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Glomerular hyperfiltration is a common pathway leading to glomerulosclerosis in various kinds of 
kidney diseases.  The 5/6 renal ablation is an established experimental animal model for glomerular 
hyperfiltration.  On the other hand,  low-grade inflammation is also a common mechanism for the 
progression of kidney diseases including diabetic nephropathy and atherosclerosis.  Here we analyzed 
the gene expression profile in the remnant kidney tissues of 5/6 nephrectomized mice using a DNA 
microarray system and compared it with that of sham-operated control mice.  The 5/6 nephrectomized 
mice showed glomerular hypertrophy and an increase in the extracellular matrix in the glomeruli.  
DNA microarray analysis indicated the up-regulated expression of various kinds of genes related to the 
inflammatory process in remnant kidneys.  We confirmed the up-regulated expression of platelet fac-
tor-4,  and monocyte chemoattractant protein-1,  2,  and 5 in remnant kidneys by RT-PCR.  The current 
results suggest that the inflammatory process is involved in the progression of glomerulosclerosis and 
is a common pathway of the pathogenesis of kidney disease.
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nfiltration of macrophages into the glomeruli 
and interstitium is one of the characteristic 

features of chronic renal diseases including diabetic 
nephropathy [1,  2].  Hemodynamic changes in diabetic 
glomeruli have also been considered to be an important 
cause of glomerular injury in diabetic patients.  The 
5/6 nephrectomy (Nx) is widely used as an animal 
model for glomerular hyperfiltration followed by 
glomerulosclerosis.
　 Recently,  low-grade inflammation, “microinflamma-

tion” has been considered to be a common mechanism 
in the pathogenesis of atherosclerosis and of obesity-
related insulin resistance.  We have reported that low 
grade inflammation is one of the major pathways for 
the development of diabetic nephropathy.  Intercellular 
adhesion molecule (ICAM)-1 is one of the major mol-
ecules,  promoting leukocytes to attach firmly to endo-
thelium followed by transmigration out of the blood 
vessel lumen [3].  We have previously reported mac-
rophage infiltration and an increased expression of 
ICAM-1 in the glomeruli of diabetic animals and mice 
with 5/6 renal ablation [4,  5].  Furthermore,  we 
have found that ICAM-1-deficient mice are resistant to 
renal injuries after the induction of diabetes [6].  
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These data suggest that the inflammatory process may 
be a common factor in the pathogenesis of various 
kinds of kidney disease.
　 The aim of this study was to clarify the change in 
the gene expression profile of remnant kidney tissues 
of 5/6 nephrectomized mice and to identify the genes 
involved in the inflammatory process in the progres-
sion of glomerulosclerosis.

Materials and Methods

　 Animals. C57BL/6J mice were purchased from 
The Jackson Laboratory (Bar Harbor,  ME,  USA).  
Males at 8 weeks of age were used for the experi-
ments.
　 Experimental design. Mice were subjected 
either to a sham operation (sham,  n＝10) or subtotal 
nephrectomy (Nx,  n＝10).  The Nx operation was 
performed by surgical resection of the upper and 
lower thirds of the right kidney followed by a left 
nephrectomy.  All mice had free access to standard 
chow and tap water.  Five mice in each group were 
sacrificed and kidneys were obtained 4 weeks after 
surgery for the DNA microarray and at 12 weeks for 
histological examination.  All procedures were per-
formed according to the Guidelines for Animal 
Protection and Management Law (No. 105) and the 
Japanese Government Notification on Feeding and 
Safekeeping of Animals (No. 6).
　 DNA microarray analysis. DNA microarray 
analysis was performed using RNA from the kidneys 
of Nx and sham groups at 4 weeks after surgery (N＝
5).  Total RNA was extracted from the renal cortex 
using the RNeasy kit (Qiagen,  Valencia,  CA,  USA).  
Preparation of cRNA and hybridization of probe 
arrays (Uniset mouse I) were performed according to 
the manufacturerʼs instructions (GE Healthcare,  UK).  
These arrays contain probe sets for＞10,500 tran-
scripts (Uniset mouse I,  GE Healthcare,  UK).  After 
hybridization,  the microarrays were washed,  scanned,  
and analyzed with the software (Codelink System 
Software version 2.3.2 UK).
　 To find the genes involved in the pathogenesis of 
glomerulosclerosis,  we selected the genes as follows:  
1) ratio of the expression level of Nx＞2.0 to that of 
sham.  Functional profiling of the genes was performed 
based on the Gene Ontology Consortium ︿http://
www.geneontology.org﹀ (accessed September 2010) 

