph aspartate-beta-hydroxylase NM_001177849 RefSeq Mus musculus aspartate-beta-hydroxylase (Asph), transcript variant 3, mRNA. TRUE 65973 Mm.222206 Q8BSY0 chr4 GO:0007389  // GO:0008285  // GO:0010524  // GO:0018193  // GO:0031585  // GO:0031647  // GO:0032237  // GO:0033198  // GO:0035108  // GO:0042264  // GO:0045862  // GO:0045893  // GO:0051480  // GO:0055114  // GO:0060021  // GO:0060325  // GO:0070588  // GO:0071277  // GO:0090316  // GO:0097202  // GO:1901879  // GO:0010524  // GO:0031585  // GO:0032237  // GO:0033198  // GO:0045862  // GO:0045893  // GO:0055114  // GO:0070588  // GO:0071277  // GO:0090316  // GO:0097202 pattern specification process  // negative regulation of cell proliferation  // positive regulation of calcium ion transport into cytosol  // peptidyl-amino acid modification  // regulation of inositol 1,4,5-trisphosphate-sensitive calcium-release channel activity  // regulation of protein stability  // activation of store-operated calcium channel activity  // response to ATP  // limb morphogenesis  // peptidyl-aspartic acid hydroxylation  // positive regulation of proteolysis  // positive regulation of transcription, DNA-templated  // cytosolic calcium ion homeostasis  // oxidation-reduction process  // palate development  // face morphogenesis  // calcium ion transmembrane transport  // cellular response to calcium ion  // positive regulation of intracellular protein transport  // activation of cysteine-type endopeptidase activity  // regulation of protein depolymerization  // positive regulation of calcium ion transport into cytosol  // regulation of inositol 1,4,5-trisphosphate-sensitive calcium-release cGO:0005737  // GO:0005783  // GO:0005886  // GO:0016020  // GO:0016021  // GO:0030176  // GO:0032541  // GO:0005783  // GO:0005789  // GO:0005886  // GO:0016021  // GO:0030176  // GO:0032541 cytoplasm  // endoplasmic reticulum  // plasma membrane  // membrane  // integral component of membrane  // integral component of endoplasmic reticulum membrane  // cortical endoplasmic reticulum  // endoplasmic reticulum  // endoplasmic reticulum membrane  // plasma membrane  // integral component of membrane  // integral component of endoplasmic reticulum membrane  // cortical endoplasmic reticulum GO:0004597  // GO:0005509  // GO:0005515  // GO:0016491  // GO:0046872  // GO:0051213  // GO:0004597 peptide-aspartate beta-dioxygenase activity  // calcium ion binding  // protein binding  // oxidoreductase activity  // metal ion binding  // dioxygenase activity  // peptide-aspartate beta-dioxygenase activity ○
17424203 254.4537 311.8565 0.815932 -0.293479 0 main NM_026893 Dcaf12 DDB1 and CUL4 associated factor 12 NM_026893 RefSeq Mus musculus DDB1 and CUL4 associated factor 12 (Dcaf12), mRNA. TRUE 68970 Mm.28891 Q8BGZ3 chr4 GO:0008150  // GO:0016567 biological_process  // protein ubiquitination GO:0005737  // GO:0005813  // GO:0005856  // GO:0080008  // GO:0005737  // GO:0005813  // GO:0005815  // GO:0080008  // GO:0080008 cytoplasm  // centrosome  // cytoskeleton  // Cul4-RING E3 ubiquitin ligase complex  // cytoplasm  // centrosome  // microtubule organizing center  // Cul4-RING E3 ubiquitin ligase complex  // Cul4-RING E3 ubiquitin ligase complex GO:0003674 molecular_function ○
17424215 20.01413 22.25351 0.8993696 -0.153014 0 main ENSMUST00000157313 Gm26049 predicted gene, 26049 ENSMUST00000157313 ENSEMBL ncrna:known chromosome:GRCm38:4:41312091:41312198:-1 gene:ENSMUSG00000087938 gene_biotype:snRNA transcript_biotype:snRNA TRUE --- --- Q8BGZ3 chr4 --- --- --- --- --- --- ○
17425708 372.566 477.28 0.7806026 -0.35734 0 main NM_172381 AI314180 expressed sequence AI314180 NM_172381 RefSeq Mus musculus expressed sequence AI314180 (AI314180), mRNA. TRUE 230249 Mm.234801 Q6PDI5 chr4 GO:0030433 ER-associated ubiquitin-dependent protein catabolic process GO:0000502  // GO:0005634  // GO:0005737  // GO:0005768  // GO:0005769  // GO:0005770  // GO:0005771  // GO:0005783  // GO:0005813  // GO:0005856  // GO:0016023  // GO:0030134  // GO:0030139  // GO:0031410  // GO:0000502  // GO:0005634  // GO:0005771  // GO:0005771  // GO:0005783  // GO:0005793  // GO:0005815  // GO:0016023  // GO:0030139 proteasome complex  // nucleus  // cytoplasm  // endosome  // early endosome  // late endosome  // multivesicular body  // endoplasmic reticulum  // centrosome  // cytoskeleton  // cytoplasmic membrane-bounded vesicle  // ER to Golgi transport vesicle  // endocytic vesicle  // cytoplasmic vesicle  // proteasome complex  // nucleus  // multivesicular body  // multivesicular body  // endoplasmic reticulum  // endoplasmic reticulum-Golgi intermediate compartment  // microtubule organizing center  // cytoplasmic membrane-bounded vesicle  // endocytic vesicle --- --- ○
17425836 1055.498 1038.843 1.0160323 0.0229462 0 main NM_144904 Ptbp3 polypyrimidine tract binding protein 3 NM_144904 RefSeq Mus musculus polypyrimidine tract binding protein 3 (Ptbp3), transcript variant 1, mRNA. TRUE 230257 Mm.331640 Q8BHD7 chr4 GO:0006397  // GO:0008380  // GO:0030154  // GO:0033119  // GO:0043249  // GO:0045595  // GO:0033119  // GO:0045595 mRNA processing  // RNA splicing  // cell differentiation  // negative regulation of RNA splicing  // erythrocyte maturation  // regulation of cell differentiation  // negative regulation of RNA splicing  // regulation of cell differentiation GO:0005634 nucleus GO:0000166  // GO:0003676  // GO:0003723  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // poly(A) RNA binding ○
17426497 268.3784 203.5372 1.3185717 0.3989761 0 main NM_172694 Megf9 multiple EGF-like-domains 9 NM_172694 RefSeq Mus musculus multiple EGF-like-domains 9 (Megf9), mRNA. TRUE 230316 Mm.251188 Q8BH27 chr4 --- --- GO:0016020  // GO:0016021 membrane  // integral component of membrane --- --- ○
17430319 114.0289 145.1154 0.7857808 -0.347801 0 main ENSMUST00000106061 S100pbp S100P binding protein ENSMUST00000106061 ENSEMBL ensembl_havana_transcript:known chromosome:GRCm38:4:129148005:129189542:-1 gene:ENSMUSG00000040928 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 74648 Mm.172064  // Mm.408391  // Mm.488265 Q9D5K4 chr4 GO:0008150 biological_process GO:0005634  // GO:0005634 nucleus  // nucleus GO:0048306  // GO:0048306 calcium-dependent protein binding  // calcium-dependent protein binding ○
17430835 178.1385 168.7541 1.0556099 0.0780768 0 main NM_175306 Phactr4 phosphatase and actin regulator 4 NM_175306 RefSeq Mus musculus phosphatase and actin regulator 4 (Phactr4), transcript variant 1, mRNA. TRUE 100169 Mm.158361 Q501J7 chr4 GO:0001755  // GO:0001843  // GO:0007266  // GO:0007275  // GO:0007399  // GO:0030036  // GO:0043085  // GO:0043085  // GO:0048484  // GO:0051726  // GO:0061386  // GO:2001045  // GO:0043086 neural crest cell migration  // neural tube closure  // Rho protein signal transduction  // multicellular organismal development  // nervous system development  // actin cytoskeleton organization  // positive regulation of catalytic activity  // positive regulation of catalytic activity  // enteric nervous system development  // regulation of cell cycle  // closure of optic fissure  // negative regulation of integrin-mediated signaling pathway  // negative regulation of catalytic activity GO:0005622  // GO:0005737  // GO:0030027  // GO:0042995  // GO:0030027 intracellular  // cytoplasm  // lamellipodium  // cell projection  // lamellipodium GO:0003779  // GO:0004864  // GO:0008157  // GO:0071862  // GO:0071862  // GO:0003779 actin binding  // protein phosphatase inhibitor activity  // protein phosphatase 1 binding  // protein phosphatase type 1 activator activity  // protein phosphatase type 1 activator activity  // actin binding ○
17431075 346.0234 392.0241 0.8826585 -0.180073 0 main NM_001080819 Arid1a AT rich interactive domain 1A (SWI-like) NM_001080819 RefSeq Mus musculus AT rich interactive domain 1A (SWI-like) (Arid1a), mRNA. TRUE 93760 Mm.22478 A2BH40 chr4 GO:0000122  // GO:0001843  // GO:0003205  // GO:0003408  // GO:0006325  // GO:0006337  // GO:0006338  // GO:0006351  // GO:0006355  // GO:0007399  // GO:0016568  // GO:0030520  // GO:0030521  // GO:0030900  // GO:0042921  // GO:0043044  // GO:0045893  // GO:0060674  // GO:0006337  // GO:0006338  // GO:0030520  // GO:0030520  // GO:0030521  // GO:0030521  // GO:0042921  // GO:0045893  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // neural tube closure  // cardiac chamber development  // optic cup formation involved in camera-type eye development  // chromatin organization  // nucleosome disassembly  // chromatin remodeling  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // nervous system development  // chromatin modification  // intracellular estrogen receptor signaling pathway  // androgen receptor signaling pathway  // forebrain development  // glucocorticoid receptor signaling pathway  // ATP-dependent chromatin remodeling  // positive regulation of transcription, DNA-templated  // placenta blood vessel development  // nucleosome disassembly  // chromatin remodeling  // intracellular estrogen receptor signaling pathway  // intracellular estrogen receptor signaling pathway  // androgen receptor signaling pathway  // androgen receptor signaling pathway  // glucocorticoid receptor signaling pathway  // positive regulation of transcGO:0000790  // GO:0000790  // GO:0005622  // GO:0005634  // GO:0016514  // GO:0016514  // GO:0071564  // GO:0071565  // GO:0090544  // GO:0000790  // GO:0005634  // GO:0016514 nuclear chromatin  // nuclear chromatin  // intracellular  // nucleus  // SWI/SNF complex  // SWI/SNF complex  // npBAF complex  // nBAF complex  // BAF-type complex  // nuclear chromatin  // nucleus  // SWI/SNF complex GO:0003677  // GO:0005515  // GO:0016922  // GO:0031491  // GO:0003677  // GO:0016922 DNA binding  // protein binding  // ligand-dependent nuclear receptor binding  // nucleosome binding  // DNA binding  // ligand-dependent nuclear receptor binding ○
17431272 112.9349 117.4933 0.9612029 -0.057087 0 main NM_001163794 Pdik1l PDLIM1 interacting kinase 1 like NM_001163794 RefSeq Mus musculus PDLIM1 interacting kinase 1 like (Pdik1l), transcript variant 2, mRNA. TRUE 230809 Mm.22778 Q8QZR7 chr4 GO:0006468  // GO:0016310 protein phosphorylation  // phosphorylation GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0000166  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups ○
17433359 44.16892 46.18327 0.9563836 -0.064339 0 main NM_001081557 Camta1 calmodulin binding transcription activator 1 NM_001081557 RefSeq Mus musculus calmodulin binding transcription activator 1 (Camta1), transcript variant 1, mRNA. TRUE 100072 Mm.318846 A2A891 chr4 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634  // GO:0005737 nucleus  // cytoplasm GO:0003677  // GO:0003674 DNA binding  // molecular_function ○
17433528 17.45495 19.26513 0.9060385 -0.142356 0 main NM_001099299 Ajap1 adherens junction associated protein 1 NM_001099299 RefSeq Mus musculus adherens junction associated protein 1 (Ajap1), mRNA. TRUE 230959 Mm.318874 A2ALI5 chr4 GO:0007155  // GO:0008150 cell adhesion  // biological_process GO:0005886  // GO:0016020  // GO:0016021  // GO:0030054  // GO:0005575  // GO:0005912  // GO:0016323  // GO:0016324 plasma membrane  // membrane  // integral component of membrane  // cell junction  // cellular_component  // adherens junction  // basolateral plasma membrane  // apical plasma membrane GO:0003674 molecular_function ○
17435008 39.93543 33.75772 1.1830014 0.2424518 0 main NM_001170745 Magi2 membrane associated guanylate kinase, WW and PDZ domain containing 2 NM_001170745 RefSeq Mus musculus membrane associated guanylate kinase, WW and PDZ domain containing 2 (Magi2), transcript variant 3, mRNA. TRUE 50791 Mm.332231 Q9WVQ1 chr5 GO:0002092  // GO:0007165  // GO:0007399  // GO:0008285  // GO:0010976  // GO:0016482  // GO:0030336  // GO:0032516  // GO:0032926  // GO:0038180  // GO:0043113  // GO:0051291  // GO:0051898  // GO:0060395  // GO:0071850  // GO:1990090  // GO:0002092  // GO:0002092  // GO:0008285  // GO:0010976  // GO:0016482  // GO:0030336  // GO:0032516  // GO:0032516  // GO:0038180  // GO:0043113  // GO:0051291  // GO:0051898  // GO:0051898  // GO:0071850  // GO:0072015  // GO:1990090 positive regulation of receptor internalization  // signal transduction  // nervous system development  // negative regulation of cell proliferation  // positive regulation of neuron projection development  // cytoplasmic transport  // negative regulation of cell migration  // positive regulation of phosphoprotein phosphatase activity  // negative regulation of activin receptor signaling pathway  // nerve growth factor signaling pathway  // receptor clustering  // protein heterooligomerization  // negative regulation of protein kinase B signaling  // SMAD protein signal transduction  // mitotic cell cycle arrest  // cellular response to nerve growth factor stimulus  // positive regulation of receptor internalization  // positive regulation of receptor internalization  // negative regulation of cell proliferation  // positive regulation of neuron projection development  // cytoplasmic transport  // negative regulation of cell migration  // positive regulation of phosphoprotein phosphatase activity  // positiveGO:0005634  // GO:0005737  // GO:0005737  // GO:0005768  // GO:0005770  // GO:0005886  // GO:0005886  // GO:0005923  // GO:0014069  // GO:0016020  // GO:0030054  // GO:0030425  // GO:0036057  // GO:0043005  // GO:0043234  // GO:0045202  // GO:0048471  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005770  // GO:0005770  // GO:0005886  // GO:0005923  // GO:0005923  // GO:0014069  // GO:0030425  // GO:0036057  // GO:0043234  // GO:0045202  // GO:0045202  // GO:0048471 nucleus  // cytoplasm  // cytoplasm  // endosome  // late endosome  // plasma membrane  // plasma membrane  // tight junction  // postsynaptic density  // membrane  // cell junction  // dendrite  // slit diaphragm  // neuron projection  // protein complex  // synapse  // perinuclear region of cytoplasm  // nucleus  // nucleus  // cytoplasm  // late endosome  // late endosome  // plasma membrane  // tight junction  // tight junction  // postsynaptic density  // dendrite  // slit diaphragm  // protein complex  // synapse  // synapse  // perinuclear region of cytoplasm GO:0004871  // GO:0005515  // GO:0019902  // GO:0030159  // GO:0030159  // GO:0030165  // GO:0031697  // GO:0032403  // GO:0046332  // GO:0070699  // GO:0019902  // GO:0019902  // GO:0030159  // GO:0030159  // GO:0030165  // GO:0031697  // GO:0031697 signal transducer activity  // protein binding  // phosphatase binding  // receptor signaling complex scaffold activity  // receptor signaling complex scaffold activity  // PDZ domain binding  // beta-1 adrenergic receptor binding  // protein complex binding  // SMAD binding  // type II activin receptor binding  // phosphatase binding  // phosphatase binding  // receptor signaling complex scaffold activity  // receptor signaling complex scaffold activity  // PDZ domain binding  // beta-1 adrenergic receptor binding  // beta-1 adrenergic receptor binding ○
17435584 648.8141 392.2232 1.6541961 0.7261303 0 main NM_153526 Insig1 insulin induced gene 1 NM_153526 RefSeq Mus musculus insulin induced gene 1 (Insig1), mRNA. TRUE 231070 Mm.30221 Q8BGI3 chr5 GO:0006629  // GO:0006641  // GO:0006695  // GO:0006991  // GO:0008202  // GO:0008203  // GO:0010894  // GO:0016126  // GO:0032933  // GO:0042472  // GO:0042474  // GO:0045599  // GO:0045717  // GO:0060021  // GO:0060363  // GO:1901303  // GO:0008203  // GO:0032933  // GO:1901303 lipid metabolic process  // triglyceride metabolic process  // cholesterol biosynthetic process  // response to sterol depletion  // steroid metabolic process  // cholesterol metabolic process  // negative regulation of steroid biosynthetic process  // sterol biosynthetic process  // SREBP signaling pathway  // inner ear morphogenesis  // middle ear morphogenesis  // negative regulation of fat cell differentiation  // negative regulation of fatty acid biosynthetic process  // palate development  // cranial suture morphogenesis  // negative regulation of cargo loading into COPII-coated vesicle  // cholesterol metabolic process  // SREBP signaling pathway  // negative regulation of cargo loading into COPII-coated vesicle GO:0005783  // GO:0005783  // GO:0016020  // GO:0016021  // GO:0032937  // GO:0005783  // GO:0005789  // GO:0032937 endoplasmic reticulum  // endoplasmic reticulum  // membrane  // integral component of membrane  // SREBP-SCAP-Insig complex  // endoplasmic reticulum  // endoplasmic reticulum membrane  // SREBP-SCAP-Insig complex GO:0005515 protein binding ○
17437674 374.4011 461.9244 0.8105246 -0.303072 0 main NM_008453 Klf3 Kruppel-like factor 3 (basic) NM_008453 RefSeq Mus musculus Kruppel-like factor 3 (basic) (Klf3), mRNA. TRUE 16599 Mm.439720 Q60980 chr5 GO:0006351  // GO:0006355  // GO:1901653 transcription, DNA-templated  // regulation of transcription, DNA-templated  // cellular response to peptide GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0046872  // GO:0003677 nucleic acid binding  // DNA binding  // metal ion binding  // DNA binding ○
17438134 125.2795 123.686 1.0128834 0.0184681 0 main NM_001190734 Dcun1d4 DCN1, defective in cullin neddylation 1, domain containing 4 (S. cerevisiae) NM_001190734 RefSeq Mus musculus DCN1, defective in cullin neddylation 1, domain containing 4 (S. cerevisiae) (Dcun1d4), transcript variant A, mRNA. TRUE 100737 Mm.220312 Q8CCA0 chr5 GO:0008150 biological_process GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0003674 molecular_function ○
17438272 117.0554 92.08356 1.2711867 0.346176 0 main NM_001122733 Kit kit oncogene NM_001122733 RefSeq Mus musculus kit oncogene (Kit), transcript variant 1, mRNA. TRUE 16590 Mm.247073 P05532 chr5 GO:0000187  // GO:0001541  // GO:0002318  // GO:0002320  // GO:0002327  // GO:0002371  // GO:0002551  // GO:0002573  // GO:0006468  // GO:0006687  // GO:0006935  // GO:0006954  // GO:0007169  // GO:0007281  // GO:0007283  // GO:0007283  // GO:0007286  // GO:0008284  // GO:0008284  // GO:0008354  // GO:0008360  // GO:0008542  // GO:0009314  // GO:0010628  // GO:0016310  // GO:0018108  // GO:0018108  // GO:0019221  // GO:0019221  // GO:0030032  // GO:0030097  // GO:0030154  // GO:0030217  // GO:0030218  // GO:0030318  // GO:0030335  // GO:0031274  // GO:0031532  // GO:0032762  // GO:0035019  // GO:0035162  // GO:0035234  // GO:0035556  // GO:0035855  // GO:0038093  // GO:0038109  // GO:0038109  // GO:0038162  // GO:0042511  // GO:0042517  // GO:0042523  // GO:0043069  // GO:0043069  // GO:0043303  // GO:0043406  // GO:0043410  // GO:0043473  // GO:0043473  // GO:0045747  // GO:0046427  // GO:0046777  // GO:0046777  // GO:0048066  // GO:0048070  // GO:0048070  // GO:0048103  // GO:0048170  // GO:0048565  // GO:0activation of MAPK activity  // ovarian follicle development  // myeloid progenitor cell differentiation  // lymphoid progenitor cell differentiation  // immature B cell differentiation  // dendritic cell cytokine production  // mast cell chemotaxis  // myeloid leukocyte differentiation  // protein phosphorylation  // glycosphingolipid metabolic process  // chemotaxis  // inflammatory response  // transmembrane receptor protein tyrosine kinase signaling pathway  // germ cell development  // spermatogenesis  // spermatogenesis  // spermatid development  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // germ cell migration  // regulation of cell shape  // visual learning  // response to radiation  // positive regulation of gene expression  // phosphorylation  // peptidyl-tyrosine phosphorylation  // peptidyl-tyrosine phosphorylation  // cytokine-mediated signaling pathway  // cytokine-mediated signaling pathway  // lamellipodium assembly  // hemopoiesis  // cell diffGO:0001669  // GO:0005615  // GO:0005622  // GO:0005737  // GO:0005886  // GO:0005911  // GO:0009897  // GO:0009897  // GO:0009898  // GO:0009986  // GO:0016020  // GO:0016021  // GO:0042629  // GO:0001669  // GO:0005615  // GO:0005634  // GO:0005737  // GO:0005886  // GO:0009897  // GO:0009898  // GO:0042629  // GO:0042629 acrosomal vesicle  // extracellular space  // intracellular  // cytoplasm  // plasma membrane  // cell-cell junction  // external side of plasma membrane  // external side of plasma membrane  // cytoplasmic side of plasma membrane  // cell surface  // membrane  // integral component of membrane  // mast cell granule  // acrosomal vesicle  // extracellular space  // nucleus  // cytoplasm  // plasma membrane  // external side of plasma membrane  // cytoplasmic side of plasma membrane  // mast cell granule  // mast cell granule GO:0000166  // GO:0002020  // GO:0004672  // GO:0004713  // GO:0004714  // GO:0004716  // GO:0005020  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019955  // GO:0042803  // GO:0046872  // GO:0004713  // GO:0004714  // GO:0004714  // GO:0019955  // GO:0019955  // GO:0042803 nucleotide binding  // protease binding  // protein kinase activity  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // receptor signaling protein tyrosine kinase activity  // stem cell factor receptor activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // cytokine binding  // protein homodimerization activity  // metal ion binding  // protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // transmembrane receptor protein tyrosine kinase activity  // cytokine binding  // cytokine binding  // protein homodimerization activity ○
17438602 440.3075 802.8373 0.5484393 -0.866596 0 main NM_177680 Ythdc1 YTH domain containing 1 NM_177680 RefSeq Mus musculus YTH domain containing 1 (Ythdc1), mRNA. TRUE 231386 Mm.196325 E9Q5K9 chr5 GO:0000398  // GO:0006376  // GO:0006397  // GO:0008380  // GO:0006376 mRNA splicing, via spliceosome  // mRNA splice site selection  // mRNA processing  // RNA splicing  // mRNA splice site selection GO:0005634  // GO:0005654  // GO:0016604  // GO:0005634  // GO:0005634 nucleus  // nucleoplasm  // nuclear body  // nucleus  // nucleus GO:0003723  // GO:0044822  // GO:0003723  // GO:0003723 RNA binding  // poly(A) RNA binding  // RNA binding  // RNA binding ○
17438832 288.6441 765.215 0.3772065 -1.406573 0 main 2Down NM_001136260 Slc4a4 solute carrier family 4 (anion exchanger), member 4 NM_001136260 RefSeq Mus musculus solute carrier family 4 (anion exchanger), member 4 (Slc4a4), transcript variant 2, mRNA. TRUE 54403 Mm.41044 O88343 chr5 GO:0006810  // GO:0006811  // GO:0006814  // GO:0006820  // GO:0006885  // GO:0015698  // GO:0015701  // GO:0015701  // GO:0035725  // GO:0006814  // GO:0055085 transport  // ion transport  // sodium ion transport  // anion transport  // regulation of pH  // inorganic anion transport  // bicarbonate transport  // bicarbonate transport  // sodium ion transmembrane transport  // sodium ion transport  // transmembrane transport GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0070062  // GO:0016323 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // extracellular vesicular exosome  // basolateral plasma membrane GO:0005215  // GO:0005452  // GO:0005515  // GO:0008509  // GO:0008510  // GO:0015293 transporter activity  // inorganic anion exchanger activity  // protein binding  // anion transmembrane transporter activity  // sodium:bicarbonate symporter activity  // symporter activity ○
17441083 300.4065 292.1669 1.0282017 0.0401233 0 main NM_029012 Sppl3 signal peptide peptidase 3 NM_029012 RefSeq Mus musculus signal peptide peptidase 3 (Sppl3), mRNA. TRUE 74585 Mm.355894 Q9CUS9 chr5 GO:0006508  // GO:0006508  // GO:0006509 proteolysis  // proteolysis  // membrane protein ectodomain proteolysis GO:0005783  // GO:0005791  // GO:0016020  // GO:0016021  // GO:0030660  // GO:0071458  // GO:0071556  // GO:0005789  // GO:0005791  // GO:0005791  // GO:0030660  // GO:0030660  // GO:0071458  // GO:0071458  // GO:0071556  // GO:0071556 endoplasmic reticulum  // rough endoplasmic reticulum  // membrane  // integral component of membrane  // Golgi-associated vesicle membrane  // integral component of cytoplasmic side of endoplasmic reticulum membrane  // integral component of lumenal side of endoplasmic reticulum membrane  // endoplasmic reticulum membrane  // rough endoplasmic reticulum  // rough endoplasmic reticulum  // Golgi-associated vesicle membrane  // Golgi-associated vesicle membrane  // integral component of cytoplasmic side of endoplasmic reticulum membrane  // integral component of cytoplasmic side of endoplasmic reticulum membrane  // integral component of lumenal side of endoplasmic reticulum membrane  // integral component of lumenal side of endoplasmic reticulum membrane GO:0004190  // GO:0008233  // GO:0016787  // GO:0042500  // GO:0042803  // GO:0042500  // GO:0042500  // GO:0042803  // GO:0042803 aspartic-type endopeptidase activity  // peptidase activity  // hydrolase activity  // aspartic endopeptidase activity, intramembrane cleaving  // protein homodimerization activity  // aspartic endopeptidase activity, intramembrane cleaving  // aspartic endopeptidase activity, intramembrane cleaving  // protein homodimerization activity  // protein homodimerization activity ○
17441895 122.393 221.6161 0.5522749 -0.856542 0 main NM_172722 Naa25 N(alpha)-acetyltransferase 25, NatB auxiliary subunit NM_172722 RefSeq Mus musculus N(alpha)-acetyltransferase 25, NatB auxiliary subunit (Naa25), mRNA. TRUE 231713 Mm.33919 Q8BWZ3 chr5 GO:0008150 biological_process GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0003674 molecular_function ○