terms.  The gene annotation procedure was performed 
using The Database for Annotation,  Visualization,  
and Integrated Discovery 2.1 by the National Institute 
of Allergy and Infectious Disease ︿http://david.abcc.
ncifcrf.gov/﹀ (accessed September 2010).  Out of the 
3 available Gene Ontology Consortium ontologies,  the 
biological annotation process is presented in this 
article.
　 Metabolic data. Serum creatinine (S-Cr),  blood 
urea nitrogen (BUN),  urinary albumin concentration 
(UAE),  systolic blood pressure (SBP) and body 
weight were measured before sacrifice at 12 weeks 
after surgery (n＝5).  Urine collection was performed 
for 24h with each mouse individually housed in a 
metabolic cage and having free access to food and 
water.  Urinary albumin concentrations were measured 
by nephelometry.  Blood pressure was measured by the 
tail-cuff method.
　 Kidney morphology. We performed the mor-
phometric analysis using kidney tissues from Nx and 
sham groups at 12 weeks after surgery.  Kidneys were 
fixed in 10ｵ formalin for periodic acid-methenamine-
silver (PAM).  To evaluate the glomerular size and 
mesangial matrix area,  6 (for glomerular size) and 12 
(for mesangial matrix index) glomeruli per animal (n＝
5) were examined.  The glomerular tuft area was 
measured by manually tracing the glomerular tuft using 
Photoshop software version 6 (Adobe systems,  San 
Jose,  CA,  USA) and Scion Image analysis software 
(Scion Corp.,  Frederick,  MD,  USA).  The mesangial 
matrix area was defined as the periodic acid-methe-
namine-positive area within the tuft area.  The mesan-
gial matrix index represented the ratio of the mesan-
gial matrix area divided by the tuft area,  as previously 
described [6].
　 Immunoperoxidase staining. Immunoperoxi-
dase staining was performed as previously described 
[4].  Fresh frozen sections were cut at a 4-µm thick-
ness using a cryostat.  The specific rat antibody to 
mouse macrophage (F4/80,  Jackson Immunoresearch 
Laboratories,  West Grove,  PA,  USA) was used as a 
primary antibody,  followed by a second reaction with 
biotin-labeled donkey anti-rat IgG antibody (Jackson 
Immunoresearch Laboratories).  Finally,  the avidin-
biotin coupling reaction was performed on the sections 
using a Vectastain Elite kit (Vector Laboratories,  
Burlingame,  CA,  USA).  The number of F4/80-
positive cells in a glomerulus was counted in 30 
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glomeruli per one animal in the section (n＝5).
　 Quantitative real-time RT-PCR. Total RNA 
was extracted from the renal cortex using an RNeasy 
Midi kit (Qiagen,  Valencia,  CA,  USA).  Single-strand 
complementary DNA (cDNA) was synthesized from the 
extracted RNA using a reverse transcription-PCR 
(RT-PCR) kit (Perkin Elmer,  Foster City,  CA,  
USA) according to the instructions provided by the 
manufacturer.  To evaluate mRNA expression of 
mouse platelet factor-4 (PF-4),  monocyte chemotactic 
protein (MCP)-1,  MCP-2,  MCP-5 and β-actin in the 
renal cortex,  we performed quantitative real-time 
RT-PCR using a Light Cycler and Light-Cycler-
FastStart SYBR Green 1 (Roche Diagnostics,  Tokyo,  
Japan).  After the addition of specific forward and 
reverse primers (0.3µM),  MgCl2 (3mM),  and template 
DNA to the master mix,  40 cycles of denaturation 
(95℃ for 10s),  annealing (62℃ for 10s),  and exten-
sion (72℃ for 6s) were performed.  To determine the 
specificity of each primer set,  melting curve analysis 
was performed.  Accumulated levels of fluorescence 
were analyzed by the fit-point method after melting 
curve analysis.  The mRNA expression levels of PF-4,  
MCP-1,  MCP-2,  and MCP-5 were normalized by  
β-actin in each sample,  and the relative expression 
ratios were calculated.  To amplify the cDNA,  the 
following oligonucleotide primers specific for mouse 
PF-4,  mouse MCP-1,  mouse MCP-2,  MCP-5 and 
mouse β-actin were used:
PF-4, forward 5ʼ　ATC CAT CTT AAG CAC ATC 