17442970 434.7712 441.1571 0.9855247 -0.021036 0 main NM_001001327 Vkorc1l1 vitamin K epoxide reductase complex, subunit 1-like 1 NM_001001327 RefSeq Mus musculus vitamin K epoxide reductase complex, subunit 1-like 1 (Vkorc1l1), transcript variant 2, mRNA. TRUE 69568 Mm.288718 Q6TEK5 chr5 GO:0017187  // GO:0034599  // GO:0042373  // GO:0042373  // GO:0055114  // GO:0017187  // GO:0034599 peptidyl-glutamic acid carboxylation  // cellular response to oxidative stress  // vitamin K metabolic process  // vitamin K metabolic process  // oxidation-reduction process  // peptidyl-glutamic acid carboxylation  // cellular response to oxidative stress GO:0005783  // GO:0005789  // GO:0016020  // GO:0016021  // GO:0005789  // GO:0005789 endoplasmic reticulum  // endoplasmic reticulum membrane  // membrane  // integral component of membrane  // endoplasmic reticulum membrane  // endoplasmic reticulum membrane GO:0016491  // GO:0047057  // GO:0047057  // GO:0048038  // GO:0047057 oxidoreductase activity  // vitamin-K-epoxide reductase (warfarin-sensitive) activity  // vitamin-K-epoxide reductase (warfarin-sensitive) activity  // quinone binding  // vitamin-K-epoxide reductase (warfarin-sensitive) activity ○
17445280 320.9304 311.0507 1.0317623 0.0451107 0 main NM_001003909 Ankib1 ankyrin repeat and IBR domain containing 1 NM_001003909 RefSeq Mus musculus ankyrin repeat and IBR domain containing 1 (Ankib1), transcript variant 2, mRNA. TRUE 70797 Mm.130148 Q6ZPS6 chr5 GO:0008150 biological_process GO:0005575 cellular_component GO:0008270  // GO:0046872 zinc ion binding  // metal ion binding ○
17445467 28.90142 27.4274 1.0537426 0.0755225 0 main XR_376691 Adam22 a disintegrin and metallopeptidase domain 22 XR_376691 RefSeq PREDICTED: Mus musculus a disintegrin and metallopeptidase domain 22 (Adam22), transcript variant X16, misc_RNA. TRUE 11496 Mm.275895 Q9R1V6 chr5 GO:0006508  // GO:0007229  // GO:0008344  // GO:0014037  // GO:0022011  // GO:0042063 proteolysis  // integrin-mediated signaling pathway  // adult locomotory behavior  // Schwann cell differentiation  // myelination in peripheral nervous system  // gliogenesis GO:0005576  // GO:0016020  // GO:0016021 extracellular region  // membrane  // integral component of membrane GO:0004222  // GO:0005515  // GO:0008237  // GO:0008270 metalloendopeptidase activity  // protein binding  // metallopeptidase activity  // zinc ion binding ○
17445775 131.9839 174.3352 0.7570697 -0.401502 0 main NM_001080977 Rsbn1l round spermatid basic protein 1-like NM_001080977 RefSeq Mus musculus round spermatid basic protein 1-like (Rsbn1l), mRNA. TRUE 242860 Mm.254286 D3Z0K6 chr5 GO:0008150 biological_process GO:0005575  // GO:0005634 cellular_component  // nucleus GO:0003674 molecular_function ○
17448467 73.87794 65.95183 1.1201803 0.1637309 0 main NM_001164806 Bend4 BEN domain containing 4 NM_001164806 RefSeq Mus musculus BEN domain containing 4 (Bend4), mRNA. TRUE 666938 Mm.101339 P86174 chr5 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17450157 74.19638 67.48911 1.099383 0.1366941 0 main NM_001081107 Helq helicase, POLQ-like NM_001081107 RefSeq Mus musculus helicase, POLQ-like (Helq), mRNA. TRUE 191578 Mm.21469 Q2VPA6 chr5 GO:0000724  // GO:0006200  // GO:0006259  // GO:0032508  // GO:0006259  // GO:0032508 double-strand break repair via homologous recombination  // ATP catabolic process  // DNA metabolic process  // DNA duplex unwinding  // DNA metabolic process  // DNA duplex unwinding GO:0005634  // GO:0017117  // GO:0005634  // GO:0005730  // GO:0017117 nucleus  // single-stranded DNA-dependent ATP-dependent DNA helicase complex  // nucleus  // nucleolus  // single-stranded DNA-dependent ATP-dependent DNA helicase complex GO:0000166  // GO:0003676  // GO:0004386  // GO:0005524  // GO:0016787  // GO:0017116  // GO:0017116 nucleotide binding  // nucleic acid binding  // helicase activity  // ATP binding  // hydrolase activity  // single-stranded DNA-dependent ATP-dependent DNA helicase activity  // single-stranded DNA-dependent ATP-dependent DNA helicase activity ○
17450283 22.61839 24.87324 0.9093463 -0.137098 0 main NM_001081567 Mapk10 mitogen-activated protein kinase 10 NM_001081567 RefSeq Mus musculus mitogen-activated protein kinase 10 (Mapk10), transcript variant 2, mRNA. TRUE 26414 Mm.39253 Q61831 chr5 GO:0006468  // GO:0007254  // GO:0007254  // GO:0007258  // GO:0007258  // GO:0016310  // GO:0006468  // GO:0000165 protein phosphorylation  // JNK cascade  // JNK cascade  // JUN phosphorylation  // JUN phosphorylation  // phosphorylation  // protein phosphorylation  // MAPK cascade GO:0005622  // GO:0005634  // GO:0005737  // GO:0005739  // GO:0005886  // GO:0016020  // GO:0005737  // GO:0005739 intracellular  // nucleus  // cytoplasm  // mitochondrion  // plasma membrane  // membrane  // cytoplasm  // mitochondrion GO:0000166  // GO:0004672  // GO:0004674  // GO:0004705  // GO:0004705  // GO:0004707  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0005524 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // JUN kinase activity  // JUN kinase activity  // MAP kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // ATP binding ○
17451748 56.58013 50.35988 1.123516 0.1680206 0 main NM_001080808 Ccdc64 coiled-coil domain containing 64 NM_001080808 RefSeq Mus musculus coiled-coil domain containing 64 (Ccdc64), mRNA. TRUE 75665 Mm.233914 A0JNT9 chr5 GO:0006810  // GO:0007399  // GO:0031175  // GO:0055107 transport  // nervous system development  // neuron projection development  // Golgi to secretory granule transport GO:0005622  // GO:0005623  // GO:0005737  // GO:0005813  // GO:0005856  // GO:0005815 intracellular  // cell  // cytoplasm  // centrosome  // cytoskeleton  // microtubule organizing center GO:0005515  // GO:0017137  // GO:0034452 protein binding  // Rab GTPase binding  // dynactin binding ○
17452139 55.13791 54.63447 1.0092147 0.0132331 0 main NM_011286 Rph3a rabphilin 3A NM_011286 RefSeq Mus musculus rabphilin 3A (Rph3a), mRNA. TRUE 19894 Mm.181166 P47708 chr5 GO:0006810  // GO:0006886  // GO:0015031  // GO:0016079  // GO:0046879 transport  // intracellular protein transport  // protein transport  // synaptic vesicle exocytosis  // hormone secretion GO:0005794  // GO:0005829  // GO:0008021  // GO:0016020  // GO:0019898  // GO:0030054  // GO:0030141  // GO:0030672  // GO:0043005  // GO:0043234  // GO:0045202  // GO:0008021  // GO:0045202  // GO:0015629  // GO:0030141 Golgi apparatus  // cytosol  // synaptic vesicle  // membrane  // extrinsic component of membrane  // cell junction  // secretory granule  // synaptic vesicle membrane  // neuron projection  // protein complex  // synapse  // synaptic vesicle  // synapse  // actin cytoskeleton  // secretory granule GO:0005215  // GO:0005509  // GO:0005515  // GO:0005544  // GO:0005546  // GO:0008270  // GO:0008289  // GO:0008430  // GO:0017137  // GO:0032403  // GO:0042301  // GO:0046872  // GO:0070679  // GO:0005509  // GO:0005544  // GO:0017137  // GO:0051015 transporter activity  // calcium ion binding  // protein binding  // calcium-dependent phospholipid binding  // phosphatidylinositol-4,5-bisphosphate binding  // zinc ion binding  // lipid binding  // selenium binding  // Rab GTPase binding  // protein complex binding  // phosphate ion binding  // metal ion binding  // inositol 1,4,5 trisphosphate binding  // calcium ion binding  // calcium-dependent phospholipid binding  // Rab GTPase binding  // actin filament binding ○
17453064 24.69906 20.09243 1.2292719 0.2978041 0 main NM_001081388 Rimbp2 RIMS binding protein 2 NM_001081388 RefSeq Mus musculus RIMS binding protein 2 (Rimbp2), mRNA. TRUE 231760 Mm.233996 Q80U40 chr5 GO:0010923  // GO:0010923  // GO:0010923 negative regulation of phosphatase activity  // negative regulation of phosphatase activity  // negative regulation of phosphatase activity GO:0005886  // GO:0016020  // GO:0030054  // GO:0045202 plasma membrane  // membrane  // cell junction  // synapse --- --- ○
17453650 250.9207 329.1176 0.7624044 -0.391372 0 main ENSMUST00000126639 Ywhag tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, gamma polypeptide ENSMUST00000126639 ENSEMBL havana:known chromosome:GRCm38:5:135930685:135934616:-1 gene:ENSMUSG00000051391 gene_biotype:protein_coding transcript_biotype:processed_transcript TRUE 22628 Mm.233813  // Mm.490555 P61982 chr5 GO:0006605  // GO:0032869  // GO:0045664  // GO:0048167  // GO:0055114  // GO:0045664  // GO:0045664  // GO:0048167  // GO:0048167 protein targeting  // cellular response to insulin stimulus  // regulation of neuron differentiation  // regulation of synaptic plasticity  // oxidation-reduction process  // regulation of neuron differentiation  // regulation of neuron differentiation  // regulation of synaptic plasticity  // regulation of synaptic plasticity GO:0005622  // GO:0005623  // GO:0005737  // GO:0031988  // GO:0070062  // GO:0005829  // GO:0030659  // GO:0070062 intracellular  // cell  // cytoplasm  // membrane-bounded vesicle  // extracellular vesicular exosome  // cytosol  // cytoplasmic vesicle membrane  // extracellular vesicular exosome GO:0004497  // GO:0005080  // GO:0005159  // GO:0005515  // GO:0016491  // GO:0019904  // GO:0030971  // GO:0044822  // GO:0003779  // GO:0005080  // GO:0005080  // GO:0005159  // GO:0005159  // GO:0019904 monooxygenase activity  // protein kinase C binding  // insulin-like growth factor receptor binding  // protein binding  // oxidoreductase activity  // protein domain specific binding  // receptor tyrosine kinase binding  // poly(A) RNA binding  // actin binding  // protein kinase C binding  // protein kinase C binding  // insulin-like growth factor receptor binding  // insulin-like growth factor receptor binding  // protein domain specific binding ○
17453726 192.627 220.5949 0.873216 -0.19559 0 main NM_001291233 Cux1 cut-like homeobox 1 NM_001291233 RefSeq Mus musculus cut-like homeobox 1 (Cux1), transcript variant 3, mRNA. TRUE 13047 Mm.320317 P70403 chr5 GO:0000122  // GO:0001822  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0006810  // GO:0006891  // GO:0007275  // GO:0030324  // GO:0042491  // GO:0045944  // GO:0050775  // GO:0000301 negative regulation of transcription from RNA polymerase II promoter  // kidney development  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // transport  // intra-Golgi vesicle-mediated transport  // multicellular organismal development  // lung development  // auditory receptor cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of dendrite morphogenesis  // retrograde transport, vesicle recycling within Golgi GO:0005634  // GO:0005737  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0030173  // GO:0097458  // GO:0000139  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // Golgi apparatus  // membrane  // integral component of membrane  // integral component of Golgi membrane  // neuron part  // Golgi membrane  // nucleus  // cytoplasm GO:0000977  // GO:0001205  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0043565  // GO:0003677  // GO:0030674 RNA polymerase II regulatory region sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding  // DNA binding  // protein binding, bridging ○
17454345 117.2057 122.6969 0.9552458 -0.066056 0 main NM_008808 Pdgfa platelet derived growth factor, alpha NM_008808 RefSeq Mus musculus platelet derived growth factor, alpha (Pdgfa), mRNA. TRUE 18590 Mm.2675 P20033 chr5 GO:0001525  // GO:0001942  // GO:0002053  // GO:0007275  // GO:0007596  // GO:0008284  // GO:0008284  // GO:0009611  // GO:0009887  // GO:0009887  // GO:0010512  // GO:0010544  // GO:0014068  // GO:0014910  // GO:0030031  // GO:0030036  // GO:0030335  // GO:0031954  // GO:0035793  // GO:0043406  // GO:0043410  // GO:0043588  // GO:0045740  // GO:0048008  // GO:0048146  // GO:0048286  // GO:0048565  // GO:0050730  // GO:0050919  // GO:0051781  // GO:0051897  // GO:0060683  // GO:0070374  // GO:0007596  // GO:0009611  // GO:0010512  // GO:0010544  // GO:0014068  // GO:0014068  // GO:0014910  // GO:0030335  // GO:0030335  // GO:0031954  // GO:0031954  // GO:0035793  // GO:0043406  // GO:0043406  // GO:0043410  // GO:0045740  // GO:0048008  // GO:0048008  // GO:0048146  // GO:0050919  // GO:0051897  // GO:0070374  // GO:0070374  // GO:0072124  // GO:2000278  // GO:0001666  // GO:0007179  // GO:0008284  // GO:0009611  // GO:0010033  // GO:0010035  // GO:0010512  // GO:0010544  // GO:0014068  // GO:0014910  // GO:0angiogenesis  // hair follicle development  // positive regulation of mesenchymal cell proliferation  // multicellular organismal development  // blood coagulation  // positive regulation of cell proliferation  // positive regulation of cell proliferation  // response to wounding  // organ morphogenesis  // organ morphogenesis  // negative regulation of phosphatidylinositol biosynthetic process  // negative regulation of platelet activation  // positive regulation of phosphatidylinositol 3-kinase signaling  // regulation of smooth muscle cell migration  // cell projection assembly  // actin cytoskeleton organization  // positive regulation of cell migration  // positive regulation of protein autophosphorylation  // positive regulation of metanephric mesenchymal cell migration by platelet-derived growth factor receptor-beta signaling pathway  // positive regulation of MAP kinase activity  // positive regulation of MAPK cascade  // skin development  // positive regulation of DNA replication  // platelet-derivedGO:0005576  // GO:0005615  // GO:0005615  // GO:0005902  // GO:0009986  // GO:0016020  // GO:0009986  // GO:0005615  // GO:0009986 extracellular region  // extracellular space  // extracellular space  // microvillus  // cell surface  // membrane  // cell surface  // extracellular space  // cell surface GO:0005161  // GO:0005518  // GO:0008083  // GO:0042803  // GO:0046982  // GO:0048407  // GO:0005161  // GO:0005161  // GO:0005518  // GO:0008083  // GO:0008083  // GO:0042803  // GO:0005161  // GO:0005518  // GO:0042803  // GO:0046982  // GO:0048407 platelet-derived growth factor receptor binding  // collagen binding  // growth factor activity  // protein homodimerization activity  // protein heterodimerization activity  // platelet-derived growth factor binding  // platelet-derived growth factor receptor binding  // platelet-derived growth factor receptor binding  // collagen binding  // growth factor activity  // growth factor activity  // protein homodimerization activity  // platelet-derived growth factor receptor binding  // collagen binding  // protein homodimerization activity  // protein heterodimerization activity  // platelet-derived growth factor binding ○
17455903 14.17255 16.12076 0.879149 -0.18582 0 main BC054745 Asb4 ankyrin repeat and SOCS box-containing 4 BC054745 GenBank Mus musculus ankyrin repeat and SOCS box-containing 4, mRNA (cDNA clone MGC:64746 IMAGE:6836490), complete cds. TRUE 65255 Mm.51340 Q9WV71 chr6 GO:0035556  // GO:0051865  // GO:2001214  // GO:0016567 intracellular signal transduction  // protein autoubiquitination  // positive regulation of vasculogenesis  // protein ubiquitination GO:0031462  // GO:0031462  // GO:0031466  // GO:0031466  // GO:0031462  // GO:0031466 Cul2-RING ubiquitin ligase complex  // Cul2-RING ubiquitin ligase complex  // Cul5-RING ubiquitin ligase complex  // Cul5-RING ubiquitin ligase complex  // Cul2-RING ubiquitin ligase complex  // Cul5-RING ubiquitin ligase complex GO:0004842  // GO:0019899  // GO:0031625 ubiquitin-protein transferase activity  // enzyme binding  // ubiquitin protein ligase binding ○
17456084 25.92172 53.29913 0.4863441 -1.039951 0 main NM_001286607 Foxp2 forkhead box P2 NM_001286607 RefSeq Mus musculus forkhead box P2 (Foxp2), transcript variant 3, mRNA. TRUE 114142 Mm.332919 P58463 chr6 GO:0000122  // GO:0002053  // GO:0006351  // GO:0006355  // GO:0007389  // GO:0007519  // GO:0009790  // GO:0009791  // GO:0021549  // GO:0021757  // GO:0021758  // GO:0021987  // GO:0030324  // GO:0040007  // GO:0042297  // GO:0043010  // GO:0045892  // GO:0048286  // GO:0048745  // GO:0050679  // GO:0060013  // GO:0060501  // GO:0000122  // GO:0007389  // GO:0021757  // GO:0021757  // GO:0021757  // GO:0021758  // GO:0021758  // GO:0021758  // GO:0021987  // GO:0021987  // GO:0045892 negative regulation of transcription from RNA polymerase II promoter  // positive regulation of mesenchymal cell proliferation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // pattern specification process  // skeletal muscle tissue development  // embryo development  // post-embryonic development  // cerebellum development  // caudate nucleus development  // putamen development  // cerebral cortex development  // lung development  // growth  // vocal learning  // camera-type eye development  // negative regulation of transcription, DNA-templated  // lung alveolus development  // smooth muscle tissue development  // positive regulation of epithelial cell proliferation  // righting reflex  // positive regulation of epithelial cell proliferation involved in lung morphogenesis  // negative regulation of transcription from RNA polymerase II promoter  // pattern specification process  // caudate nucleus development  // caudate nucleus development  // caudate nucleus development  GO:0005634  // GO:0005737  // GO:0005737 nucleus  // cytoplasm  // cytoplasm GO:0003677  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0008301  // GO:0042803  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0000978  // GO:0001078  // GO:0003677  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0008301  // GO:0042803  // GO:0042803 DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding, bending  // protein homodimerization activity  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // DNA binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // DNA binding, bending  // protein homodimerization activity  // protein homodimerization activity ○
17457404 246.8057 305.8421 0.806971 -0.309411 0 main NM_177185 Ubn2 ubinuclein 2 NM_177185 RefSeq Mus musculus ubinuclein 2 (Ubn2), mRNA. TRUE 320538 Mm.302831 Q80WC1 chr6 GO:0008150 biological_process GO:0005615  // GO:0005634  // GO:0005634 extracellular space  // nucleus  // nucleus GO:0003674 molecular_function ○
17460468 163.0273 167.5905 0.9727717 -0.039827 0 main NM_001040106 Aak1 AP2 associated kinase 1 NM_001040106 RefSeq Mus musculus AP2 associated kinase 1 (Aak1), transcript variant 1, mRNA. TRUE 269774 Mm.221038 Q3UHJ0 chr6 GO:0006468  // GO:0006897  // GO:0016310  // GO:0032880  // GO:0045747  // GO:0046777  // GO:0050821  // GO:2000369  // GO:0006468  // GO:0006468  // GO:0032880  // GO:0032880  // GO:0045747  // GO:0045747  // GO:0046777  // GO:0050821  // GO:0050821  // GO:2000369  // GO:2000369 protein phosphorylation  // endocytosis  // phosphorylation  // regulation of protein localization  // positive regulation of Notch signaling pathway  // protein autophosphorylation  // protein stabilization  // regulation of clathrin-mediated endocytosis  // protein phosphorylation  // protein phosphorylation  // regulation of protein localization  // regulation of protein localization  // positive regulation of Notch signaling pathway  // positive regulation of Notch signaling pathway  // protein autophosphorylation  // protein stabilization  // protein stabilization  // regulation of clathrin-mediated endocytosis  // regulation of clathrin-mediated endocytosis GO:0005886  // GO:0005905  // GO:0016020  // GO:0031252  // GO:0043195  // GO:0071439  // GO:0019897  // GO:0030136  // GO:0031252  // GO:0043195 plasma membrane  // coated pit  // membrane  // cell leading edge  // terminal bouton  // clathrin complex  // extrinsic component of plasma membrane  // clathrin-coated vesicle  // cell leading edge  // terminal bouton GO:0000166  // GO:0004672  // GO:0004674  // GO:0005112  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0035612  // GO:0004674  // GO:0004674  // GO:0005112  // GO:0005112  // GO:0035612  // GO:0035612 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // Notch binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // AP-2 adaptor complex binding  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // Notch binding  // Notch binding  // AP-2 adaptor complex binding  // AP-2 adaptor complex binding ○
17462149 369.3815 473.5093 0.7800934 -0.358281 0 main NM_001012477 Cxcl12 chemokine (C-X-C motif) ligand 12 NM_001012477 RefSeq Mus musculus chemokine (C-X-C motif) ligand 12 (Cxcl12), transcript variant 3, mRNA. TRUE 20315 Mm.303231 P40224 chr6 GO:0001569  // GO:0001667  // GO:0001764  // GO:0001938  // GO:0006935  // GO:0006955  // GO:0007281  // GO:0007420  // GO:0008045  // GO:0008284  // GO:0008344  // GO:0008354  // GO:0022029  // GO:0030334  // GO:0030334  // GO:0030335  // GO:0030335  // GO:0031100  // GO:0033603  // GO:0042098  // GO:0045666  // GO:0045785  // GO:0048842  // GO:0050930  // GO:0051924  // GO:0060326  // GO:0070098  // GO:0090026  // GO:1902230  // GO:2000107  // GO:2000406  // GO:0045785  // GO:0060326  // GO:2000406  // GO:0001666  // GO:0001764  // GO:0001938  // GO:0007420  // GO:0008284  // GO:0008344  // GO:0009314  // GO:0009408  // GO:0009612  // GO:0022029  // GO:0030335  // GO:0031100  // GO:0033603  // GO:0043434  // GO:0045666  // GO:0048842  // GO:0051924  // GO:0070098  // GO:0090026  // GO:1902230  // GO:2000107 patterning of blood vessels  // ameboidal cell migration  // neuron migration  // positive regulation of endothelial cell proliferation  // chemotaxis  // immune response  // germ cell development  // brain development  // motor neuron axon guidance  // positive regulation of cell proliferation  // adult locomotory behavior  // germ cell migration  // telencephalon cell migration  // regulation of cell migration  // regulation of cell migration  // positive regulation of cell migration  // positive regulation of cell migration  // organ regeneration  // positive regulation of dopamine secretion  // T cell proliferation  // positive regulation of neuron differentiation  // positive regulation of cell adhesion  // positive regulation of axon extension involved in axon guidance  // induction of positive chemotaxis  // regulation of calcium ion transport  // cell chemotaxis  // chemokine-mediated signaling pathway  // positive regulation of monocyte chemotaxis  // negative regulation of intrinsic apoptotic signalGO:0005576  // GO:0005615  // GO:0005886  // GO:0009897  // GO:0005615  // GO:0005886 extracellular region  // extracellular space  // plasma membrane  // external side of plasma membrane  // extracellular space  // plasma membrane GO:0005125  // GO:0008009  // GO:0008083  // GO:0042379  // GO:0045236  // GO:0008009  // GO:0042379  // GO:0042379  // GO:0045236 cytokine activity  // chemokine activity  // growth factor activity  // chemokine receptor binding  // CXCR chemokine receptor binding  // chemokine activity  // chemokine receptor binding  // chemokine receptor binding  // CXCR chemokine receptor binding ○
17463718 139.4282 149.5708 0.9321886 -0.101306 0 main NM_009875 Cdkn1b cyclin-dependent kinase inhibitor 1B NM_009875 RefSeq Mus musculus cyclin-dependent kinase inhibitor 1B (Cdkn1b), mRNA. TRUE 12576 Mm.2958 P46414 chr6 GO:0000082  // GO:0000082  // GO:0006813  // GO:0006919  // GO:0007049  // GO:0007050  // GO:0007050  // GO:0007605  // GO:0008219  // GO:0008284  // GO:0008285  // GO:0008285  // GO:0010942  // GO:0030308  // GO:0031116  // GO:0033673  // GO:0042326  // GO:0043066  // GO:0045736  // GO:0045892  // GO:0045930  // GO:0048102  // GO:0048839  // GO:0050680  // GO:0051271  // GO:0060770  // GO:0071236  // GO:0071285  // GO:0071407  // GO:0071850  // GO:0000082  // GO:0001666  // GO:0006919  // GO:0007050  // GO:0008219  // GO:0008285  // GO:0009749  // GO:0010942  // GO:0014070  // GO:0030308  // GO:0032355  // GO:0033673  // GO:0042326  // GO:0042493  // GO:0043200  // GO:0043434  // GO:0045732  // GO:0045892  // GO:0045930  // GO:0046686  // GO:0048102  // GO:0071285  // GO:0071285  // GO:0071850 G1/S transition of mitotic cell cycle  // G1/S transition of mitotic cell cycle  // potassium ion transport  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // cell cycle  // cell cycle arrest  // cell cycle arrest  // sensory perception of sound  // cell death  // positive regulation of cell proliferation  // negative regulation of cell proliferation  // negative regulation of cell proliferation  // positive regulation of cell death  // negative regulation of cell growth  // positive regulation of microtubule polymerization  // negative regulation of kinase activity  // negative regulation of phosphorylation  // negative regulation of apoptotic process  // negative regulation of cyclin-dependent protein serine/threonine kinase activity  // negative regulation of transcription, DNA-templated  // negative regulation of mitotic cell cycle  // autophagic cell death  // inner ear development  // negative regulation of epithelial cell proliferation  // negative regulation of ceGO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005768  // GO:0005829  // GO:0043234  // GO:0005634  // GO:0005737  // GO:0043234 nucleus  // nucleus  // cytoplasm  // cytoplasm  // endosome  // cytosol  // protein complex  // nucleus  // cytoplasm  // protein complex GO:0004860  // GO:0004861  // GO:0005515  // GO:0008656  // GO:0019903  // GO:0030544  // GO:0032403  // GO:0051087  // GO:0004861  // GO:0008656  // GO:0019903  // GO:0030544  // GO:0032403  // GO:0051087 protein kinase inhibitor activity  // cyclin-dependent protein serine/threonine kinase inhibitor activity  // protein binding  // cysteine-type endopeptidase activator activity involved in apoptotic process  // protein phosphatase binding  // Hsp70 protein binding  // protein complex binding  // chaperone binding  // cyclin-dependent protein serine/threonine kinase inhibitor activity  // cysteine-type endopeptidase activator activity involved in apoptotic process  // protein phosphatase binding  // Hsp70 protein binding  // protein complex binding  // chaperone binding ○
17466033 1503.203 742.0398 2.0257714 1.0184714 0 main 2Up NM_001136065 Hipk2 homeodomain interacting protein kinase 2 NM_001136065 RefSeq Mus musculus homeodomain interacting protein kinase 2 (Hipk2), transcript variant 1, mRNA. TRUE 15258 Mm.23790 Q9QZR5 chr6 GO:0000122  // GO:0001934  // GO:0006351  // GO:0006355  // GO:0006468  // GO:0006468  // GO:0006915  // GO:0006974  // GO:0006978  // GO:0007179  // GO:0007224  // GO:0007628  // GO:0008284  // GO:0008344  // GO:0009952  // GO:0010842  // GO:0016310  // GO:0018105  // GO:0018107  // GO:0030182  // GO:0030511  // GO:0030514  // GO:0032092  // GO:0042771  // GO:0043388  // GO:0043524  // GO:0045766  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0046330  // GO:0048596  // GO:0050882  // GO:0051091  // GO:0060059  // GO:0060235  // GO:0060395  // GO:0061072  // GO:0006468  // GO:0006978  // GO:0030511  // GO:0030511  // GO:0030514  // GO:0045766  // GO:0045893  // GO:0046330  // GO:0046330  // GO:0060395 negative regulation of transcription from RNA polymerase II promoter  // positive regulation of protein phosphorylation  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // protein phosphorylation  // protein phosphorylation  // apoptotic process  // cellular response to DNA damage stimulus  // DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator  // transforming growth factor beta receptor signaling pathway  // smoothened signaling pathway  // adult walking behavior  // positive regulation of cell proliferation  // adult locomotory behavior  // anterior/posterior pattern specification  // retina layer formation  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // neuron differentiation  // positive regulation of transforming growth factor beta receptor signaling pathway  // negative regulation of BMP signaling pathway  // positive regulation of protein binding  // intrinsic GO:0005622  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0016604  // GO:0016605  // GO:0016605  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005813  // GO:0016604  // GO:0016605  // GO:0031965 intracellular  // nucleus  // nucleus  // cytoplasm  // nuclear body  // PML body  // PML body  // nucleus  // nucleus  // cytoplasm  // centrosome  // nuclear body  // PML body  // nuclear membrane GO:0000166  // GO:0001102  // GO:0001105  // GO:0003677  // GO:0003714  // GO:0003714  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0046332  // GO:0046790  // GO:0003714  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0046332  // GO:0046790  // GO:0046790  // GO:0003677 nucleotide binding  // RNA polymerase II activating transcription factor binding  // RNA polymerase II transcription coactivator activity  // DNA binding  // transcription corepressor activity  // transcription corepressor activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // SMAD binding  // virion binding  // transcription corepressor activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // SMAD binding  // virion binding  // virion binding  // DNA binding ○
17466845 126.5735 121.9362 1.0380305 0.0538489 0 main NM_010455 Hoxa7 homeobox A7 NM_010455 RefSeq Mus musculus homeobox A7 (Hoxa7), mRNA. TRUE 15404 Mm.294826 P02830 chr6 GO:0000122  // GO:0000122  // GO:0001953  // GO:0002686  // GO:0006351  // GO:0006355  // GO:0007275  // GO:0009952  // GO:0045617  // GO:0045656  // GO:0045892  // GO:0045944  // GO:0048704  // GO:0048863  // GO:0001525  // GO:0001953  // GO:0002686  // GO:0045617  // GO:0045656  // GO:0045892 negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of cell-matrix adhesion  // negative regulation of leukocyte migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // anterior/posterior pattern specification  // negative regulation of keratinocyte differentiation  // negative regulation of monocyte differentiation  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // embryonic skeletal system morphogenesis  // stem cell differentiation  // angiogenesis  // negative regulation of cell-matrix adhesion  // negative regulation of leukocyte migration  // negative regulation of keratinocyte differentiation  // negative regulation of monocyte differentiation  // negative regulation of transcription, DNA-templated GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003700  // GO:0008134  // GO:0043565  // GO:0003677  // GO:0003700  // GO:0008134  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding ○
17466861 126.8753 141.3279 0.8977371 -0.155635 0 main NR_045199 Mira mistral long non-coding RNA NR_045199 RefSeq Mus musculus mistral long non-coding RNA (Mira), long non-coding RNA. TRUE 100736249 Mm.294826 P02830 chr6 GO:0000122  // GO:0001525  // GO:0001953  // GO:0002686  // GO:0006351  // GO:0006355  // GO:0007275  // GO:0009952  // GO:0045617  // GO:0045656  // GO:0045892  // GO:0045944  // GO:0048704  // GO:0048863 negative regulation of transcription from RNA polymerase II promoter  // angiogenesis  // negative regulation of cell-matrix adhesion  // negative regulation of leukocyte migration  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // anterior/posterior pattern specification  // negative regulation of keratinocyte differentiation  // negative regulation of monocyte differentiation  // negative regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // embryonic skeletal system morphogenesis  // stem cell differentiation GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0008134  // GO:0043565 DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // transcription factor binding  // sequence-specific DNA binding ○
17467205 40.44049 41.80215 0.9674261 -0.047777 0 main NM_021432 Nap1l5 nucleosome assembly protein 1-like 5 NM_021432 RefSeq Mus musculus nucleosome assembly protein 1-like 5 (Nap1l5), mRNA. TRUE 58243 Mm.389747 Q9JJF0 chr6 GO:0006334  // GO:0008150 nucleosome assembly  // biological_process GO:0005634  // GO:0005575 nucleus  // cellular_component GO:0003674 molecular_function ○
17469183 119.1522 86.74185 1.3736414 0.4580055 0 main NM_001029850 Magi1 membrane associated guanylate kinase, WW and PDZ domain containing 1 NM_001029850 RefSeq Mus musculus membrane associated guanylate kinase, WW and PDZ domain containing 1 (Magi1), transcript variant 3, mRNA. TRUE 14924 Mm.217216 Q6RHR9 chr6 GO:0070997 neuron death GO:0005634  // GO:0005737  // GO:0005886  // GO:0005923  // GO:0016020  // GO:0030054  // GO:0042995  // GO:0005634  // GO:0005737  // GO:0030054  // GO:0042995 nucleus  // cytoplasm  // plasma membrane  // tight junction  // membrane  // cell junction  // cell projection  // nucleus  // cytoplasm  // cell junction  // cell projection GO:0000166  // GO:0005515  // GO:0005524  // GO:0051393  // GO:0051393 nucleotide binding  // protein binding  // ATP binding  // alpha-actinin binding  // alpha-actinin binding ○
17469414 312.3479 262.5118 1.1898433 0.2507716 0 main NM_001197321 Foxp1 forkhead box P1 NM_001197321 RefSeq Mus musculus forkhead box P1 (Foxp1), transcript variant 2, mRNA. TRUE 108655 Mm.234965 P58462 chr6 GO:0000122  // GO:0000122  // GO:0001701  // GO:0002053  // GO:0002329  // GO:0002639  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0007389  // GO:0007507  // GO:0007519  // GO:0008045  // GO:0009790  // GO:0009790  // GO:0030324  // GO:0033152  // GO:0045214  // GO:0045892  // GO:0045893  // GO:0045944  // GO:0048745  // GO:0050679  // GO:0055007  // GO:0060043  // GO:0060043  // GO:0061140  // GO:0072358  // GO:0072358  // GO:1901249  // GO:1901250  // GO:2000727  // GO:0006366  // GO:0007389  // GO:0021517 negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // in utero embryonic development  // positive regulation of mesenchymal cell proliferation  // pre-B cell differentiation  // positive regulation of immunoglobulin production  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // pattern specification process  // heart development  // skeletal muscle tissue development  // motor neuron axon guidance  // embryo development  // embryo development  // lung development  // immunoglobulin V(D)J recombination  // sarcomere organization  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // smooth muscle tissue development  // positive regulation of epithelial cell proliferation  // cardiac muscle cell differentiatiGO:0005634  // GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003677  // GO:0003682  // GO:0003700  // GO:0003705  // GO:0003705  // GO:0005515  // GO:0008301  // GO:0042803  // GO:0043565  // GO:0046872  // GO:0046982  // GO:0000978  // GO:0001078  // GO:0003677  // GO:0003700  // GO:0008301 DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // RNA polymerase II distal enhancer sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding, bending  // protein homodimerization activity  // sequence-specific DNA binding  // metal ion binding  // protein heterodimerization activity  // RNA polymerase II core promoter proximal region sequence-specific DNA binding  // RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // DNA binding  // sequence-specific DNA binding transcription factor activity  // DNA binding, bending ○
17469446 336.6628 340.7397 0.9880351 -0.017366 0 main NM_025829 Eif4e3 eukaryotic translation initiation factor 4E member 3 NM_025829 RefSeq Mus musculus eukaryotic translation initiation factor 4E member 3 (Eif4e3), mRNA. TRUE 66892 Mm.32889 Q9DBB5 chr6 GO:0006412  // GO:0006413  // GO:0006417  // GO:0008150 translation  // translational initiation  // regulation of translation  // biological_process GO:0005737  // GO:0005575  // GO:0005845 cytoplasm  // cellular_component  // mRNA cap binding complex GO:0003723  // GO:0003743  // GO:0003674 RNA binding  // translation initiation factor activity  // molecular_function ○
17469848 125.0603 124.303 1.0060924 0.0087628 0 main NM_177683 Vgll4 vestigial like 4 (Drosophila) NM_177683 RefSeq Mus musculus vestigial like 4 (Drosophila) (Vgll4), mRNA. TRUE 232334 Mm.268357 Q80V24 chr6 GO:0006351  // GO:0006355  // GO:0008150 transcription, DNA-templated  // regulation of transcription, DNA-templated  // biological_process GO:0005634 nucleus GO:0003674 molecular_function ○
17470010 116.3111 166.5737 0.6982561 -0.518172 0 main NM_177412 Tmcc1 transmembrane and coiled coil domains 1 NM_177412 RefSeq Mus musculus transmembrane and coiled coil domains 1 (Tmcc1), mRNA. TRUE 330401 Mm.425352 Q69ZZ6 chr6 GO:0008150 biological_process GO:0005783  // GO:0016020  // GO:0016021  // GO:0005575  // GO:0005789 endoplasmic reticulum  // membrane  // integral component of membrane  // cellular_component  // endoplasmic reticulum membrane GO:0003674 molecular_function ○
17470960 37.70587 33.90665 1.1120494 0.1532209 0 main NM_013488 Cd4 CD4 antigen NM_013488 RefSeq Mus musculus CD4 antigen (Cd4), mRNA. TRUE 12504 Mm.2209 P06332 chr6 GO:0001816  // GO:0001816  // GO:0002376  // GO:0006948  // GO:0006955  // GO:0007155  // GO:0007166  // GO:0030217  // GO:0030217  // GO:0032507  // GO:0042110  // GO:0045058  // GO:0045058  // GO:0045234  // GO:0045860  // GO:0050731  // GO:0050829  // GO:0050850  // GO:0050863  // GO:0050870  // GO:0006948  // GO:0030217  // GO:0032507  // GO:0032507  // GO:0042110  // GO:0045058  // GO:0045234  // GO:0045234  // GO:0045860  // GO:0050863 cytokine production  // cytokine production  // immune system process  // induction by virus of host cell-cell fusion  // immune response  // cell adhesion  // cell surface receptor signaling pathway  // T cell differentiation  // T cell differentiation  // maintenance of protein location in cell  // T cell activation  // T cell selection  // T cell selection  // protein palmitoleylation  // positive regulation of protein kinase activity  // positive regulation of peptidyl-tyrosine phosphorylation  // defense response to Gram-negative bacterium  // positive regulation of calcium-mediated signaling  // regulation of T cell activation  // positive regulation of T cell activation  // induction by virus of host cell-cell fusion  // T cell differentiation  // maintenance of protein location in cell  // maintenance of protein location in cell  // T cell activation  // T cell selection  // protein palmitoleylation  // protein palmitoleylation  // positive regulation of protein kinase activity  // regulation of T celGO:0005788  // GO:0005789  // GO:0005886  // GO:0005886  // GO:0009897  // GO:0009897  // GO:0009986  // GO:0016020  // GO:0016021  // GO:0045121  // GO:0005886  // GO:0009897 endoplasmic reticulum lumen  // endoplasmic reticulum membrane  // plasma membrane  // plasma membrane  // external side of plasma membrane  // external side of plasma membrane  // cell surface  // membrane  // integral component of membrane  // membrane raft  // plasma membrane  // external side of plasma membrane GO:0001948  // GO:0005515  // GO:0008270  // GO:0019899  // GO:0019901  // GO:0042803  // GO:0001948  // GO:0008270  // GO:0019899  // GO:0019901  // GO:0042803 glycoprotein binding  // protein binding  // zinc ion binding  // enzyme binding  // protein kinase binding  // protein homodimerization activity  // glycoprotein binding  // zinc ion binding  // enzyme binding  // protein kinase binding  // protein homodimerization activity ○
17471140 43.85017 35.32828 1.2412201 0.3117589 0 main NM_001164034 Ntf3 neurotrophin 3 NM_001164034 RefSeq Mus musculus neurotrophin 3 (Ntf3), transcript variant 1, mRNA. TRUE 18205 Mm.267570 P20181 chr6 GO:0000187  // GO:0002092  // GO:0007169  // GO:0007274  // GO:0007399  // GO:0007403  // GO:0007411  // GO:0007411  // GO:0007420  // GO:0007422  // GO:0008284  // GO:0008544  // GO:0021675  // GO:0030335  // GO:0032148  // GO:0032856  // GO:0033138  // GO:0042490  // GO:0042552  // GO:0043523  // GO:0043524  // GO:0045687  // GO:0045944  // GO:0048484  // GO:0048666  // GO:0048699  // GO:0050731  // GO:0050732  // GO:0050804  // GO:0050918  // GO:0050930  // GO:0051145  // GO:2000251  // GO:0000187  // GO:0002092  // GO:0007169  // GO:0007399  // GO:0008284  // GO:0030335  // GO:0032148  // GO:0032856  // GO:0033138  // GO:0042552  // GO:0045687  // GO:0050731  // GO:0050732  // GO:0050804  // GO:0050918  // GO:0050930  // GO:2000251 activation of MAPK activity  // positive regulation of receptor internalization  // transmembrane receptor protein tyrosine kinase signaling pathway  // neuromuscular synaptic transmission  // nervous system development  // glial cell fate determination  // axon guidance  // axon guidance  // brain development  // peripheral nervous system development  // positive regulation of cell proliferation  // epidermis development  // nerve development  // positive regulation of cell migration  // activation of protein kinase B activity  // activation of Ras GTPase activity  // positive regulation of peptidyl-serine phosphorylation  // mechanoreceptor differentiation  // myelination  // regulation of neuron apoptotic process  // negative regulation of neuron apoptotic process  // positive regulation of glial cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // enteric nervous system development  // neuron development  // generation of neurons  // positive regulation of peptGO:0005576  // GO:0016023  // GO:0005576  // GO:0005788 extracellular region  // cytoplasmic membrane-bounded vesicle  // extracellular region  // endoplasmic reticulum lumen GO:0005102  // GO:0005165  // GO:0005166  // GO:0005515  // GO:0008083  // GO:0042056  // GO:0048406  // GO:0008083  // GO:0042056  // GO:0048406 receptor binding  // neurotrophin receptor binding  // neurotrophin p75 receptor binding  // protein binding  // growth factor activity  // chemoattractant activity  // nerve growth factor binding  // growth factor activity  // chemoattractant activity  // nerve growth factor binding ○
17471155 28.10392 30.40067 0.9244507 -0.113332 0 main NM_010595 Kcna1 potassium voltage-gated channel, shaker-related subfamily, member 1 NM_010595 RefSeq Mus musculus potassium voltage-gated channel, shaker-related subfamily, member 1 (Kcna1), mRNA. TRUE 16485 Mm.40424 P16388 chr6 GO:0006810  // GO:0006811  // GO:0006813  // GO:0034765  // GO:0051260  // GO:0055085  // GO:0071805  // GO:0034765  // GO:0071805 transport  // ion transport  // potassium ion transport  // regulation of ion transmembrane transport  // protein homooligomerization  // transmembrane transport  // potassium ion transmembrane transport  // regulation of ion transmembrane transport  // potassium ion transmembrane transport GO:0008076  // GO:0016020  // GO:0016021  // GO:0016324  // GO:0030425  // GO:0043025  // GO:0044224  // GO:0016324  // GO:0030425  // GO:0043025 voltage-gated potassium channel complex  // membrane  // integral component of membrane  // apical plasma membrane  // dendrite  // neuronal cell body  // juxtaparanode region of axon  // apical plasma membrane  // dendrite  // neuronal cell body GO:0005216  // GO:0005244  // GO:0005249  // GO:0005251  // GO:0005267  // GO:0005251  // GO:0005251 ion channel activity  // voltage-gated ion channel activity  // voltage-gated potassium channel activity  // delayed rectifier potassium channel activity  // potassium channel activity  // delayed rectifier potassium channel activity  // delayed rectifier potassium channel activity ○
17472588 17.5175 18.61188 0.9411999 -0.087427 0 main NM_011374 St8sia1 ST8 alpha-N-acetyl-neuraminide alpha-2,8-sialyltransferase 1 NM_011374 RefSeq Mus musculus ST8 alpha-N-acetyl-neuraminide alpha-2,8-sialyltransferase 1 (St8sia1), mRNA. TRUE 20449 Mm.260838 Q64687 chr6 GO:0006486  // GO:0006629  // GO:0006665  // GO:0008284  // GO:0034605  // GO:0097503  // GO:0006486  // GO:0097503 protein glycosylation  // lipid metabolic process  // sphingolipid metabolic process  // positive regulation of cell proliferation  // cellular response to heat  // sialylation  // protein glycosylation  // sialylation GO:0005794  // GO:0016020  // GO:0016021  // GO:0030173  // GO:0000139 Golgi apparatus  // membrane  // integral component of membrane  // integral component of Golgi membrane  // Golgi membrane GO:0003828  // GO:0008373  // GO:0016740  // GO:0016757  // GO:0008373 alpha-N-acetylneuraminate alpha-2,8-sialyltransferase activity  // sialyltransferase activity  // transferase activity  // transferase activity, transferring glycosyl groups  // sialyltransferase activity ○
17473018 84.21983 105.009 0.8020249 -0.318281 0 main NM_181541 Caprin2 caprin family member 2 NM_181541 RefSeq Mus musculus caprin family member 2 (Caprin2), mRNA. TRUE 232560 Mm.150568 Q05A80 chr6 GO:0017148  // GO:0030154  // GO:0030308  // GO:0032092  // GO:0033138  // GO:0040008  // GO:0045944  // GO:0050775  // GO:0061003  // GO:0090263  // GO:0030308  // GO:0030308  // GO:0032092  // GO:0033138  // GO:0045944  // GO:0090263 negative regulation of translation  // cell differentiation  // negative regulation of cell growth  // positive regulation of protein binding  // positive regulation of peptidyl-serine phosphorylation  // regulation of growth  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of dendrite morphogenesis  // positive regulation of dendritic spine morphogenesis  // positive regulation of canonical Wnt signaling pathway  // negative regulation of cell growth  // negative regulation of cell growth  // positive regulation of protein binding  // positive regulation of peptidyl-serine phosphorylation  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of canonical Wnt signaling pathway GO:0005634  // GO:0005737  // GO:0005739  // GO:0005813  // GO:0043235  // GO:0005737  // GO:0005737  // GO:0005739  // GO:0005739  // GO:0043235 nucleus  // cytoplasm  // mitochondrion  // centrosome  // receptor complex  // cytoplasm  // cytoplasm  // mitochondrion  // mitochondrion  // receptor complex GO:0003723  // GO:0005102  // GO:0005102 RNA binding  // receptor binding  // receptor binding ○
17474097 52.88691 45.59708 1.1598749 0.2139692 0 main NM_133234 Bbc3 BCL2 binding component 3 NM_133234 RefSeq Mus musculus BCL2 binding component 3 (Bbc3), mRNA. TRUE 170770 Mm.7660 Q99ML1 chr7 GO:0001836  // GO:0001836  // GO:0006915  // GO:0006919  // GO:0006919  // GO:0006974  // GO:0008340  // GO:0030308  // GO:0032464  // GO:0032471  // GO:0034976  // GO:0034976  // GO:0042771  // GO:0043065  // GO:0043525  // GO:0045926  // GO:0045926  // GO:0051209  // GO:0070059  // GO:0070245  // GO:0071479  // GO:0072332  // GO:0090200  // GO:0097190  // GO:0097194  // GO:0097194  // GO:1900740  // GO:1900740  // GO:2001056  // GO:2001244  // GO:0030308  // GO:0072332  // GO:0097190 release of cytochrome c from mitochondria  // release of cytochrome c from mitochondria  // apoptotic process  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // activation of cysteine-type endopeptidase activity involved in apoptotic process  // cellular response to DNA damage stimulus  // determination of adult lifespan  // negative regulation of cell growth  // positive regulation of protein homooligomerization  // negative regulation of endoplasmic reticulum calcium ion concentration  // response to endoplasmic reticulum stress  // response to endoplasmic reticulum stress  // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator  // positive regulation of apoptotic process  // positive regulation of neuron apoptotic process  // negative regulation of growth  // negative regulation of growth  // release of sequestered calcium ion into cytosol  // intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress  // positivGO:0005622  // GO:0005739  // GO:0005739  // GO:0005740  // GO:0005739  // GO:0005740 intracellular  // mitochondrion  // mitochondrion  // mitochondrial envelope  // mitochondrion  // mitochondrial envelope GO:0005515 protein binding ○
17479006 211.4545 209.9204 1.007308 0.0105049 0 main NM_001081163 Chsy1 chondroitin sulfate synthase 1 NM_001081163 RefSeq Mus musculus chondroitin sulfate synthase 1 (Chsy1), mRNA. TRUE 269941 Mm.333916 Q6ZQ11 chr7 GO:0030206  // GO:0030279  // GO:0002063  // GO:0009954  // GO:0030206  // GO:0030206  // GO:0030279  // GO:0031667  // GO:0045880  // GO:0051216  // GO:0051923  // GO:0060349 chondroitin sulfate biosynthetic process  // negative regulation of ossification  // chondrocyte development  // proximal/distal pattern formation  // chondroitin sulfate biosynthetic process  // chondroitin sulfate biosynthetic process  // negative regulation of ossification  // response to nutrient levels  // positive regulation of smoothened signaling pathway  // cartilage development  // sulfation  // bone morphogenesis GO:0005576  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0032580  // GO:0005576 extracellular region  // Golgi apparatus  // membrane  // integral component of membrane  // Golgi cisterna membrane  // extracellular region GO:0016740  // GO:0016758  // GO:0046872  // GO:0047238  // GO:0050510  // GO:0016757  // GO:0047238 transferase activity  // transferase activity, transferring hexosyl groups  // metal ion binding  // glucuronosyl-N-acetylgalactosaminyl-proteoglycan 4-beta-N-acetylgalactosaminyltransferase activity  // N-acetylgalactosaminyl-proteoglycan 3-beta-glucuronosyltransferase activity  // transferase activity, transferring glycosyl groups  // glucuronosyl-N-acetylgalactosaminyl-proteoglycan 4-beta-N-acetylgalactosaminyltransferase activity ○
17480131 218.8411 433.1289 0.5052563 -0.984913 0 main NM_145151 Crebzf CREB/ATF bZIP transcription factor NM_145151 RefSeq Mus musculus CREB/ATF bZIP transcription factor (Crebzf), transcript variant 1, mRNA. TRUE 233490 Mm.29496 Q91ZR3 chr7 GO:0006351  // GO:0006355  // GO:0009615  // GO:0045892  // GO:0051090  // GO:0006351  // GO:0009615  // GO:0045814  // GO:0045814  // GO:0045892  // GO:0045892  // GO:0051090  // GO:0051090 transcription, DNA-templated  // regulation of transcription, DNA-templated  // response to virus  // negative regulation of transcription, DNA-templated  // regulation of sequence-specific DNA binding transcription factor activity  // transcription, DNA-templated  // response to virus  // negative regulation of gene expression, epigenetic  // negative regulation of gene expression, epigenetic  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // regulation of sequence-specific DNA binding transcription factor activity  // regulation of sequence-specific DNA binding transcription factor activity GO:0005634  // GO:0005634  // GO:0005634 nucleus  // nucleus  // nucleus GO:0003700  // GO:0005515  // GO:0042802  // GO:0043565  // GO:0042802 sequence-specific DNA binding transcription factor activity  // protein binding  // identical protein binding  // sequence-specific DNA binding  // identical protein binding ○
17480143 22.68357 24.78103 0.9153603 -0.127588 0 main NM_011807 Dlg2 discs, large homolog 2 (Drosophila) NM_011807 RefSeq Mus musculus discs, large homolog 2 (Drosophila) (Dlg2), transcript variant 1, mRNA. TRUE 23859 Mm.257035 Q91XM9 chr7 GO:0007268  // GO:0010923  // GO:0019233  // GO:0043113  // GO:0045161  // GO:0010923  // GO:0010923 synaptic transmission  // negative regulation of phosphatase activity  // sensory perception of pain  // receptor clustering  // neuronal ion channel clustering  // negative regulation of phosphatase activity  // negative regulation of phosphatase activity GO:0005737  // GO:0005886  // GO:0016020  // GO:0030054  // GO:0030425  // GO:0043025  // GO:0044224  // GO:0044224  // GO:0045202  // GO:0045211  // GO:0014069  // GO:0016020  // GO:0030054  // GO:0045211 cytoplasm  // plasma membrane  // membrane  // cell junction  // dendrite  // neuronal cell body  // juxtaparanode region of axon  // juxtaparanode region of axon  // synapse  // postsynaptic membrane  // postsynaptic density  // membrane  // cell junction  // postsynaptic membrane GO:0005515  // GO:0008022  // GO:0019903  // GO:0030165  // GO:0046982 protein binding  // protein C-terminus binding  // protein phosphatase binding  // PDZ domain binding  // protein heterodimerization activity ○