AC 3ʼ,
　　　reverse 5ʼ　ACT TTC TTA TAT AGG GGT 

GC 3ʼ
MCP-1, forward 5ʼ　AAG CTG TAG TTT TTG 

TCA CC 3ʼ
　　　　reverse 5ʼ　GGG CAG ATG CAG TTT 

TAA 3ʼ
MCP-2, forward 5ʼ　GAA GCT GTG GTT TTC 

CAG AC 3ʼ
　　　　reverse 5ʼ　TCA GGT GTG AAG GTT 

CAA GG 3ʼ
MCP-5, forward 5ʼ　ACC AGA TGC GGT GAG 

CAC 3ʼ
　　　　reverse 5ʼ　ATG GTC CTG AAG ATC 

ACA GC 3ʼ
β-actin, forward 5-CCTGTATGCCTCTGGTCGTA-3
　　　 reverse 5-CCATCTCCTGCTCGAAGTCT-3
　　　 (Nihon Gene Research Labs,  Sendai,  Japan).

　 Statistical analysis. The Mann Whitney-U test 
was used to analyze the real-time RT-PCR data and 
the Studentʼs t-test was used to analyze the other data.  
Data are expressed as median and interquartile ranges 
or mean and SE.  A p value＜0.05 was considered to 
denote the presence of a statistically significant differ-
ence.  A modified Fisherʼs exact test was used for the 
gene annotation procedure by The Database for 
Annotation,  Visualization,  and Integrated Discovery 
2.1 by the National Institute of Allergy and Infectious 
Disease ︿http://david.abcc.ncifcrf.gov/﹀.

Results

　 Metabolic data at the end of the 12-week 
observation period. Serum levels of creatinine 
and urea nitorogen (UN) were significantly higher in 
the Nx group than in the sham group.  There was no 
difference in body weight,  blood pressure and urinary 
albumin excretion (Table 1).
　 Light microscopy. Representative findings of 
glomeruli in PAM-stained sections are shown in Fig.  
1.  Greater mesangial matrix expansion was observed 
in the kidney of Nx group compared with the sham 
group (mesangial matrix index: 14.2 vs. 8.4ｵ,  p＜
0.01) (Fig. 1).  The mean value of glomerular size (tuft 
area) in Nx appeared higher than that in the sham 
group,  although there was no statistically significant 
difference (glomerular size: 4,298±114 vs. 4,098±
149µm2,  n.s. ).
　 Gene expression analysis by DNA microar-
ray. We identified 98 genes with a＞2.0 ratio of 
expression levels of the Nx group compared with those 
of the sham group.  Functional annotation of these 98 
genes revealed that their functions were related to the 
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Table 1　 Body weight,  blood pressure,  serum creatinine,  blood 
urea nitorogen,  urinary albumin excretion in 5/6 nephrectomized 
mice and sham operated mice at 12 weeks after operation

Sham operation 5/6 Nephrectomy

Body weight (g) 30.2±1.3 28.4±0.6
SBP (mmHg) 105±1.6 100±3.3
S-Cr (mg/dl) 0.15±0.01 0.23±0.03#

BUN (mg/dl) 26.9±0.9 47.3±2.8##

UAE (µg/day) 10.5±2.4 13.1±5.3
#p＜0.05 v.s sham operation,  ##p＜0.001 v.s sham operation
N＝6,  mean±SE.  Studentʼs t-test.



immune or inflammatory process: taxis,  immune 
response (Fig. 2).  These genes contained several 
inflammatory-related genes including chemokine 
(C-X-C motif) ligand 4 (CCL4,  platelet factor 4) and 
CCL12 (MCP-5) (Table 2).
　 Increased expression of chemokines in rem-
nant kidney by real-time RT-PCR. We exam-
ined the gene expression levels of PF-4,  MCP-5,  
MCP-1 and MCP-2 by real-time RT-PCR.  These 

genes were up-regulated in the remnant kidneys of 5/6 
nephrectomized mice as compared with sham-operated 
mice (Fig. 3).
　 Distribution of macrophages in the glomer-
uli. Immunostaining showed that the number of 
macrophages (F4/80-positive cell) was increased in the 
Nx group as compared with the sham group (Fig. 4).
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Fig. 1　 Periodic acid-methenamine silver (PAM) staining of kidney sections of sham-operated mouse (A) and 5/6 nephrectomized 
mouse (B).  PAM-staining of mouse glomeruli indicates glomerular hypertrophy and mesangial expansion in the kidneys of 5/6 nephrecto-
mized mice as compared with sham-operated mice.  C,  The mean value of glomerular size (tuft area) in Nx appears higher than that in the 
sham group,  although there is no statistically significant difference (N＝30,  n.s.  Mean±SE.) Studentʼs t-test; D,  Mesangial matrix index 
(MMI) at 12 weeks.  MMI,  calculated by the PAM-positive area in the tuft area,  was increased in 5/6 nephrectomized mouse compared 
with sham-operated mouse. (N＝60,  p＜0.01.  Mean±SE.) Studentʼs t-test.