17480420 79.07792 79.57792 0.9937169 -0.009093 0 main NM_011035 Pak1 p21 protein (Cdc42/Rac)-activated kinase 1 NM_011035 RefSeq Mus musculus p21 protein (Cdc42/Rac)-activated kinase 1 (Pak1), mRNA. TRUE 18479 Mm.260227 O88643 chr7 GO:0001666  // GO:0001934  // GO:0006468  // GO:0006468  // GO:0006887  // GO:0006915  // GO:0006950  // GO:0007409  // GO:0007528  // GO:0008152  // GO:0010033  // GO:0016310  // GO:0016358  // GO:0023014  // GO:0030036  // GO:0031532  // GO:0032869  // GO:0032956  // GO:0033138  // GO:0033148  // GO:0035556  // GO:0042060  // GO:0043113  // GO:0043507  // GO:0046777  // GO:0048754  // GO:0048812  // GO:0051496  // GO:0060244  // GO:0001934  // GO:0006468  // GO:0007409  // GO:0023014  // GO:0030036  // GO:0031532  // GO:0033138  // GO:0033148  // GO:0035556  // GO:0042060  // GO:0043507  // GO:0046777  // GO:0048754  // GO:0051496  // GO:0060244  // GO:0001666  // GO:0001934  // GO:0010033  // GO:0031532  // GO:0032869  // GO:0032956  // GO:0033138  // GO:0033148  // GO:0042060  // GO:0043507  // GO:0046777  // GO:0048754  // GO:0048812  // GO:0051496  // GO:0060244  // GO:0006468  // GO:0006468 response to hypoxia  // positive regulation of protein phosphorylation  // protein phosphorylation  // protein phosphorylation  // exocytosis  // apoptotic process  // response to stress  // axonogenesis  // neuromuscular junction development  // metabolic process  // response to organic substance  // phosphorylation  // dendrite development  // signal transduction by phosphorylation  // actin cytoskeleton organization  // actin cytoskeleton reorganization  // cellular response to insulin stimulus  // regulation of actin cytoskeleton organization  // positive regulation of peptidyl-serine phosphorylation  // positive regulation of intracellular estrogen receptor signaling pathway  // intracellular signal transduction  // wound healing  // receptor clustering  // positive regulation of JUN kinase activity  // protein autophosphorylation  // branching morphogenesis of an epithelial tube  // neuron projection morphogenesis  // positive regulation of stress fiber assembly  // negative regulation of cell proliferaGO:0001726  // GO:0005622  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005829  // GO:0005886  // GO:0005911  // GO:0005925  // GO:0014704  // GO:0016020  // GO:0030018  // GO:0030054  // GO:0030424  // GO:0030424  // GO:0030425  // GO:0030426  // GO:0031965  // GO:0042995  // GO:0043234  // GO:0001726  // GO:0005737  // GO:0005737  // GO:0005794  // GO:0005886  // GO:0005886  // GO:0005911  // GO:0005925  // GO:0016020  // GO:0032587  // GO:0001726  // GO:0005794  // GO:0005829  // GO:0005911  // GO:0014704  // GO:0030018  // GO:0030424  // GO:0030425  // GO:0031965  // GO:0043234 ruffle  // intracellular  // nucleus  // cytoplasm  // cytoplasm  // cytosol  // plasma membrane  // cell-cell junction  // focal adhesion  // intercalated disc  // membrane  // Z disc  // cell junction  // axon  // axon  // dendrite  // growth cone  // nuclear membrane  // cell projection  // protein complex  // ruffle  // cytoplasm  // cytoplasm  // Golgi apparatus  // plasma membrane  // plasma membrane  // cell-cell junction  // focal adhesion  // membrane  // ruffle membrane  // ruffle  // Golgi apparatus  // cytosol  // cell-cell junction  // intercalated disc  // Z disc  // axon  // dendrite  // nuclear membrane  // protein complex GO:0000166  // GO:0003824  // GO:0004672  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0004702  // GO:0005515  // GO:0005518  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019901  // GO:0004672  // GO:0004674  // GO:0004702  // GO:0005518  // GO:0005518  // GO:0019901 nucleotide binding  // catalytic activity  // protein kinase activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // protein binding  // collagen binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase binding  // protein kinase activity  // protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // collagen binding  // collagen binding  // protein kinase binding ○
17481695 327.8009 547.2119 0.5990383 -0.73928 0 main NM_181517 Ipo7 importin 7 NM_181517 RefSeq Mus musculus importin 7 (Ipo7), mRNA. TRUE 233726 Mm.222328 Q9EPL8 chr7 GO:0006606  // GO:0006810  // GO:0006886  // GO:0015031  // GO:0045087 protein import into nucleus  // transport  // intracellular protein transport  // protein transport  // innate immune response GO:0005622  // GO:0005623  // GO:0005634  // GO:0005737  // GO:0005794 intracellular  // cell  // nucleus  // cytoplasm  // Golgi apparatus GO:0005515  // GO:0008536  // GO:0042393 protein binding  // Ran GTPase binding  // histone binding ○
17481936 462.0725 907.0876 0.5094023 -0.973123 0 main NM_001166584 Tead1 TEA domain family member 1 NM_001166584 RefSeq Mus musculus TEA domain family member 1 (Tead1), transcript variant 1, mRNA. TRUE 21676 Mm.24685 P30051 chr7 GO:0003143  // GO:0006351  // GO:0006355  // GO:0006355  // GO:0007507  // GO:0030903  // GO:0035329  // GO:0035329  // GO:0042127  // GO:0045944  // GO:0048339  // GO:0048368  // GO:0006355  // GO:0035329 embryonic heart tube morphogenesis  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // heart development  // notochord development  // hippo signaling  // hippo signaling  // regulation of cell proliferation  // positive regulation of transcription from RNA polymerase II promoter  // paraxial mesoderm development  // lateral mesoderm development  // regulation of transcription, DNA-templated  // hippo signaling GO:0005622  // GO:0005634  // GO:0005634  // GO:0005667  // GO:0005667  // GO:0005737  // GO:0005794  // GO:0005634 intracellular  // nucleus  // nucleus  // transcription factor complex  // transcription factor complex  // cytoplasm  // Golgi apparatus  // nucleus GO:0003677  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0003677  // GO:0003700 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17483007 48.15943 35.45647 1.3582692 0.4417694 0 main NM_145587 Sbk1 SH3-binding kinase 1 NM_145587 RefSeq Mus musculus SH3-binding kinase 1 (Sbk1), mRNA. TRUE 104175 Mm.29660 Q8QZX0 chr7 GO:0006468  // GO:0016310  // GO:0018105  // GO:0018107 protein phosphorylation  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation GO:0005737  // GO:0005575 cytoplasm  // cellular_component GO:0000166  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004674  // GO:0004674 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity ○
17483772 295.1556 353.6464 0.8346065 -0.260832 0 main NM_001029982 Sec23ip Sec23 interacting protein NM_001029982 RefSeq Mus musculus Sec23 interacting protein (Sec23ip), mRNA. TRUE 207352 Mm.297105 Q6NZC7 chr7 GO:0001675  // GO:0007286  // GO:0007338 acrosome assembly  // spermatid development  // single fertilization GO:0005783  // GO:0005801  // GO:0016020  // GO:0031410  // GO:0043231  // GO:0048471  // GO:0070971  // GO:0097038  // GO:0012507  // GO:0043231 endoplasmic reticulum  // cis-Golgi network  // membrane  // cytoplasmic vesicle  // intracellular membrane-bounded organelle  // perinuclear region of cytoplasm  // endoplasmic reticulum exit site  // perinuclear endoplasmic reticulum  // ER to Golgi transport vesicle membrane  // intracellular membrane-bounded organelle GO:0044822  // GO:0046872 poly(A) RNA binding  // metal ion binding ○
17485389 52.38824 43.19404 1.2128581 0.2784107 0 main XM_006508520 Shank2 SH3/ankyrin domain gene 2 XM_006508520 RefSeq PREDICTED: Mus musculus SH3/ankyrin domain gene 2 (Shank2), transcript variant X2, mRNA. TRUE 210274 Mm.483624 Q80Z38 chr7 GO:0007416  // GO:0007612  // GO:0007612  // GO:0007613  // GO:0030534  // GO:0030534  // GO:0035176  // GO:0035176  // GO:0035640  // GO:0060291  // GO:0060292  // GO:0071625  // GO:0071625 synapse assembly  // learning  // learning  // memory  // adult behavior  // adult behavior  // social behavior  // social behavior  // exploration behavior  // long-term synaptic potentiation  // long term synaptic depression  // vocalization behavior  // vocalization behavior GO:0001750  // GO:0001917  // GO:0005737  // GO:0005883  // GO:0005886  // GO:0008328  // GO:0014069  // GO:0016020  // GO:0016324  // GO:0030054  // GO:0030426  // GO:0031526  // GO:0042995  // GO:0043005  // GO:0043025  // GO:0043197  // GO:0045202  // GO:0045211  // GO:0060170  // GO:0005886  // GO:0014069  // GO:0014069  // GO:0016324  // GO:0016324  // GO:0030426  // GO:0030426  // GO:0031526  // GO:0043025  // GO:0043197  // GO:0045211  // GO:0060170 photoreceptor outer segment  // photoreceptor inner segment  // cytoplasm  // neurofilament  // plasma membrane  // ionotropic glutamate receptor complex  // postsynaptic density  // membrane  // apical plasma membrane  // cell junction  // growth cone  // brush border membrane  // cell projection  // neuron projection  // neuronal cell body  // dendritic spine  // synapse  // postsynaptic membrane  // ciliary membrane  // plasma membrane  // postsynaptic density  // postsynaptic density  // apical plasma membrane  // apical plasma membrane  // growth cone  // growth cone  // brush border membrane  // neuronal cell body  // dendritic spine  // postsynaptic membrane  // ciliary membrane GO:0008022  // GO:0017124  // GO:0035255  // GO:0017124 protein C-terminus binding  // SH3 domain binding  // ionotropic glutamate receptor binding  // SH3 domain binding ○
17488312 97.43841 76.40424 1.2753011 0.3508379 0 main NM_001290528 Map3k10 mitogen-activated protein kinase kinase kinase 10 NM_001290528 RefSeq Mus musculus mitogen-activated protein kinase kinase kinase 10 (Map3k10), mRNA. TRUE 269881 Mm.389883 Q66L42 chr7 GO:0006468  // GO:0006468  // GO:0007224  // GO:0008219  // GO:0016310  // GO:0018105  // GO:0018107  // GO:0043065  // GO:0043433  // GO:0043507  // GO:0045892  // GO:0045892  // GO:0046330  // GO:0000165  // GO:0000186  // GO:0006468  // GO:0007224  // GO:0008219  // GO:0018105  // GO:0018107  // GO:0043065  // GO:0043433  // GO:0043507  // GO:0046330 protein phosphorylation  // protein phosphorylation  // smoothened signaling pathway  // cell death  // phosphorylation  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // positive regulation of apoptotic process  // negative regulation of sequence-specific DNA binding transcription factor activity  // positive regulation of JUN kinase activity  // negative regulation of transcription, DNA-templated  // negative regulation of transcription, DNA-templated  // positive regulation of JNK cascade  // MAPK cascade  // activation of MAPKK activity  // protein phosphorylation  // smoothened signaling pathway  // cell death  // peptidyl-serine phosphorylation  // peptidyl-threonine phosphorylation  // positive regulation of apoptotic process  // negative regulation of sequence-specific DNA binding transcription factor activity  // positive regulation of JUN kinase activity  // positive regulation of JNK cascade GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0000166  // GO:0003714  // GO:0004672  // GO:0004674  // GO:0004709  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0043425  // GO:0004672  // GO:0004674  // GO:0043425 nucleotide binding  // transcription corepressor activity  // protein kinase activity  // protein serine/threonine kinase activity  // MAP kinase kinase kinase activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // bHLH transcription factor binding  // protein kinase activity  // protein serine/threonine kinase activity  // bHLH transcription factor binding ○
17489873 366.2552 666.848 0.5492334 -0.864509 0 main NM_011274 Uri1 URI1, prefoldin-like chaperone NM_011274 RefSeq Mus musculus URI1, prefoldin-like chaperone (Uri1), mRNA. TRUE 19777 Mm.387220 Q3TLD5 chr7 GO:0000122  // GO:0001558  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006366  // GO:0006457  // GO:0009615  // GO:0010923  // GO:0071363  // GO:0071383  // GO:2001243  // GO:0000122  // GO:0000122  // GO:0001558  // GO:0001558  // GO:0006357  // GO:0009615  // GO:0010923  // GO:0010923  // GO:0071363  // GO:0071363  // GO:0071383  // GO:0071383  // GO:2001243  // GO:2001243 negative regulation of transcription from RNA polymerase II promoter  // regulation of cell growth  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // protein folding  // response to virus  // negative regulation of phosphatase activity  // cellular response to growth factor stimulus  // cellular response to steroid hormone stimulus  // negative regulation of intrinsic apoptotic signaling pathway  // negative regulation of transcription from RNA polymerase II promoter  // negative regulation of transcription from RNA polymerase II promoter  // regulation of cell growth  // regulation of cell growth  // regulation of transcription from RNA polymerase II promoter  // response to virus  // negative regulation of phosphatase activity  // negative regulation of phosphatase activity  // cellular response to growth factor stimulus  // cellular response to growth factor stiGO:0005634  // GO:0005665  // GO:0005737  // GO:0005739  // GO:0016272  // GO:0042995  // GO:0005634  // GO:0005634  // GO:0005665  // GO:0005737  // GO:0005737  // GO:0030425 nucleus  // DNA-directed RNA polymerase II, core complex  // cytoplasm  // mitochondrion  // prefoldin complex  // cell projection  // nucleus  // nucleus  // DNA-directed RNA polymerase II, core complex  // cytoplasm  // cytoplasm  // dendrite GO:0001106  // GO:0003682  // GO:0004864  // GO:0051082  // GO:0001106  // GO:0001106  // GO:0003682  // GO:0003682 RNA polymerase II transcription corepressor activity  // chromatin binding  // protein phosphatase inhibitor activity  // unfolded protein binding  // RNA polymerase II transcription corepressor activity  // RNA polymerase II transcription corepressor activity  // chromatin binding  // chromatin binding ○
17491961 65.66719 67.79195 0.9686576 -0.045941 0 main NR_003961 Asb7 ankyrin repeat and SOCS box-containing 7 NR_003961 RefSeq Mus musculus ankyrin repeat and SOCS box-containing 7 (Asb7), transcript variant 2, non-coding RNA. TRUE 117589 Mm.34785 Q91ZU0 chr7 GO:0035556  // GO:0008150  // GO:0016567 intracellular signal transduction  // biological_process  // protein ubiquitination GO:0005575 cellular_component GO:0003674 molecular_function ○
17492772 32.41622 33.29714 0.9735437 -0.038682 0 main NM_021492 Ap3b2 adaptor-related protein complex 3, beta 2 subunit NM_021492 RefSeq Mus musculus adaptor-related protein complex 3, beta 2 subunit (Ap3b2), mRNA. TRUE 11775 Mm.322894 Q9JME5 chr7 GO:0006810  // GO:0006886  // GO:0008089  // GO:0015031  // GO:0016192  // GO:0048490  // GO:0006886  // GO:0016192 transport  // intracellular protein transport  // anterograde axon cargo transport  // protein transport  // vesicle-mediated transport  // anterograde synaptic vesicle transport  // intracellular protein transport  // vesicle-mediated transport GO:0005622  // GO:0005623  // GO:0005634  // GO:0005737  // GO:0005794  // GO:0005802  // GO:0016020  // GO:0030117  // GO:0030123  // GO:0031410  // GO:0005634  // GO:0005737  // GO:0005794  // GO:0030665 intracellular  // cell  // nucleus  // cytoplasm  // Golgi apparatus  // trans-Golgi network  // membrane  // membrane coat  // AP-3 adaptor complex  // cytoplasmic vesicle  // nucleus  // cytoplasm  // Golgi apparatus  // clathrin-coated vesicle membrane --- --- ○
17492943 81.53131 101.8014 0.8008859 -0.320331 0 main NM_030705 Mesdc1 mesoderm development candidate 1 NM_030705 RefSeq Mus musculus mesoderm development candidate 1 (Mesdc1), mRNA. TRUE 80889 Mm.272998 Q9ERE8 chr7 GO:0008150 biological_process GO:0005575 cellular_component GO:0005515 protein binding ○
17495172 132.7432 146.0038 0.9091763 -0.137368 0 main NM_173739 Galnt18 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 18 NM_173739 RefSeq Mus musculus UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 18 (Galnt18), mRNA. TRUE 233733 Mm.323322 Q8K1B9 chr7 GO:0006486  // GO:0008150 protein glycosylation  // biological_process GO:0005794  // GO:0016020  // GO:0016021  // GO:0000139  // GO:0005575 Golgi apparatus  // membrane  // integral component of membrane  // Golgi membrane  // cellular_component GO:0004653  // GO:0016740  // GO:0016757  // GO:0046872  // GO:0003674 polypeptide N-acetylgalactosaminyltransferase activity  // transferase activity  // transferase activity, transferring glycosyl groups  // metal ion binding  // molecular_function ○
17495466 650.7578 710.9368 0.9153525 -0.127601 0 main NM_019419 Arl6ip1 ADP-ribosylation factor-like 6 interacting protein 1 NM_019419 RefSeq Mus musculus ADP-ribosylation factor-like 6 interacting protein 1 (Arl6ip1), mRNA. TRUE 54208 Mm.29924 Q9JKW0 chr7 GO:0006613 cotranslational protein targeting to membrane GO:0005737  // GO:0005784  // GO:0005829  // GO:0016020  // GO:0016021  // GO:0005783  // GO:0016021 cytoplasm  // Sec61 translocon complex  // cytosol  // membrane  // integral component of membrane  // endoplasmic reticulum  // integral component of membrane GO:0005515 protein binding ○
17496728 40.61361 40.59082 1.0005615 0.0008098 0 main NM_177226 Zfp629 zinc finger protein 629 NM_177226 RefSeq Mus musculus zinc finger protein 629 (Zfp629), mRNA. TRUE 320683 Mm.156718  // Mm.490212 Q6A085 chr7 GO:0006351  // GO:0006355  // GO:0006355  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634 nucleus GO:0003676  // GO:0003677  // GO:0003700  // GO:0046872  // GO:0003700 nucleic acid binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // metal ion binding  // sequence-specific DNA binding transcription factor activity ○
17496763 107.1174 123.4425 0.8677514 -0.204646 0 main NM_024414 Stx1b syntaxin 1B NM_024414 RefSeq Mus musculus syntaxin 1B (Stx1b), mRNA. TRUE 56216 Mm.439759 P61264 chr7 GO:0006810  // GO:0006836  // GO:0006886  // GO:0015031  // GO:0016192  // GO:0017157  // GO:0015031  // GO:0016192  // GO:0017157 transport  // neurotransmitter transport  // intracellular protein transport  // protein transport  // vesicle-mediated transport  // regulation of exocytosis  // protein transport  // vesicle-mediated transport  // regulation of exocytosis GO:0016020  // GO:0016021  // GO:0016020 membrane  // integral component of membrane  // membrane GO:0005484  // GO:0005515  // GO:0019904  // GO:0000149  // GO:0019901  // GO:0019904 SNAP receptor activity  // protein binding  // protein domain specific binding  // SNARE binding  // protein kinase binding  // protein domain specific binding ○
17496989 146.0689 191.7734 0.7616745 -0.392754 0 main NM_001162855 Nsmce4a non-SMC element 4 homolog A (S. cerevisiae) NM_001162855 RefSeq Mus musculus non-SMC element 4 homolog A (S. cerevisiae) (Nsmce4a), mRNA. TRUE 67872 Mm.21714 E0CY57 chr7 GO:2001022  // GO:0006281  // GO:2001022 positive regulation of response to DNA damage stimulus  // DNA repair  // positive regulation of response to DNA damage stimulus GO:0005634  // GO:0030915  // GO:0005634  // GO:0030915 nucleus  // Smc5-Smc6 complex  // nucleus  // Smc5-Smc6 complex GO:0003674 molecular_function ○
17497131 81.31714 106.4291 0.7640499 -0.388261 0 main NM_028095 Mettl10 methyltransferase like 10 NM_028095 RefSeq Mus musculus methyltransferase like 10 (Mettl10), mRNA. TRUE 72096 Mm.28631 Q9D853 chr7 GO:0032259  // GO:0008150 methylation  // biological_process GO:0005575 cellular_component GO:0000179  // GO:0003880  // GO:0004809  // GO:0008168  // GO:0008169  // GO:0008170  // GO:0008171  // GO:0008172  // GO:0008173  // GO:0008174  // GO:0008175  // GO:0008276  // GO:0008425  // GO:0008649  // GO:0008650  // GO:0008988  // GO:0009008  // GO:0009019  // GO:0009383  // GO:0016205  // GO:0016273  // GO:0016274  // GO:0016278  // GO:0016279  // GO:0016300  // GO:0016423  // GO:0016426  // GO:0016427  // GO:0016428  // GO:0016429  // GO:0016433  // GO:0016434  // GO:0016435  // GO:0016436  // GO:0016740  // GO:0018423  // GO:0018707  // GO:0019702  // GO:0030792  // GO:0034541  // GO:0034807  // GO:0034931  // GO:0034933  // GO:0043770  // GO:0043776  // GO:0043777  // GO:0043780  // GO:0043782  // GO:0043791  // GO:0043803  // GO:0043827  // GO:0043833  // GO:0043834  // GO:0043851  // GO:0043852  // GO:0051994  // GO:0051995  // GO:0052624  // GO:0052665  // GO:0052666  // GO:0052667  // GO:0052735  // GO:0070677  // GO:0071424  // GO:0080012  // GO:0003674 rRNA (adenine-N6,N6-)-dimethyltransferase activity  // protein C-terminal carboxyl O-methyltransferase activity  // tRNA (guanine-N2-)-methyltransferase activity  // methyltransferase activity  // C-methyltransferase activity  // N-methyltransferase activity  // O-methyltransferase activity  // S-methyltransferase activity  // RNA methyltransferase activity  // mRNA methyltransferase activity  // tRNA methyltransferase activity  // protein methyltransferase activity  // 2-polyprenyl-6-methoxy-1,4-benzoquinone methyltransferase activity  // rRNA methyltransferase activity  // rRNA (uridine-2'-O-)-methyltransferase activity  // rRNA (adenine-N6-)-methyltransferase activity  // DNA-methyltransferase activity  // tRNA (guanine-N1-)-methyltransferase activity  // rRNA (cytosine-C5-)-methyltransferase activity  // selenocysteine methyltransferase activity  // arginine N-methyltransferase activity  // protein-arginine N-methyltransferase activity  // lysine N-methyltransferase activity  // protein-lysine N-methyltra○
17498245 64.02979 139.7296 0.4582407 -1.125822 0 main 2Down NM_001161624 Cdkn1c cyclin-dependent kinase inhibitor 1C (P57) NM_001161624 RefSeq Mus musculus cyclin-dependent kinase inhibitor 1C (P57) (Cdkn1c), transcript variant 1, mRNA. TRUE 12577 Mm.168789 P49919 chr7 GO:0000122  // GO:0001501  // GO:0001822  // GO:0001890  // GO:0007049  // GO:0007050  // GO:0007568  // GO:0016310  // GO:0030099  // GO:0030325  // GO:0035264  // GO:0042326  // GO:0042551  // GO:0043010  // GO:0055123  // GO:0060065  // GO:0060669  // GO:0071514  // GO:0006469  // GO:0030511  // GO:0033673  // GO:0042326  // GO:0045892  // GO:0045893  // GO:0050680  // GO:0071901 negative regulation of transcription from RNA polymerase II promoter  // skeletal system development  // kidney development  // placenta development  // cell cycle  // cell cycle arrest  // aging  // phosphorylation  // myeloid cell differentiation  // adrenal gland development  // multicellular organism growth  // negative regulation of phosphorylation  // neuron maturation  // camera-type eye development  // digestive system development  // uterus development  // embryonic placenta morphogenesis  // genetic imprinting  // negative regulation of protein kinase activity  // positive regulation of transforming growth factor beta receptor signaling pathway  // negative regulation of kinase activity  // negative regulation of phosphorylation  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // negative regulation of epithelial cell proliferation  // negative regulation of protein serine/threonine kinase activity GO:0005634  // GO:0005634  // GO:0005737 nucleus  // nucleus  // cytoplasm GO:0004860  // GO:0004861  // GO:0005515  // GO:0016301  // GO:0016740 protein kinase inhibitor activity  // cyclin-dependent protein serine/threonine kinase inhibitor activity  // protein binding  // kinase activity  // transferase activity ○
17499038 121.666 133.8171 0.9091962 -0.137336 0 main NM_001113517 Arhgef7 Rho guanine nucleotide exchange factor (GEF7) NM_001113517 RefSeq Mus musculus Rho guanine nucleotide exchange factor (GEF7) (Arhgef7), transcript variant 1, mRNA. TRUE 54126 Mm.244068 Q9ES28 chr8 GO:0002244  // GO:0007264  // GO:0007399  // GO:0030032  // GO:0035023  // GO:0035556  // GO:0043065  // GO:0043547  // GO:0043615  // GO:0032321  // GO:0043065  // GO:0043065  // GO:0043547 hematopoietic progenitor cell differentiation  // small GTPase mediated signal transduction  // nervous system development  // lamellipodium assembly  // regulation of Rho protein signal transduction  // intracellular signal transduction  // positive regulation of apoptotic process  // positive regulation of GTPase activity  // astrocyte cell migration  // positive regulation of Rho GTPase activity  // positive regulation of apoptotic process  // positive regulation of apoptotic process  // positive regulation of GTPase activity GO:0005737  // GO:0005925  // GO:0030027  // GO:0030054  // GO:0030426  // GO:0042995  // GO:0043005  // GO:0043025  // GO:0043234  // GO:0001726  // GO:0005737  // GO:0005925  // GO:0005938  // GO:0030027  // GO:0043005  // GO:0043025  // GO:0043234 cytoplasm  // focal adhesion  // lamellipodium  // cell junction  // growth cone  // cell projection  // neuron projection  // neuronal cell body  // protein complex  // ruffle  // cytoplasm  // focal adhesion  // cell cortex  // lamellipodium  // neuron projection  // neuronal cell body  // protein complex GO:0005085  // GO:0005089  // GO:0005515  // GO:0019901  // GO:0019901  // GO:0005085 guanyl-nucleotide exchange factor activity  // Rho guanyl-nucleotide exchange factor activity  // protein binding  // protein kinase binding  // protein kinase binding  // guanyl-nucleotide exchange factor activity ○
17500104 57.23082 47.08564 1.2154623 0.2815051 0 main ENSMUST00000141741 Gm16933 predicted gene, 16933 ENSMUST00000141741 ENSEMBL havana:known chromosome:GRCm38:8:25037052:25041757:1 gene:ENSMUSG00000086289 gene_biotype:processed_transcript transcript_biotype:processed_transcript TRUE --- Mm.478658  // Mm.486819 Q9ERS5 chr8 --- --- --- --- --- --- ○
17500432 18.25087 16.30284 1.1194902 0.1628419 0 main ENSMUST00000181702 Nrg1 neuregulin 1 ENSMUST00000181702 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:8:32008504:32015759:1 gene:ENSMUSG00000097928 gene_biotype:lincRNA transcript_biotype:lincRNA TRUE 211323 Mm.153432  // Mm.373295 Q3TD94 chr8 GO:0000165  // GO:0000902  // GO:0003161  // GO:0007399  // GO:0007416  // GO:0007422  // GO:0007507  // GO:0007517  // GO:0007626  // GO:0010001  // GO:0016477  // GO:0021781  // GO:0042177  // GO:0043624  // GO:0045213  // GO:0045595  // GO:0045860  // GO:0045892  // GO:0046579  // GO:0048663  // GO:0051897  // GO:0009790  // GO:0045892  // GO:0051155  // GO:0055007  // GO:0003222  // GO:0007169  // GO:0008283  // GO:0010667  // GO:0030307  // GO:0038127  // GO:0042060  // GO:0043497  // GO:0043624  // GO:0045785  // GO:0045892  // GO:0051048  // GO:0055012  // GO:0060045  // GO:0060379  // GO:0060956  // GO:0061098  // GO:2000727  // GO:2001240 MAPK cascade  // cell morphogenesis  // cardiac conduction system development  // nervous system development  // synapse assembly  // peripheral nervous system development  // heart development  // muscle organ development  // locomotory behavior  // glial cell differentiation  // cell migration  // glial cell fate commitment  // negative regulation of protein catabolic process  // cellular protein complex disassembly  // neurotransmitter receptor metabolic process  // regulation of cell differentiation  // positive regulation of protein kinase activity  // negative regulation of transcription, DNA-templated  // positive regulation of Ras protein signal transduction  // neuron fate commitment  // positive regulation of protein kinase B signaling  // embryo development  // negative regulation of transcription, DNA-templated  // positive regulation of striated muscle cell differentiation  // cardiac muscle cell differentiation  // ventricular trabecula myocardium morphogenesis  // transmembrane receptor proteinGO:0005737  // GO:0005886  // GO:0005887  // GO:0030424  // GO:0031594  // GO:0045202  // GO:0005615  // GO:0016324 cytoplasm  // plasma membrane  // integral component of plasma membrane  // axon  // neuromuscular junction  // synapse  // extracellular space  // apical plasma membrane GO:0003712  // GO:0005176  // GO:0005176  // GO:0003712  // GO:0005102  // GO:0003712  // GO:0008083  // GO:0030296  // GO:0043125 transcription cofactor activity  // ErbB-2 class receptor binding  // ErbB-2 class receptor binding  // transcription cofactor activity  // receptor binding  // transcription cofactor activity  // growth factor activity  // protein tyrosine kinase activator activity  // ErbB-3 class receptor binding ○
17501050 246.8434 332.7058 0.741927 -0.430651 0 main NM_008391 Irf2 interferon regulatory factor 2 NM_008391 RefSeq Mus musculus interferon regulatory factor 2 (Irf2), mRNA. TRUE 16363 Mm.1149 P23906 chr8 GO:0006351  // GO:0006355  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634  // GO:0005925 nucleus  // focal adhesion GO:0000975  // GO:0003677  // GO:0003700  // GO:0003677  // GO:0003700 regulatory region DNA binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17501191 344.9646 581.5747 0.5931561 -0.753516 0 main NM_001253754 Gpm6a glycoprotein m6a NM_001253754 RefSeq Mus musculus glycoprotein m6a (Gpm6a), transcript variant 2, mRNA. TRUE 234267 Mm.241700 P35802 chr8 GO:0001764  // GO:0003407  // GO:0007399  // GO:0007416  // GO:0048812  // GO:0048863  // GO:0051491  // GO:0070588  // GO:0001764  // GO:0001764  // GO:0007416  // GO:0007416  // GO:0048863  // GO:0048863  // GO:0051491  // GO:0051491  // GO:0070588 neuron migration  // neural retina development  // nervous system development  // synapse assembly  // neuron projection morphogenesis  // stem cell differentiation  // positive regulation of filopodium assembly  // calcium ion transmembrane transport  // neuron migration  // neuron migration  // synapse assembly  // synapse assembly  // stem cell differentiation  // stem cell differentiation  // positive regulation of filopodium assembly  // positive regulation of filopodium assembly  // calcium ion transmembrane transport GO:0005886  // GO:0016020  // GO:0016021  // GO:0030175  // GO:0042995  // GO:0043005  // GO:0043025  // GO:0044295  // GO:0070062  // GO:0005886  // GO:0005886  // GO:0030175  // GO:0030175  // GO:0030424  // GO:0043005  // GO:0043005  // GO:0043025  // GO:0043025  // GO:0043197 plasma membrane  // membrane  // integral component of membrane  // filopodium  // cell projection  // neuron projection  // neuronal cell body  // axonal growth cone  // extracellular vesicular exosome  // plasma membrane  // plasma membrane  // filopodium  // filopodium  // axon  // neuron projection  // neuron projection  // neuronal cell body  // neuronal cell body  // dendritic spine GO:0005262  // GO:0005262 calcium channel activity  // calcium channel activity ○
17503810 54.71765 51.76328 1.0570746 0.0800772 0 main NM_018826 Irx5 Iroquois related homeobox 5 (Drosophila) NM_018826 RefSeq Mus musculus Iroquois related homeobox 5 (Drosophila) (Irx5), mRNA. TRUE 54352 Mm.101153 Q9JKQ4 chr8 GO:0002027  // GO:0006351  // GO:0006355  // GO:0007601  // GO:0010468  // GO:0042551  // GO:0048468  // GO:0050896  // GO:0060040  // GO:0008406  // GO:0048701 regulation of heart rate  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // visual perception  // regulation of gene expression  // neuron maturation  // cell development  // response to stimulus  // retinal bipolar neuron differentiation  // gonad development  // embryonic cranial skeleton morphogenesis GO:0005634 nucleus GO:0003677  // GO:0003700  // GO:0043565 DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding ○
17504649 201.1795 293.7242 0.6849265 -0.545979 0 main NM_001161456 Cbfb core binding factor beta NM_001161456 RefSeq Mus musculus core binding factor beta (Cbfb), transcript variant 2, mRNA. TRUE 12400 Mm.2018 Q08024 chr8 GO:0001503  // GO:0001649  // GO:0030098  // GO:0030099  // GO:0045944  // GO:0048469  // GO:0060216 ossification  // osteoblast differentiation  // lymphocyte differentiation  // myeloid cell differentiation  // positive regulation of transcription from RNA polymerase II promoter  // cell maturation  // definitive hemopoiesis GO:0005634  // GO:0005634 nucleus  // nucleus GO:0003677  // GO:0003713  // GO:0005515  // GO:0003677 DNA binding  // transcription coactivator activity  // protein binding  // DNA binding ○
17504861 175.6016 228.8492 0.7673245 -0.382091 0 main NM_181322 Ctcf CCCTC-binding factor NM_181322 RefSeq Mus musculus CCCTC-binding factor (Ctcf), mRNA. TRUE 13018 Mm.269474 Q61164 chr8 GO:0000122  // GO:0006306  // GO:0006306  // GO:0006349  // GO:0006349  // GO:0006351  // GO:0006355  // GO:0007059  // GO:0009048  // GO:0010216  // GO:0010628  // GO:0010628  // GO:0010629  // GO:0016568  // GO:0016584  // GO:0031060  // GO:0035065  // GO:0040029  // GO:0040030  // GO:0045892  // GO:0045893  // GO:0006355  // GO:0010628  // GO:0016584  // GO:0040029  // GO:0040030  // GO:0045892  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // DNA methylation  // DNA methylation  // regulation of gene expression by genetic imprinting  // regulation of gene expression by genetic imprinting  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // chromosome segregation  // dosage compensation by inactivation of X chromosome  // maintenance of DNA methylation  // positive regulation of gene expression  // positive regulation of gene expression  // negative regulation of gene expression  // chromatin modification  // nucleosome positioning  // regulation of histone methylation  // regulation of histone acetylation  // regulation of gene expression, epigenetic  // regulation of molecular function, epigenetic  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of gene expression  // nucleosome positioning  // regulation of geneGO:0000775  // GO:0000793  // GO:0005634  // GO:0005634  // GO:0005654  // GO:0005694  // GO:0000775  // GO:0000793  // GO:0005634  // GO:0005654  // GO:0005730 chromosome, centromeric region  // condensed chromosome  // nucleus  // nucleus  // nucleoplasm  // chromosome  // chromosome, centromeric region  // condensed chromosome  // nucleus  // nucleoplasm  // nucleolus GO:0003676  // GO:0003677  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0043035  // GO:0043565  // GO:0044212  // GO:0046872  // GO:0003677  // GO:0003700  // GO:0043035  // GO:0043565  // GO:0044212 nucleic acid binding  // DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // chromatin insulator sequence binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding  // metal ion binding  // DNA binding  // sequence-specific DNA binding transcription factor activity  // chromatin insulator sequence binding  // sequence-specific DNA binding  // transcription regulatory region DNA binding ○
17505034 277.5315 236.0183 1.1758898 0.2337528 0 main NM_010901 Nfatc3 nuclear factor of activated T cells, cytoplasmic, calcineurin dependent 3 NM_010901 RefSeq Mus musculus nuclear factor of activated T cells, cytoplasmic, calcineurin dependent 3 (Nfatc3), mRNA. TRUE 18021 Mm.383185 P97305 chr8 GO:0001569  // GO:0006351  // GO:0006355  // GO:0007507  // GO:0045333  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0051145  // GO:0055001  // GO:0071277  // GO:0071285  // GO:0006355  // GO:0045944  // GO:0045893  // GO:0045944 patterning of blood vessels  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // heart development  // cellular respiration  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // smooth muscle cell differentiation  // muscle cell development  // cellular response to calcium ion  // cellular response to lithium ion  // regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005829  // GO:0005829  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005730  // GO:0005829  // GO:0005886 nucleus  // nucleus  // cytoplasm  // cytoplasm  // cytosol  // cytosol  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // nucleolus  // cytosol  // plasma membrane GO:0003677  // GO:0003682  // GO:0003700  // GO:0005515  // GO:0003677  // GO:0003700 DNA binding  // chromatin binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17505114 40.77986 45.29437 0.9003296 -0.151475 0 main NM_011764 Zfp90 zinc finger protein 90 NM_011764 RefSeq Mus musculus zinc finger protein 90 (Zfp90), mRNA. TRUE 22751 Mm.295582 Q61967 chr8 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0043392  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // negative regulation of DNA binding  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0005622  // GO:0005634  // GO:0005634 intracellular  // nucleus  // nucleus GO:0001078  // GO:0003676  // GO:0003677  // GO:0005515  // GO:0046872  // GO:0003677 RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // nucleic acid binding  // DNA binding  // protein binding  // metal ion binding  // DNA binding ○
17505260 306.2393 396.1932 0.7729545 -0.371545 0 main NM_018823 Nfat5 nuclear factor of activated T cells 5 NM_018823 RefSeq Mus musculus nuclear factor of activated T cells 5 (Nfat5), transcript variant b, mRNA. TRUE 54446 Mm.390057 Q9WV30 chr8 GO:0001816  // GO:0006351  // GO:0006355  // GO:0010628  // GO:0045944  // GO:0070884  // GO:0006351  // GO:0006355 cytokine production  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // positive regulation of gene expression  // positive regulation of transcription from RNA polymerase II promoter  // regulation of calcineurin-NFAT signaling cascade  // transcription, DNA-templated  // regulation of transcription, DNA-templated GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003677  // GO:0003700  // GO:0003677  // GO:0003700 DNA binding  // sequence-specific DNA binding transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity ○
17508336 212.828 157.328 1.3527662 0.4359125 0 main NM_031257 Plekha2 pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 2 NM_031257 RefSeq Mus musculus pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 2 (Plekha2), mRNA. TRUE 83436 Mm.261122 Q9ERS5 chr8 GO:0001954  // GO:0001954 positive regulation of cell-matrix adhesion  // positive regulation of cell-matrix adhesion GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0043234  // GO:0005737  // GO:0016020  // GO:0043234 nucleus  // cytoplasm  // plasma membrane  // membrane  // protein complex  // cytoplasm  // membrane  // protein complex GO:0001968  // GO:0005515  // GO:0005545  // GO:0008289  // GO:0030165  // GO:0043236  // GO:0001968  // GO:0043236 fibronectin binding  // protein binding  // 1-phosphatidylinositol binding  // lipid binding  // PDZ domain binding  // laminin binding  // fibronectin binding  // laminin binding ○
17508609 26.19372 27.86876 0.9398954 -0.089428 0 main XM_006509086 Nrg1 neuregulin 1 XM_006509086 RefSeq PREDICTED: Mus musculus neuregulin 1 (Nrg1), transcript variant X28, mRNA. TRUE 211323 Mm.153432 Q3TD94 chr8 GO:0000165  // GO:0000902  // GO:0003161  // GO:0007399  // GO:0007416  // GO:0007422  // GO:0007507  // GO:0007517  // GO:0007626  // GO:0010001  // GO:0016477  // GO:0021781  // GO:0042177  // GO:0043624  // GO:0045213  // GO:0045595  // GO:0045860  // GO:0045892  // GO:0046579  // GO:0048663  // GO:0051897  // GO:0009790  // GO:0045892  // GO:0051155  // GO:0055007  // GO:0003222  // GO:0007169  // GO:0008283  // GO:0010667  // GO:0030307  // GO:0038127  // GO:0042060  // GO:0043497  // GO:0043624  // GO:0045785  // GO:0045892  // GO:0051048  // GO:0055012  // GO:0060045  // GO:0060379  // GO:0060956  // GO:0061098  // GO:2000727  // GO:2001240 MAPK cascade  // cell morphogenesis  // cardiac conduction system development  // nervous system development  // synapse assembly  // peripheral nervous system development  // heart development  // muscle organ development  // locomotory behavior  // glial cell differentiation  // cell migration  // glial cell fate commitment  // negative regulation of protein catabolic process  // cellular protein complex disassembly  // neurotransmitter receptor metabolic process  // regulation of cell differentiation  // positive regulation of protein kinase activity  // negative regulation of transcription, DNA-templated  // positive regulation of Ras protein signal transduction  // neuron fate commitment  // positive regulation of protein kinase B signaling  // embryo development  // negative regulation of transcription, DNA-templated  // positive regulation of striated muscle cell differentiation  // cardiac muscle cell differentiation  // ventricular trabecula myocardium morphogenesis  // transmembrane receptor proteinGO:0005737  // GO:0005886  // GO:0005887  // GO:0030424  // GO:0031594  // GO:0045202  // GO:0005615  // GO:0016324 cytoplasm  // plasma membrane  // integral component of plasma membrane  // axon  // neuromuscular junction  // synapse  // extracellular space  // apical plasma membrane GO:0003712  // GO:0005176  // GO:0005176  // GO:0003712  // GO:0005102  // GO:0003712  // GO:0008083  // GO:0030296  // GO:0043125 transcription cofactor activity  // ErbB-2 class receptor binding  // ErbB-2 class receptor binding  // transcription cofactor activity  // receptor binding  // transcription cofactor activity  // growth factor activity  // protein tyrosine kinase activator activity  // ErbB-3 class receptor binding ○
17510823 175.0949 145.9566 1.1996367 0.2625976 0 main NM_021356 Gab1 growth factor receptor bound protein 2-associated protein 1 NM_021356 RefSeq Mus musculus growth factor receptor bound protein 2-associated protein 1 (Gab1), mRNA. TRUE 14388 Mm.277409 Q9QYY0 chr8 GO:0000187  // GO:0006979  // GO:0007165  // GO:0007173  // GO:0007257  // GO:0007507  // GO:0008544  // GO:0030334  // GO:0043410  // GO:0048008  // GO:0060711  // GO:0070102 activation of MAPK activity  // response to oxidative stress  // signal transduction  // epidermal growth factor receptor signaling pathway  // activation of JUN kinase activity  // heart development  // epidermis development  // regulation of cell migration  // positive regulation of MAPK cascade  // platelet-derived growth factor receptor signaling pathway  // labyrinthine layer development  // interleukin-6-mediated signaling pathway GO:0005737 cytoplasm GO:0004871  // GO:0005515 signal transducer activity  // protein binding ○
17512221 161.1028 183.2849 0.8789748 -0.186106 0 main NM_153582 Cmtm4 CKLF-like MARVEL transmembrane domain containing 4 NM_153582 RefSeq Mus musculus CKLF-like MARVEL transmembrane domain containing 4 (Cmtm4), mRNA. TRUE 97487 Mm.29658 Q8CJ61 chr8 GO:0006935  // GO:0008150 chemotaxis  // biological_process GO:0005615  // GO:0016020  // GO:0016021  // GO:0005575 extracellular space  // membrane  // integral component of membrane  // cellular_component GO:0005125  // GO:0003674 cytokine activity  // molecular_function ○
17512664 18.27803 20.53219 0.8902134 -0.167777 0 main ENSMUST00000180410 Zfp90 zinc finger protein 90 ENSMUST00000180410 ENSEMBL ensembl_lincrna:known chromosome:GRCm38:8:106237903:106425728:-1 gene:ENSMUSG00000097026 gene_biotype:lincRNA transcript_biotype:lincRNA TRUE 22751 Mm.295582 Q61967 chr8 GO:0000122  // GO:0006351  // GO:0006355  // GO:0006366  // GO:0043392  // GO:0045892  // GO:0045893  // GO:0045893  // GO:0045893 negative regulation of transcription from RNA polymerase II promoter  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // transcription from RNA polymerase II promoter  // negative regulation of DNA binding  // negative regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated GO:0005622  // GO:0005634  // GO:0005634 intracellular  // nucleus  // nucleus GO:0001078  // GO:0003676  // GO:0003677  // GO:0005515  // GO:0046872  // GO:0003677 RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription  // nucleic acid binding  // DNA binding  // protein binding  // metal ion binding  // DNA binding ○
17513228 7.833264 8.182936 0.9572681 -0.063005 0 main NR_033513 Gm6793 heterogeneous nuclear ribonucleoprotein A3 pseudogene NR_033513 RefSeq Mus musculus predicted gene 6793 (Gm6793), non-coding RNA. TRUE 627828 Mm.459502 B2RXM2 chr8 --- --- --- --- GO:0000166  // GO:0003676 nucleotide binding  // nucleic acid binding ○
17514399 108.5955 97.99699 1.1081514 0.148155 0 main NM_001033322 Gucy1a2 guanylate cyclase 1, soluble, alpha 2 NM_001033322 RefSeq Mus musculus guanylate cyclase 1, soluble, alpha 2 (Gucy1a2), mRNA. TRUE 234889 Mm.91240 F8VQK3 chr9 GO:0006182  // GO:0030828  // GO:0006182  // GO:0009190  // GO:0035556 cGMP biosynthetic process  // positive regulation of cGMP biosynthetic process  // cGMP biosynthetic process  // cyclic nucleotide biosynthetic process  // intracellular signal transduction GO:0016020  // GO:0016021 membrane  // integral component of membrane GO:0000166  // GO:0004383  // GO:0016829  // GO:0004383  // GO:0016849  // GO:0020037 nucleotide binding  // guanylate cyclase activity  // lyase activity  // guanylate cyclase activity  // phosphorus-oxygen lyase activity  // heme binding ○
17515819 272.767 304.8128 0.8948673 -0.160254 0 main XM_006510269 Ets1 E26 avian leukemia oncogene 1, 5 domain XM_006510269 RefSeq PREDICTED: Mus musculus E26 avian leukemia oncogene 1, 5 domain (Ets1), transcript variant X1, mRNA. TRUE 23871 Mm.292415 P27577 chr9 GO:0002376  // GO:0006351  // GO:0006355  // GO:0006357  // GO:0006357  // GO:0006366  // GO:0008284  // GO:0010595  // GO:0010715  // GO:0030154  // GO:0030335  // GO:0030578  // GO:0042981  // GO:0045648  // GO:0045765  // GO:0045766  // GO:0045786  // GO:0045893  // GO:0045944  // GO:0045944  // GO:0045944  // GO:0046677  // GO:0048870  // GO:0051272  // GO:0001666  // GO:0006366  // GO:0007565  // GO:0008284  // GO:0009611  // GO:0009612  // GO:0010595  // GO:0010595  // GO:0010715  // GO:0021854  // GO:0021983  // GO:0030154  // GO:0030262  // GO:0030335  // GO:0030578  // GO:0032355  // GO:0034616  // GO:0045648  // GO:0045648  // GO:0045765  // GO:0045765  // GO:0045766  // GO:0045786  // GO:0045893  // GO:0045893  // GO:0045944  // GO:0046677  // GO:0048870  // GO:0051272  // GO:0060055  // GO:0060206  // GO:0070301  // GO:0070555  // GO:0097194  // GO:0006366 immune system process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of transcription from RNA polymerase II promoter  // regulation of transcription from RNA polymerase II promoter  // transcription from RNA polymerase II promoter  // positive regulation of cell proliferation  // positive regulation of endothelial cell migration  // regulation of extracellular matrix disassembly  // cell differentiation  // positive regulation of cell migration  // PML body organization  // regulation of apoptotic process  // positive regulation of erythrocyte differentiation  // regulation of angiogenesis  // positive regulation of angiogenesis  // negative regulation of cell cycle  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // positive regulation of transcription from RNA polymerase II promoter  // response to antibiotiGO:0005634  // GO:0005634  // GO:0005667  // GO:0005737  // GO:0045171  // GO:0005634  // GO:0005634 nucleus  // nucleus  // transcription factor complex  // cytoplasm  // intercellular bridge  // nucleus  // nucleus GO:0000981  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0005515  // GO:0035035  // GO:0043565  // GO:0043565  // GO:0000981  // GO:0003677  // GO:0003700  // GO:0003700  // GO:0035035  // GO:0043565 sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // protein binding  // histone acetyltransferase binding  // sequence-specific DNA binding  // sequence-specific DNA binding  // sequence-specific DNA binding RNA polymerase II transcription factor activity  // DNA binding  // sequence-specific DNA binding transcription factor activity  // sequence-specific DNA binding transcription factor activity  // histone acetyltransferase binding  // sequence-specific DNA binding ○
17516450 150.1472 127.8629 1.1742828 0.2317799 0 main NM_021424 Pvrl1 poliovirus receptor-related 1 NM_021424 RefSeq Mus musculus poliovirus receptor-related 1 (Pvrl1), mRNA. TRUE 58235 Mm.335096 Q9JKF6 chr9 GO:0002089  // GO:0002934  // GO:0006826  // GO:0007155  // GO:0007156  // GO:0007157  // GO:0007411  // GO:0016032  // GO:0016337  // GO:0046718  // GO:0048593  // GO:0051963  // GO:0060041  // GO:0070166  // GO:0007411  // GO:0046718  // GO:0051963 lens morphogenesis in camera-type eye  // desmosome organization  // iron ion transport  // cell adhesion  // homophilic cell adhesion  // heterophilic cell-cell adhesion  // axon guidance  // viral process  // single organismal cell-cell adhesion  // viral entry into host cell  // camera-type eye morphogenesis  // regulation of synapse assembly  // retina development in camera-type eye  // enamel mineralization  // axon guidance  // viral entry into host cell  // regulation of synapse assembly GO:0005886  // GO:0005913  // GO:0005913  // GO:0016020  // GO:0016021  // GO:0016342  // GO:0030424  // GO:0032584  // GO:0043005  // GO:0043231  // GO:0045202  // GO:0005886  // GO:0005913  // GO:0016021  // GO:0016021  // GO:0030054  // GO:0030424  // GO:0032584  // GO:0042734  // GO:0043005  // GO:0043231  // GO:0045202 plasma membrane  // cell-cell adherens junction  // cell-cell adherens junction  // membrane  // integral component of membrane  // catenin complex  // axon  // growth cone membrane  // neuron projection  // intracellular membrane-bounded organelle  // synapse  // plasma membrane  // cell-cell adherens junction  // integral component of membrane  // integral component of membrane  // cell junction  // axon  // growth cone membrane  // presynaptic membrane  // neuron projection  // intracellular membrane-bounded organelle  // synapse GO:0004872  // GO:0005515  // GO:0030246  // GO:0042803  // GO:0046790  // GO:0046982  // GO:0050839  // GO:0030246  // GO:0046790  // GO:0046982  // GO:0050839 receptor activity  // protein binding  // carbohydrate binding  // protein homodimerization activity  // virion binding  // protein heterodimerization activity  // cell adhesion molecule binding  // carbohydrate binding  // virion binding  // protein heterodimerization activity  // cell adhesion molecule binding ○
17518142 684.8116 812.1421 0.8432165 -0.246025 0 main NM_001083927 Tle3 transducin-like enhancer of split 3, homolog of Drosophila E(spl) NM_001083927 RefSeq Mus musculus transducin-like enhancer of split 3, homolog of Drosophila E(spl) (Tle3), transcript variant 1, mRNA. TRUE 21887 Mm.24255 Q08122 chr9 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007283  // GO:0016055  // GO:0030154  // GO:0006355 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // spermatogenesis  // Wnt signaling pathway  // cell differentiation  // regulation of transcription, DNA-templated GO:0005634  // GO:0005634 nucleus  // nucleus GO:0005515 protein binding ○
17518434 605.9951 608.1572 0.9964448 -0.005138 0 main NM_028906 Dpp8 dipeptidylpeptidase 8 NM_028906 RefSeq Mus musculus dipeptidylpeptidase 8 (Dpp8), mRNA. TRUE 74388 Mm.202749 Q80YA7 chr9 GO:0006508 proteolysis GO:0005634  // GO:0005737  // GO:0016020  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // membrane  // nucleus  // cytoplasm GO:0004177  // GO:0008233  // GO:0008236  // GO:0016787  // GO:0003674 aminopeptidase activity  // peptidase activity  // serine-type peptidase activity  // hydrolase activity  // molecular_function ○
17518458 39.84467 29.39375 1.3555491 0.4388773 0 main NM_001290315 Igdcc4 immunoglobulin superfamily, DCC subclass, member 4 NM_001290315 RefSeq Mus musculus immunoglobulin superfamily, DCC subclass, member 4 (Igdcc4), transcript variant 1, mRNA. TRUE 56741 Mm.209041 Q9EQS9 chr9 GO:0008150 biological_process GO:0005886  // GO:0005887  // GO:0016020  // GO:0016021  // GO:0005887 plasma membrane  // integral component of plasma membrane  // membrane  // integral component of membrane  // integral component of plasma membrane GO:0003674 molecular_function ○
17519167 135.3849 120.3647 1.1247891 0.1696545 0 main NM_001033536 Rfx7 regulatory factor X, 7 NM_001033536 RefSeq Mus musculus regulatory factor X, 7 (Rfx7), mRNA. TRUE 319758 Mm.32081 F8VPJ6 chr9 GO:0006355  // GO:0008150 regulation of transcription, DNA-templated  // biological_process GO:0005575 cellular_component GO:0003674  // GO:0003677 molecular_function  // DNA binding ○
17519364 1257.557 757.5438 1.6600453 0.7312226 0 main NM_001113283 Fam214a family with sequence similarity 214, member A NM_001113283 RefSeq Mus musculus family with sequence similarity 214, member A (Fam214a), transcript variant 1, mRNA. TRUE 235493 Mm.208955 Q69ZK7 chr9 GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○



17519967 77.80013 63.36783 1.2277544 0.296022 0 main NM_011627 Tpbg trophoblast glycoprotein NM_011627 RefSeq Mus musculus trophoblast glycoprotein (Tpbg), transcript variant 1, mRNA. TRUE 21983 Mm.20864 Q9Z0L0 chr9 --- --- GO:0005737  // GO:0005783  // GO:0016020  // GO:0016021  // GO:0005886 cytoplasm  // endoplasmic reticulum  // membrane  // integral component of membrane  // plasma membrane --- --- ○
17520815 381.8084 686.8726 0.5558649 -0.847194 0 main NM_001100451 Msl2 male-specific lethal 2 homolog (Drosophila) NM_001100451 RefSeq Mus musculus male-specific lethal 2 homolog (Drosophila) (Msl2), mRNA. TRUE 77853 Mm.326206  // Mm.436586 Q69ZF8 chr9 GO:0043984  // GO:0043984 histone H4-K16 acetylation  // histone H4-K16 acetylation GO:0072487  // GO:0072487  // GO:0072487 MSL complex  // MSL complex  // MSL complex GO:0008270  // GO:0008766  // GO:0016874  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0003674 zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // molecular_function ○
17522848 205.7395 257.2575 0.7997415 -0.322394 0 main NM_001048146 Azi2 5-azacytidine induced gene 2 NM_001048146 RefSeq Mus musculus 5-azacytidine induced gene 2 (Azi2), transcript variant 2, mRNA. TRUE 27215 Mm.92705 Q9QYP6 chr9 GO:0000278  // GO:0001816  // GO:0007249  // GO:0032607  // GO:0032609  // GO:0032635  // GO:0032640  // GO:0042110  // GO:0042110  // GO:0044565  // GO:0097028 mitotic cell cycle  // cytokine production  // I-kappaB kinase/NF-kappaB signaling  // interferon-alpha production  // interferon-gamma production  // interleukin-6 production  // tumor necrosis factor production  // T cell activation  // T cell activation  // dendritic cell proliferation  // dendritic cell differentiation GO:0005737  // GO:0005737  // GO:0005739  // GO:0005886 cytoplasm  // cytoplasm  // mitochondrion  // plasma membrane GO:0005515 protein binding ○
17523081 70.94463 40.75385 1.740808 0.7997571 0 main NM_007397 Acvr2b activin receptor IIB NM_007397 RefSeq Mus musculus activin receptor IIB (Acvr2b), mRNA. TRUE 11481 Mm.390239 P27040 chr9 GO:0001501  // GO:0001501  // GO:0001702  // GO:0001822  // GO:0001822  // GO:0001946  // GO:0001974  // GO:0006355  // GO:0006468  // GO:0007165  // GO:0007178  // GO:0007368  // GO:0007368  // GO:0007389  // GO:0007498  // GO:0007507  // GO:0007507  // GO:0009749  // GO:0009791  // GO:0009791  // GO:0009952  // GO:0009952  // GO:0009952  // GO:0009966  // GO:0016310  // GO:0030073  // GO:0030324  // GO:0030501  // GO:0030509  // GO:0031016  // GO:0032147  // GO:0032927  // GO:0035265  // GO:0042475  // GO:0042475  // GO:0045669  // GO:0048617  // GO:0048705  // GO:0048705  // GO:0060021  // GO:0060021  // GO:0060836  // GO:0060840  // GO:0060841  // GO:0061298  // GO:0006355  // GO:0006468  // GO:0007165  // GO:0009952  // GO:0023014  // GO:0030501  // GO:0030509  // GO:0032927  // GO:0045669 skeletal system development  // skeletal system development  // gastrulation with mouth forming second  // kidney development  // kidney development  // lymphangiogenesis  // blood vessel remodeling  // regulation of transcription, DNA-templated  // protein phosphorylation  // signal transduction  // transmembrane receptor protein serine/threonine kinase signaling pathway  // determination of left/right symmetry  // determination of left/right symmetry  // pattern specification process  // mesoderm development  // heart development  // heart development  // response to glucose  // post-embryonic development  // post-embryonic development  // anterior/posterior pattern specification  // anterior/posterior pattern specification  // anterior/posterior pattern specification  // regulation of signal transduction  // phosphorylation  // insulin secretion  // lung development  // positive regulation of bone mineralization  // BMP signaling pathway  // pancreas development  // activation of protein kinase activity  /GO:0005623  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0016021  // GO:0043234  // GO:0005737  // GO:0005886  // GO:0043234 cell  // cytoplasm  // plasma membrane  // membrane  // integral component of membrane  // protein complex  // cytoplasm  // plasma membrane  // protein complex GO:0000166  // GO:0004672  // GO:0004674  // GO:0004674  // GO:0004675  // GO:0004702  // GO:0004712  // GO:0005024  // GO:0005515  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019838  // GO:0019838  // GO:0019838  // GO:0034711  // GO:0046872  // GO:0048185  // GO:0048185  // GO:0048185  // GO:0050431  // GO:0004674  // GO:0019838  // GO:0034711  // GO:0048185 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // protein serine/threonine kinase activity  // transmembrane receptor protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // protein serine/threonine/tyrosine kinase activity  // transforming growth factor beta-activated receptor activity  // protein binding  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // growth factor binding  // growth factor binding  // growth factor binding  // inhibin binding  // metal ion binding  // activin binding  // activin binding  // activin binding  // transforming growth factor beta binding  // protein serine/threonine kinase activity  // growth factor binding  // inhibin binding  // activin binding ○
17526130 339.0828 396.8731 0.8543859 -0.22704 0 main NM_007619 Cbl Casitas B-lineage lymphoma NM_007619 RefSeq Mus musculus Casitas B-lineage lymphoma (Cbl), mRNA. TRUE 12402 Mm.266871 P22682 chr9 GO:0007166  // GO:0014068  // GO:0023051  // GO:0043066  // GO:0006468  // GO:0014068  // GO:0016567  // GO:0043066  // GO:0045453 cell surface receptor signaling pathway  // positive regulation of phosphatidylinositol 3-kinase signaling  // regulation of signaling  // negative regulation of apoptotic process  // protein phosphorylation  // positive regulation of phosphatidylinositol 3-kinase signaling  // protein ubiquitination  // negative regulation of apoptotic process  // bone resorption GO:0005634  // GO:0005737  // GO:0005886  // GO:0016020  // GO:0016600  // GO:0005737  // GO:0005886 nucleus  // cytoplasm  // plasma membrane  // membrane  // flotillin complex  // cytoplasm  // plasma membrane GO:0001784  // GO:0004842  // GO:0004871  // GO:0005509  // GO:0005515  // GO:0008270  // GO:0008766  // GO:0016874  // GO:0017124  // GO:0017124  // GO:0018169  // GO:0043773  // GO:0043774  // GO:0046872  // GO:0046875  // GO:0046875  // GO:0070735  // GO:0070736  // GO:0070737  // GO:0070738  // GO:0070739  // GO:0070740  // GO:0017124  // GO:0046875 phosphotyrosine binding  // ubiquitin-protein transferase activity  // signal transducer activity  // calcium ion binding  // protein binding  // zinc ion binding  // UDP-N-acetylmuramoylalanyl-D-glutamyl-2,6-diaminopimelate-D-alanyl-D-alanine ligase activity  // ligase activity  // SH3 domain binding  // SH3 domain binding  // ribosomal S6-glutamic acid ligase activity  // coenzyme F420-0 gamma-glutamyl ligase activity  // coenzyme F420-2 alpha-glutamyl ligase activity  // metal ion binding  // ephrin receptor binding  // ephrin receptor binding  // protein-glycine ligase activity  // protein-glycine ligase activity, initiating  // protein-glycine ligase activity, elongating  // tubulin-glycine ligase activity  // protein-glutamic acid ligase activity  // tubulin-glutamic acid ligase activity  // SH3 domain binding  // ephrin receptor binding ○
17528714 235.3805 249.4519 0.9435907 -0.083767 0 main NM_001253862 Tcf12 transcription factor 12 NM_001253862 RefSeq Mus musculus transcription factor 12 (Tcf12), transcript variant 2, mRNA. TRUE 21406 Mm.171615 Q61286 chr9 GO:0006351  // GO:0006355  // GO:0007275  // GO:0007399  // GO:0010628  // GO:0030154  // GO:0045666  // GO:0045893  // GO:0045944 transcription, DNA-templated  // regulation of transcription, DNA-templated  // multicellular organismal development  // nervous system development  // positive regulation of gene expression  // cell differentiation  // positive regulation of neuron differentiation  // positive regulation of transcription, DNA-templated  // positive regulation of transcription from RNA polymerase II promoter GO:0005634  // GO:0005667  // GO:0005634 nucleus  // transcription factor complex  // nucleus GO:0003677  // GO:0003700  // GO:0005515  // GO:0035497  // GO:0044212  // GO:0046982  // GO:0046983  // GO:0070888  // GO:0071837  // GO:0003677 DNA binding  // sequence-specific DNA binding transcription factor activity  // protein binding  // cAMP response element binding  // transcription regulatory region DNA binding  // protein heterodimerization activity  // protein dimerization activity  // E-box binding  // HMG box domain binding  // DNA binding ○
17529713 331.4807 529.5917 0.6259175 -0.675956 0 main NM_001114977 U2surp U2 snRNP-associated SURP domain containing NM_001114977 RefSeq Mus musculus U2 snRNP-associated SURP domain containing (U2surp), transcript variant 1, mRNA. TRUE 67958 Mm.292742 Q6NV83 chr9 GO:0006396  // GO:0008150 RNA processing  // biological_process GO:0005634  // GO:0005634 nucleus  // nucleus GO:0000166  // GO:0003676  // GO:0003723  // GO:0044822 nucleotide binding  // nucleic acid binding  // RNA binding  // poly(A) RNA binding ○
17530930 64.3563 59.80752 1.076057 0.1057545 0 main NM_001042779 Sema3b sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3B NM_001042779 RefSeq Mus musculus sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3B (Sema3b), transcript variant 1, mRNA. TRUE 20347 Mm.4083 Q62177 chr9 GO:0007275  // GO:0007399  // GO:0030154 multicellular organismal development  // nervous system development  // cell differentiation GO:0005576  // GO:0016020 extracellular region  // membrane GO:0004872 receptor activity ○
17530955 986.2798 842.2397 1.1710203 0.2277661 0 main NM_008138 Gnai2 guanine nucleotide binding protein (G protein), alpha inhibiting 2 NM_008138 RefSeq Mus musculus guanine nucleotide binding protein (G protein), alpha inhibiting 2 (Gnai2), mRNA. TRUE 14678 Mm.196464 P08752 chr9 GO:0000186  // GO:0001973  // GO:0006184  // GO:0007049  // GO:0007165  // GO:0007186  // GO:0007188  // GO:0007193  // GO:0007193  // GO:0007213  // GO:0007214  // GO:0008016  // GO:0008283  // GO:0008284  // GO:0035556  // GO:0050805  // GO:0051301  // GO:0051924  // GO:0000186  // GO:0001973  // GO:0001973  // GO:0006184  // GO:0007186  // GO:0007193  // GO:0007214  // GO:0007214  // GO:0008284  // GO:0050805  // GO:0051301  // GO:0051301  // GO:0051924  // GO:0006184 activation of MAPKK activity  // adenosine receptor signaling pathway  // GTP catabolic process  // cell cycle  // signal transduction  // G-protein coupled receptor signaling pathway  // adenylate cyclase-modulating G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway  // G-protein coupled acetylcholine receptor signaling pathway  // gamma-aminobutyric acid signaling pathway  // regulation of heart contraction  // cell proliferation  // positive regulation of cell proliferation  // intracellular signal transduction  // negative regulation of synaptic transmission  // cell division  // regulation of calcium ion transport  // activation of MAPKK activity  // adenosine receptor signaling pathway  // adenosine receptor signaling pathway  // GTP catabolic process  // G-protein coupled receptor signaling pathway  // adenylate cyclase-inhibiting G-protein coupled receptGO:0005634  // GO:0005737  // GO:0005813  // GO:0005829  // GO:0005834  // GO:0005856  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0031234  // GO:0045121  // GO:0070062  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005813  // GO:0005813  // GO:0005815  // GO:0005829  // GO:0005834  // GO:0005886  // GO:0005886  // GO:0016020  // GO:0030496  // GO:0030496  // GO:0045121 nucleus  // cytoplasm  // centrosome  // cytosol  // heterotrimeric G-protein complex  // cytoskeleton  // plasma membrane  // membrane  // midbody  // extrinsic component of cytoplasmic side of plasma membrane  // membrane raft  // extracellular vesicular exosome  // nucleus  // cytoplasm  // cytoplasm  // centrosome  // centrosome  // microtubule organizing center  // cytosol  // heterotrimeric G-protein complex  // plasma membrane  // plasma membrane  // membrane  // midbody  // midbody  // membrane raft GO:0000166  // GO:0001664  // GO:0003924  // GO:0004871  // GO:0005515  // GO:0005525  // GO:0019001  // GO:0031683  // GO:0046872  // GO:0001664  // GO:0003924  // GO:0003924  // GO:0004871  // GO:0004871  // GO:0005525  // GO:0005525  // GO:0031683  // GO:0031683 nucleotide binding  // G-protein coupled receptor binding  // GTPase activity  // signal transducer activity  // protein binding  // GTP binding  // guanyl nucleotide binding  // G-protein beta/gamma-subunit complex binding  // metal ion binding  // G-protein coupled receptor binding  // GTPase activity  // GTPase activity  // signal transducer activity  // signal transducer activity  // GTP binding  // GTP binding  // G-protein beta/gamma-subunit complex binding  // G-protein beta/gamma-subunit complex binding ○
17531734 28.70505 28.00312 1.0250661 0.035717 0 main NM_016853 Stac src homology three (SH3) and cysteine rich domain NM_016853 RefSeq Mus musculus src homology three (SH3) and cysteine rich domain (Stac), mRNA. TRUE 20840 Mm.1414 P97306 chr9 GO:0034605  // GO:0035556 cellular response to heat  // intracellular signal transduction GO:0005737  // GO:0005575 cytoplasm  // cellular_component GO:0046872  // GO:0003674 metal ion binding  // molecular_function ○
17533416 512.7594 858.501 0.5972729 -0.743538 0 main NM_010028 Ddx3x DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 3, X-linked NM_010028 RefSeq Mus musculus DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 3, X-linked (Ddx3x), mRNA. TRUE 13205 Mm.289662 Q62167 chrX GO:0002376  // GO:0006200  // GO:0006351  // GO:0006355  // GO:0006417  // GO:0006915  // GO:0007059  // GO:0008625  // GO:0009615  // GO:0010501  // GO:0017148  // GO:0030307  // GO:0030308  // GO:0031333  // GO:0032508  // GO:0034063  // GO:0035556  // GO:0042254  // GO:0042256  // GO:0043065  // GO:0043066  // GO:0043154  // GO:0043280  // GO:0045087  // GO:0045727  // GO:0045944  // GO:0045948  // GO:0071243  // GO:0071470  // GO:0097193  // GO:1900087  // GO:2001243  // GO:0006200  // GO:0006200  // GO:0007059  // GO:0007059  // GO:0008625  // GO:0009615  // GO:0010501  // GO:0017148  // GO:0030307  // GO:0031333  // GO:0032508  // GO:0034063  // GO:0035556  // GO:0042256  // GO:0043065  // GO:0043066  // GO:0043154  // GO:0043280  // GO:0045087  // GO:0045087  // GO:0045727  // GO:0045944  // GO:0045948  // GO:0071243  // GO:0071470  // GO:0097193  // GO:1900087  // GO:2001243  // GO:0008152 immune system process  // ATP catabolic process  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // regulation of translation  // apoptotic process  // chromosome segregation  // extrinsic apoptotic signaling pathway via death domain receptors  // response to virus  // RNA secondary structure unwinding  // negative regulation of translation  // positive regulation of cell growth  // negative regulation of cell growth  // negative regulation of protein complex assembly  // DNA duplex unwinding  // stress granule assembly  // intracellular signal transduction  // ribosome biogenesis  // mature ribosome assembly  // positive regulation of apoptotic process  // negative regulation of apoptotic process  // negative regulation of cysteine-type endopeptidase activity involved in apoptotic process  // positive regulation of cysteine-type endopeptidase activity involved in apoptotic process  // innate immune response  // positive regulation of translation  // positive regulation of tranGO:0005634  // GO:0005737  // GO:0005739  // GO:0005741  // GO:0005852  // GO:0010494  // GO:0016020  // GO:0022627  // GO:0070062  // GO:0005634  // GO:0005634  // GO:0005737  // GO:0005737  // GO:0005852  // GO:0010494  // GO:0016607  // GO:0022627 nucleus  // cytoplasm  // mitochondrion  // mitochondrial outer membrane  // eukaryotic translation initiation factor 3 complex  // cytoplasmic stress granule  // membrane  // cytosolic small ribosomal subunit  // extracellular vesicular exosome  // nucleus  // nucleus  // cytoplasm  // cytoplasm  // eukaryotic translation initiation factor 3 complex  // cytoplasmic stress granule  // nuclear speck  // cytosolic small ribosomal subunit GO:0000166  // GO:0003676  // GO:0003677  // GO:0003723  // GO:0004003  // GO:0004004  // GO:0004386  // GO:0005515  // GO:0005524  // GO:0008026  // GO:0008134  // GO:0008143  // GO:0008190  // GO:0016787  // GO:0016887  // GO:0031369  // GO:0035613  // GO:0043024  // GO:0044822  // GO:0048027  // GO:0003677  // GO:0003677  // GO:0003723  // GO:0003723  // GO:0004003  // GO:0004004  // GO:0008134  // GO:0008143  // GO:0008190  // GO:0016887  // GO:0031369  // GO:0035613  // GO:0043024  // GO:0048027 nucleotide binding  // nucleic acid binding  // DNA binding  // RNA binding  // ATP-dependent DNA helicase activity  // ATP-dependent RNA helicase activity  // helicase activity  // protein binding  // ATP binding  // ATP-dependent helicase activity  // transcription factor binding  // poly(A) binding  // eukaryotic initiation factor 4E binding  // hydrolase activity  // ATPase activity  // translation initiation factor binding  // RNA stem-loop binding  // ribosomal small subunit binding  // poly(A) RNA binding  // mRNA 5'-UTR binding  // DNA binding  // DNA binding  // RNA binding  // RNA binding  // ATP-dependent DNA helicase activity  // ATP-dependent RNA helicase activity  // transcription factor binding  // poly(A) binding  // eukaryotic initiation factor 4E binding  // ATPase activity  // translation initiation factor binding  // RNA stem-loop binding  // ribosomal small subunit binding  // mRNA 5'-UTR binding ○
17535208 1145.401 546.4041 2.0962526 1.0678126 0 main 2Up NM_001290424 Fmr1 fragile X mental retardation syndrome 1 NM_001290424 RefSeq Mus musculus fragile X mental retardation syndrome 1 (Fmr1), transcript variant 2, mRNA. TRUE 14265 Mm.3451 P35922 chrX GO:0006810  // GO:0007417  // GO:0045947  // GO:0051028 transport  // central nervous system development  // negative regulation of translational initiation  // mRNA transport GO:0005634  // GO:0005737  // GO:0005844  // GO:0005845  // GO:0005874  // GO:0010494  // GO:0030425  // GO:0043005  // GO:0043197  // GO:0043198  // GO:0044297  // GO:0045202  // GO:0071598  // GO:0071598  // GO:0005634  // GO:0005730  // GO:0005737  // GO:0005874  // GO:0044297  // GO:0071598  // GO:0030425  // GO:0043005  // GO:0043197  // GO:0043198  // GO:0045202 nucleus  // cytoplasm  // polysome  // mRNA cap binding complex  // microtubule  // cytoplasmic stress granule  // dendrite  // neuron projection  // dendritic spine  // dendritic shaft  // cell body  // synapse  // neuronal ribonucleoprotein granule  // neuronal ribonucleoprotein granule  // nucleus  // nucleolus  // cytoplasm  // microtubule  // cell body  // neuronal ribonucleoprotein granule  // dendrite  // neuron projection  // dendritic spine  // dendritic shaft  // synapse GO:0003723  // GO:0005515  // GO:0008017  // GO:0044822  // GO:0003723 RNA binding  // protein binding  // microtubule binding  // poly(A) RNA binding  // RNA binding ○
17535241 124.9131 151.5649 0.8241559 -0.279011 0 main ENSMUST00000096420 Styx serine/threonine/tyrosine interaction protein ENSMUST00000096420 ENSEMBL havana:known chromosome:GRCm38:X:68821093:68825318:1 gene:ENSMUSG00000071748 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 56291 Mm.202561  // Mm.434636 Q60969 chrX GO:0006470  // GO:0007283  // GO:0016311  // GO:0045204  // GO:0070372 protein dephosphorylation  // spermatogenesis  // dephosphorylation  // MAPK export from nucleus  // regulation of ERK1 and ERK2 cascade GO:0005737  // GO:0005634 cytoplasm  // nucleus GO:0004721  // GO:0005515  // GO:0008138  // GO:0016787  // GO:0016791 phosphoprotein phosphatase activity  // protein binding  // protein tyrosine/serine/threonine phosphatase activity  // hydrolase activity  // phosphatase activity ○
17538018 16.33215 16.62154 0.9825895 -0.025339 0 main NM_013724 Nrk Nik related kinase NM_013724 RefSeq Mus musculus Nik related kinase (Nrk), mRNA. TRUE 27206 Mm.482319 Q9R0G8 chrX GO:0006468  // GO:0007256  // GO:0007567  // GO:0008285  // GO:0016310  // GO:0023014  // GO:0035556  // GO:0060721  // GO:0006468  // GO:0006468  // GO:0006468 protein phosphorylation  // activation of JNKK activity  // parturition  // negative regulation of cell proliferation  // phosphorylation  // signal transduction by phosphorylation  // intracellular signal transduction  // regulation of spongiotrophoblast cell proliferation  // protein phosphorylation  // protein phosphorylation  // protein phosphorylation GO:0005737  // GO:0005737 cytoplasm  // cytoplasm GO:0000166  // GO:0004672  // GO:0004672  // GO:0004674  // GO:0004702  // GO:0005083  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0004672  // GO:0004672  // GO:0004702 nucleotide binding  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity  // receptor signaling protein serine/threonine kinase activity  // small GTPase regulator activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // protein kinase activity  // protein kinase activity  // receptor signaling protein serine/threonine kinase activity ○
17538395 9.817351 10.32762 0.9505918 -0.073102 0 main NM_001033795 Zcchc16 zinc finger, CCHC domain containing 16 NM_001033795 RefSeq Mus musculus zinc finger, CCHC domain containing 16 (Zcchc16), mRNA. TRUE 619287 Mm.387961 Q3URY0 chrX GO:0008150 biological_process GO:0005575 cellular_component GO:0003676  // GO:0008270  // GO:0046872  // GO:0003674 nucleic acid binding  // zinc ion binding  // metal ion binding  // molecular_function ○
17538658 24.19338 22.67239 1.0670856 0.0936759 0 main NM_001271678 Wnk3 WNK lysine deficient protein kinase 3 NM_001271678 RefSeq Mus musculus WNK lysine deficient protein kinase 3 (Wnk3), transcript variant 1, mRNA. TRUE 279561 Mm.441474 Q80XP9 chrX GO:0006468  // GO:0010765  // GO:0010800  // GO:0016310  // GO:0032414  // GO:0043066  // GO:0046777  // GO:0051928  // GO:0090004  // GO:2000021  // GO:2000651  // GO:2000682  // GO:2000688  // GO:0010765  // GO:0010800  // GO:0032414  // GO:0046777  // GO:0090004  // GO:2000651  // GO:2000682  // GO:2000688 protein phosphorylation  // positive regulation of sodium ion transport  // positive regulation of peptidyl-threonine phosphorylation  // phosphorylation  // positive regulation of ion transmembrane transporter activity  // negative regulation of apoptotic process  // protein autophosphorylation  // positive regulation of calcium ion transport  // positive regulation of establishment of protein localization to plasma membrane  // regulation of ion homeostasis  // positive regulation of sodium ion transmembrane transporter activity  // positive regulation of rubidium ion transport  // positive regulation of rubidium ion transmembrane transporter activity  // positive regulation of sodium ion transport  // positive regulation of peptidyl-threonine phosphorylation  // positive regulation of ion transmembrane transporter activity  // protein autophosphorylation  // positive regulation of establishment of protein localization to plasma membrane  // positive regulation of sodium ion transmembrane transporter activiGO:0005737  // GO:0005912  // GO:0005923  // GO:0005737 cytoplasm  // adherens junction  // tight junction  // cytoplasm GO:0000166  // GO:0004672  // GO:0004674  // GO:0005524  // GO:0016301  // GO:0016740  // GO:0016772  // GO:0019869  // GO:0004672  // GO:0004672  // GO:0004674 nucleotide binding  // protein kinase activity  // protein serine/threonine kinase activity  // ATP binding  // kinase activity  // transferase activity  // transferase activity, transferring phosphorus-containing groups  // chloride channel inhibitor activity  // protein kinase activity  // protein kinase activity  // protein serine/threonine kinase activity ○
17539828 24.83115 25.36139 0.9790926 -0.030483 0 main NM_019461 Usp27x ubiquitin specific peptidase 27, X chromosome NM_019461 RefSeq Mus musculus ubiquitin specific peptidase 27, X chromosome (Usp27x), mRNA. TRUE 54651 Mm.483107  // Mm.491689 Q8CEG8 chrX GO:0006508  // GO:0006511 proteolysis  // ubiquitin-dependent protein catabolic process GO:0005575 cellular_component GO:0008233  // GO:0008234  // GO:0016787  // GO:0036459  // GO:0046872  // GO:0008270 peptidase activity  // cysteine-type peptidase activity  // hydrolase activity  // ubiquitinyl hydrolase activity  // metal ion binding  // zinc ion binding ○
17541343 21.40386 20.20307 1.059436 0.0832965 0 main NM_001290708 Smarca1 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 NM_001290708 RefSeq Mus musculus SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 (Smarca1), transcript variant 2, mRNA. TRUE 93761 Mm.229151 Q6PGB8 chrX GO:0000733  // GO:0006200  // GO:0006338  // GO:0006351  // GO:0006355  // GO:0007420  // GO:0007420  // GO:0016568  // GO:0030182  // GO:0043044  // GO:0045893  // GO:2000177  // GO:2000177  // GO:0000733  // GO:0006200  // GO:0006200  // GO:0006338  // GO:0006338  // GO:0006351  // GO:0006351  // GO:0006355  // GO:0007420  // GO:0007420  // GO:0043044  // GO:0045893  // GO:0045893  // GO:0008152 DNA strand renaturation  // ATP catabolic process  // chromatin remodeling  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // brain development  // brain development  // chromatin modification  // neuron differentiation  // ATP-dependent chromatin remodeling  // positive regulation of transcription, DNA-templated  // regulation of neural precursor cell proliferation  // regulation of neural precursor cell proliferation  // DNA strand renaturation  // ATP catabolic process  // ATP catabolic process  // chromatin remodeling  // chromatin remodeling  // transcription, DNA-templated  // transcription, DNA-templated  // regulation of transcription, DNA-templated  // brain development  // brain development  // ATP-dependent chromatin remodeling  // positive regulation of transcription, DNA-templated  // positive regulation of transcription, DNA-templated  // metabolic process GO:0000790  // GO:0005634  // GO:0016589  // GO:0090537  // GO:0005634  // GO:0005634  // GO:0016589  // GO:0090537 nuclear chromatin  // nucleus  // NURF complex  // CERF complex  // nucleus  // nucleus  // NURF complex  // CERF complex GO:0000166  // GO:0003676  // GO:0003677  // GO:0003682  // GO:0004386  // GO:0005524  // GO:0008094  // GO:0016787  // GO:0016817  // GO:0016818  // GO:0031491  // GO:0036310  // GO:0070615  // GO:0008094  // GO:0008094  // GO:0036310  // GO:0036310  // GO:0070615 nucleotide binding  // nucleic acid binding  // DNA binding  // chromatin binding  // helicase activity  // ATP binding  // DNA-dependent ATPase activity  // hydrolase activity  // hydrolase activity, acting on acid anhydrides  // hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides  // nucleosome binding  // annealing helicase activity  // nucleosome-dependent ATPase activity  // DNA-dependent ATPase activity  // DNA-dependent ATPase activity  // annealing helicase activity  // annealing helicase activity  // nucleosome-dependent ATPase activity ○
17543840 12.03887 12.28752 0.979764 -0.029494 0 main NM_001077354 C77370 expressed sequence C77370 NM_001077354 RefSeq Mus musculus expressed sequence C77370 (C77370), mRNA. TRUE 245555 Mm.381907 Q5DTT1 chrX GO:0000084  // GO:0006287  // GO:0006297  // GO:0007275  // GO:0007346  // GO:0007399  // GO:0043137  // GO:0045004  // GO:0090305  // GO:0006287  // GO:0006297  // GO:0007346  // GO:0043137  // GO:0045004  // GO:0090305 mitotic S phase  // base-excision repair, gap-filling  // nucleotide-excision repair, DNA gap filling  // multicellular organismal development  // regulation of mitotic cell cycle  // nervous system development  // DNA replication, removal of RNA primer  // DNA replication proofreading  // nucleic acid phosphodiester bond hydrolysis  // base-excision repair, gap-filling  // nucleotide-excision repair, DNA gap filling  // regulation of mitotic cell cycle  // DNA replication, removal of RNA primer  // DNA replication proofreading  // nucleic acid phosphodiester bond hydrolysis GO:0005634  // GO:0043625  // GO:0005634  // GO:0043625 nucleus  // delta DNA polymerase complex  // nucleus  // delta DNA polymerase complex GO:0003887  // GO:0008408  // GO:0003887  // GO:0008408 DNA-directed DNA polymerase activity  // 3'-5' exonuclease activity  // DNA-directed DNA polymerase activity  // 3'-5' exonuclease activity ○
17544102 56.45731 66.44284 0.8497125 -0.234953 0 main ENSMUST00000150434 Brwd3 bromodomain and WD repeat domain containing 3 ENSMUST00000150434 ENSEMBL ensembl_havana_transcript:novel chromosome:GRCm38:X:108737016:108834348:-1 gene:ENSMUSG00000063663 gene_biotype:protein_coding transcript_biotype:protein_coding TRUE 382236 Mm.426127  // Mm.100112  // Mm.404226  // Mm.404234  // Mm.413432 A2AHJ4 chrX GO:0007010  // GO:0008360  // GO:0007010  // GO:0008360  // GO:0007010  // GO:0008360  // GO:0008150 cytoskeleton organization  // regulation of cell shape  // cytoskeleton organization  // regulation of cell shape  // cytoskeleton organization  // regulation of cell shape  // biological_process GO:0005575 cellular_component GO:0005515  // GO:0003674 protein binding  // molecular_function ○
17544939 360.4171 267.6529 1.346584 0.4293042 0 main NM_001077364 Tsc22d3 TSC22 domain family, member 3 NM_001077364 RefSeq Mus musculus TSC22 domain family, member 3 (Tsc22d3), transcript variant 1, mRNA. TRUE 14605 Mm.22216 Q9Z2S7 chrX GO:0000122  // GO:0006355  // GO:0006970  // GO:0048642  // GO:0070236  // GO:0007589 negative regulation of transcription from RNA polymerase II promoter  // regulation of transcription, DNA-templated  // response to osmotic stress  // negative regulation of skeletal muscle tissue development  // negative regulation of activation-induced cell death of T cells  // body fluid secretion GO:0005634  // GO:0005737  // GO:0005634  // GO:0005737 nucleus  // cytoplasm  // nucleus  // cytoplasm GO:0003700  // GO:0043426 sequence-specific DNA binding transcription factor activity  // MRF binding ○
17545078 95.12606 93.64679 1.0157963 0.0226111 0 main NM_019496 Ammecr1 Alport syndrome, mental retardation, midface hypoplasia and elliptocytosis chromosomal region gene 1 NM_019496 RefSeq Mus musculus Alport syndrome, mental retardation, midface hypoplasia and elliptocytosis chromosomal region gene 1 (Ammecr1), mRNA. TRUE 56068 Mm.143724 Q9JHT5 chrX GO:0008150 biological_process GO:0005575 cellular_component GO:0003674 molecular_function ○
17545618 57.85563 41.40395 1.3973457 0.4826889 0 main XM_006528794 Ptchd1 patched domain containing 1 XM_006528794 RefSeq PREDICTED: Mus musculus patched domain containing 1 (Ptchd1), transcript variant X2, mRNA. TRUE 211612 Mm.218811 Q14B62 chrX GO:0007224  // GO:0050890  // GO:0007224  // GO:0050890 smoothened signaling pathway  // cognition  // smoothened signaling pathway  // cognition GO:0005886  // GO:0016020  // GO:0016021  // GO:0005886 plasma membrane  // membrane  // integral component of membrane  // plasma membrane GO:0008158  // GO:0003674 hedgehog receptor activity  // molecular_function ○
17545629 13.29709 15.85833 0.8384925 -0.25413 0 main NM_011077 Phex phosphate regulating endopeptidase homolog, X-linked NM_011077 RefSeq Mus musculus phosphate regulating endopeptidase homolog, X-linked (Phex), mRNA. TRUE 18675 Mm.2529 P70669 chrX GO:0006508  // GO:0019637  // GO:0030282  // GO:0031214  // GO:0006508 proteolysis  // organophosphate metabolic process  // bone mineralization  // biomineral tissue development  // proteolysis GO:0005783  // GO:0005794  // GO:0016020  // GO:0016021  // GO:0048471 endoplasmic reticulum  // Golgi apparatus  // membrane  // integral component of membrane  // perinuclear region of cytoplasm GO:0004222  // GO:0008233  // GO:0008237  // GO:0016787  // GO:0046872 metalloendopeptidase activity  // peptidase activity  // metallopeptidase activity  // hydrolase activity  // metal ion binding ○
17546834 541.8898 1081.035 0.5012694 -0.996342 0 main NM_012008 Ddx3y DEAD (Asp-Glu-Ala-Asp) box polypeptide 3, Y-linked NM_012008 RefSeq Mus musculus DEAD (Asp-Glu-Ala-Asp) box polypeptide 3, Y-linked (Ddx3y), mRNA. TRUE 26900 Mm.302938 Q62095 chrY GO:0006200  // GO:0008152 ATP catabolic process  // metabolic process GO:0005634  // GO:0005737 nucleus  // cytoplasm GO:0000166  // GO:0003676  // GO:0003723  // GO:0004386  // GO:0005524  // GO:0008026  // GO:0016787 nucleotide binding  // nucleic acid binding  // RNA binding  // helicase activity  // ATP binding  // ATP-dependent helicase activity  // hydrolase activity ○
17547616 769.094 810.2198 0.9492412 -0.075153 0 main --- --- --- X91866 GenBank M.musculus mRNA for H3.3A variant histone. TRUE --- --- P84244 chr11 GO:0006334  // GO:0007420  // GO:0009725 nucleosome assembly  // brain development  // response to hormone GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0003677  // GO:0046982 DNA binding  // protein heterodimerization activity ○
17547837 85.62926 88.08841 0.9720832 -0.040848 0 main ENSMUST00000183695 Gm21464 predicted gene, 21464 ENSMUST00000183695 ENSEMBL havana:known chromosome:GRCm38:14:69365102:69503236:-1 gene:ENSMUSG00000093954 gene_biotype:protein_coding transcript_biotype:nonsense_mediated_decay TRUE 100862085 Mm.291443  // Mm.441111 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17547846 92.70303 94.7348 0.9785531 -0.031278 0 main ENSMUST00000183695 Gm21464 predicted gene, 21464 ENSMUST00000183695 ENSEMBL havana:known chromosome:GRCm38:14:69365102:69503236:-1 gene:ENSMUSG00000093954 gene_biotype:protein_coding transcript_biotype:nonsense_mediated_decay TRUE 100862085 Mm.291443  // Mm.441111 Q920G8 chr14 GO:0006810  // GO:0006811  // GO:0034755  // GO:0048250  // GO:0055072 transport  // ion transport  // iron ion transmembrane transport  // mitochondrial iron ion transport  // iron ion homeostasis GO:0005739  // GO:0005743  // GO:0005743  // GO:0005743  // GO:0016020  // GO:0016021 mitochondrion  // mitochondrial inner membrane  // mitochondrial inner membrane  // mitochondrial inner membrane  // membrane  // integral component of membrane GO:0005381 iron ion transmembrane transporter activity ○
17548283 948.6991 1613.575 0.5879486 -0.766238 0 main NM_008211 H3f3b H3 histone, family 3B NM_008211 RefSeq Mus musculus H3 histone, family 3B (H3f3b), mRNA. TRUE 15081 Mm.371563 P84244 chr3 GO:0001649  // GO:0006997  // GO:0042692  // GO:0090230  // GO:1902340  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // nucleus organization  // muscle cell differentiation  // regulation of centromere complex assembly  // negative regulation of chromosome condensation  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0005634  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nuclear chromosome  // nuclear nucleosome  // nucleus  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○
17548518 1182.456 1200.466 0.9849975 -0.021808 0 main NM_001081019 Gm12657 predicted gene 12657 NM_001081019 RefSeq Mus musculus predicted gene 12657 (Gm12657), mRNA. TRUE 667250 Mm.449778 P84244 chr6 --- --- --- --- --- --- ○
17548946 826.8755 1431.395 0.5776711 -0.79168 0 main NM_008211 H3f3b H3 histone, family 3B NM_008211 RefSeq Mus musculus H3 histone, family 3B (H3f3b), mRNA. TRUE 15081 Mm.371563 P84244 chr1 GO:0001649  // GO:0006997  // GO:0042692  // GO:0090230  // GO:1902340  // GO:0006334  // GO:0007420  // GO:0009725 osteoblast differentiation  // nucleus organization  // muscle cell differentiation  // regulation of centromere complex assembly  // negative regulation of chromosome condensation  // nucleosome assembly  // brain development  // response to hormone GO:0000228  // GO:0000788  // GO:0005634  // GO:0005634  // GO:0043234  // GO:0070062  // GO:0000786  // GO:0005634  // GO:0005654  // GO:0005694 nuclear chromosome  // nuclear nucleosome  // nucleus  // nucleus  // protein complex  // extracellular vesicular exosome  // nucleosome  // nucleus  // nucleoplasm  // chromosome GO:0000979  // GO:0000980  // GO:0031492  // GO:0003677  // GO:0046982 RNA polymerase II core promoter sequence-specific DNA binding  // RNA polymerase II distal enhancer sequence-specific DNA binding  // nucleosomal DNA binding  // DNA binding  // protein heterodimerization activity ○



Supplementary Table 6. Validated and predicted target genes for Mir221 and Mir222
RGS6 SUN2 ARID1A KHDRBS2 KLF3 GRM1 GBX2 PHEX
CDKN1B ARHGEF7 DDIT4 CPNE8 ANKIB1 RREB1 HNRNPA0 MAGI1
CXCL12 ARF4 NIPAL4 MLLT6 FGF14 PTCHD1 DDX3Y ANKS1B
TCF12 BRWD1 TPBG RPH3A S100PBP VASH1 INSIG1 CAPRIN2
RFX7 RALGAPA1 MEGF9 ATP1B1 ERBB4 CMTM4 FERMT2 LRP10
SEC62 ZFPM2 CNR1 POGZ EMX2 SPPL3 SPRED2 ZFP90
GABRA1 KIAA1370 NFYB REV1 CD2AP MEX3A HDGF
HECTD2 ANGPTL2 TSC22D3 USP27X PHF2 ZNF654 PELI1
KIT MIDN CDK19 CDKN1C PDGFA MAPK10 VKORC1L1
VGLL4 DPP8 FOS KIAA1267 PLEKHA6 ZEB2 TEAD1
PAIP1 CHSY1 TOX MESDC1 CNOT2 ACVR2B FBXO28
TP53BP2 MIER3 NAA25 RNPS1 AJAP1 MARCKS MARK1
NAP1L5 C3orf70 MSL2 VAPB CDH2 AAK1 SMARCA1
ZFAND5 CASZ1 ASPH CBFB ADAM11 NFAT5 EFCAB14
NRK NSMCE4A GPM6A KIAA0368 ITGB8 NDFIP1 PPP6C
IRX5 YWHAG AGFG1 LPPR1 HOXA7 STX1B RC3H2
DCUN1D1EIF3J HIPK1 PAK1 BAZ2B ANKRD52 CAMK1D
CLVS2 FOXN2 NFATC3 SPATS2L TAOK1 TCF4 RFX3
LRRTM2 CD4 ZCCHC16 CBL FAM167A EIF4E3 UBE2E3
ETV3 DCUN1D4 IGDCC4 CTCF PBX3 TRPS1 PDCD10
AP3B2 GPBP1 CREBZF C11orf87 C14orf147 THRB U2SURP
PPP3R1 UBN2 TLE3 HIPK2 SLITRK5 DGKE DDX3X
RIMS3 ZNF385A DNAJC14 TP53INP1 LHFPL2 SLC1A2 THSD7B
DCAF12 PRUNE ZFP36L2 FRS2 PTBP2 RNF165 MAGI2
ZNF652 ARNT PPP2R2A ESR1 AMMECR1 C16orf52 PGAP1
DMRT3 UBE2J1 ZMYM2 SMARCA5 CAPRIN1 AGPS BBC3
CCDC64 PCDHA9 BRWD3 GNAI2 FOXP1 OSBPL7 STMN1
EML6 PCDHAC2 NLK VEZF1 ZNF618 PVRL1 CABYR
CACNB4 PCDHAC1 SEMA3B TCF7L2 SRSF2 DNAL1 MED12L
PLEKHA2 PCDHA13 HNRNPA3 H3F3A IKZF4 E2F2 HELQ
NRG1 PCDHA12 IPO7 DKK2 GALNTL4 TNRC6C SLC25A37
NTF3 PCDHA11 ANKHD1 IGF2BP2 MAP3K2 SOCS7 MYBL1
FAM38B PCDHA10 STYX DENND1B C16orf45 SNX29 SYBU
SCD5 PCDHA8 FMR1 RNF44 AP3M1 WASF2 FAM214A
MIA3 PCDHA7 SNCB PKDCC CEP350 KCNA1 KLC1
RBM24 PCDHA6 RUNX2 ETS2 TIMP3 KIAA2022 PANK3
FNDC3A PCDHA5 METTL10 C17orf63 ATAD2B RIMBP2 ADAM22
NOVA1 PCDHA4 WDR37 FAT2 RANBP2 RALA SNAP29
TMCC1 PCDHA3 LOC388630 SEC23IP MON2 FKTN MCMDC2
BCL2L11 PCDHA2 BEND4 SLC4A4 PHC2 MAP3K10 PHACTR4
WDR47 PCDHA1 ST8SIA1 TIPARP CUX1 SNAP25 CAMTA1
EIF5A2 GNAI3 ROD1 NUFIP2 SOCS1 ITIH5 ASB4
HMBOX1 SHANK2 KIAA0494 ARL6IP1 FOXP2 PI15 URI1
WNK3 SBK1 AZI2 ZADH2 NANOS1 PCDH10 ZBTB41
C18orf25 ATF7 RAB1A IGSF3 RAB3GAP2 FNIP2 RAB18
MYLIP PAIP2 ITGB3 SH3PXD2B DLG2 CPEB4 LIMS1
KIF16B RSBN1L HOXC10 PDIK1L YTHDC1 STAC GUCY1A2
BMF ETS1 ZNF629 KSR1 GAB1 PDZRN4 ATF2
IRF2 AXIN2 QKI ATXN1 C2CD2 SDC2 CHD8
PLCL2 NIPBL LRFN2 SH3BP4 TBC1D22B HIPK3 ASB7



Supplementary Table 7.  Expression of candidate target genes of miR-221-3p and miR-222-3p in Mir221/222flox/y and Mir221/222AdipoKO mice fed with stardard (STD) and high fat-high sucrose (HFHS) chow.

Annotation Keyword

Gene Symbol  STD flox/y  HFHS flox/y  STD AdipoKO  HFHS AdipoKO STD AdipoKO  / STD flox_y HFHS AdipoKO  / HFHS flox_y HFHS flox_y  / STD flox_y HFHS AdipoKO  / STD AdipoKO miR221/222 target gene

Igf2bp2 118.6727 92.12485 111.7554 233.6214 0.94171111 2.535921632 0.776293537 2.090470796 ○

Foxp2 53.29913 25.92172 46.43985 56.3454 0.871305967 2.173675204 0.486344149 1.213298493 ○

Ddit4 187.1108 201.7627 482.7296 383.8727 2.579913078 1.902594979 1.078306009 0.795212682 ○

Tiparp 370.4981 370.9203 243.0674 629.3118 0.656055726 1.696622698 1.001139547 2.589042381 ○

Gm13034 89.3279 42.14671 66.82102 71.24998 0.748041989 1.690522938 0.471820226 1.06628094 ○

Cdkn1c 139.7296 64.02979 86.02513 99.0863 0.615654307 1.547503123 0.458240702 1.151829704 ○

Gm17275 38.15434 25.35535 28.33733 38.61103 0.742702665 1.522796175 0.664546943 1.362550036 ○

Ppp2r2a 173.6408 103.3587 136.4849 156.1966 0.786018609 1.511209023 0.59524432 1.144424035 ○

Caprin2 105.009 84.21983 107.7583 127.1511 1.026181565 1.509752513 0.802024874 1.17996572 ○

Fos 250.5789 115.658 96.99457 173.6935 0.387081953 1.501785436 0.461563204 1.790754885 ○

Uri1 666.848 366.2552 624.7025 515.4158 0.936798941 1.407258655 0.549233409 0.825058008 ○

Mark1 85.06554 51.96034 72.25445 73.05361 0.849397418 1.405949422 0.610827134 1.011060357 ○

Casz1 67.4341 63.58655 83.56946 87.91584 1.239275975 1.382616921 0.942943555 1.052009191 ○

Itgb8 54.55101 51.56115 53.44313 71.05316 0.979690935 1.378036758 0.945191482 1.329509705 ○

Agfg1 594.9557 470.1974 450.3722 646.7574 0.756984428 1.375501864 0.790306572 1.436050893 ○

Etv3 409.6244 143.7052 342.2083 197.4402 0.835419716 1.37392523 0.350821875 0.576959121 ○

Tle3 812.1421 684.8116 767.2126 920.5015 0.944677785 1.344167505 0.843216477 1.199799769 ○

Ddx3x 858.501 512.7594 664.2457 688.9457 0.773727346 1.343604232 0.597272921 1.037185036 ○

Cpne8 216.8393 187.5397 240.7783 249.4114 1.110399729 1.329912547 0.864878737 1.035854975 ○

Pvrl1 127.8629 150.1472 130.7448 199.2742 1.022538985 1.327192249 1.174282767 1.524146276 ○

Pdzrn4 20.39221 18.83454 22.20171 24.96736 1.088734865 1.325615598 0.923614459 1.124569234 ○

Ets2 528.1785 309.0158 364.8452 406.857 0.690761173 1.316621998 0.585059407 1.115149658 ○

Smarca1 20.20307 21.40386 22.6035 28.04365 1.118815111 1.310214606 1.059436016 1.240677329 ○

Expression value Ratio
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