Discussion

　 Glomerular hyperfiltration is considered to be a 
common mechanism leading to the development of 
glomerulosclerosis in immunological and nonimmuno-
logical human kidney diseases.  Subtotal renal ablation 
(5/6 nephrectomy) has been used as an animal model to 
explore the mechanism of glomerular hyperfiltrations 
[7].  Partial ablation of renal mass initiates the cycle 
of progressive renal injury in the remnant kidney 
associated with glomerular hypertrophy and systemic 

hypertension [8,  9].  Histopathological studies of 
remnant kidney tissue have revealed a complex 
response consisting primarily of 3 steps: the hyper-
trophic phase,  the quiescence phase with minimal 
histological alterations,  and the development of seg-
mental glomerular sclerosis and tubulointerstitial 
fibrosis [10,  11].  There have been many reports that 
various molecules are up-regulated during different 
periods in nephrectomized kidneys including hormones 
[12],  cytokines,  and growth factors [13-16],  growth 
factor receptors [14,  17],  transcription factors [18],  
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Fig. 2　 Functional annotation of the genes up-regulated in the kidneys from 5/6 nephrectomized mice as compared with sham-operated 
mice in DNA micro array.  (ratio＞2.0,  p＜0.0001.) Modified Fisherʼs exact test.

Table 2　 List of the upregulated genes in positive regulation of immune system process

GENBANK_ACCESSION (Gene name) Ratio
　NM_019932　platelet factor 4 4.22
　NM_010776　mannose-binding lectin (protein C) 2 4.20
　NM_011331　chemokine (C-C motif) ligand 12; similar to monocyte chemoattractant protein-5 3.48
　NM_011707　vitronectin 3.38
　J00544　　　immunoglobulin joining chain 3.05
　NM_020008　C-type lectin domain family 7,  member a 3.05
　NM_009139　chemokine (C-C motif) ligand 6 2.69
　NM_009777　complement component 1,  q subcomponent,  beta polypeptide 2.31
　NM_016982　pre-B lymphocyte gene 1 2.12
　NM_010188　Fc receptor,  IgG,  low affinity III 2.10
　NM_010185　Fc receptor,  IgE,  high affinity I,  gamma polypeptide 2.07
　NM_007574　complement component 1,  q subcomponent,  C chain 2.07
　NM_007574　complement component 1,  q subcomponent,  alpha polypeptide 2.07
　NM_007686　complement component factor I 2.02



cell-cycle regulators [19],  proto-oncogenes [20],  
vasoactive peptides [21-24],  adhesion molecules [5],  
extracellular matrix (ECM) glycoproteins [25],  
ECM-degrading proteases,  and their inhibitors [26].  
The mRNA expression of ECM glycoproteins,  is up-
regulated,  and the expansion of mesangial and inter-
stitial matrix and the accumulation of ECM glycopro-
teins has been observed by immunohistochemistry 
[27].  In the hypertrophic period associated with 
hyperfiltration,  numerous mediators are up-regulated 
in glomeruli and tubules and are believed to be 
involved in the progression of the subsequent glomeru-
losclerosis and the interstitial fibrosis.  Transforming 

growth factor-β (TGF-β) is one of the major media-
tors implicated in regulating the production and degra-
dation of matrix glycoproteins,  and the enhanced 
glomerular and interstitial expression is noted espe-
cially in the initial stage [13].  Other growth factors 
and their related receptors are also reported to be 
up-regulated in the kidney,  for example,  insulin-like 
growth factor-I (IGF-I) [14,  15],  EGF [14,  17],  
platelet-derived growth factors,  platelet-derived growth 
factor (PDGF) receptors [16],  and basic fibroblast 
growth factor (bFGF) [14].  Furthermore,  vasoactive 
peptides [22-24],  proto-oncogenes (c-fos and c-jun) 
[20],  and cyclin E [19] are also increased.  Our 
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Fig. 3　 Quantitative Realtime RT-PCR for MCP-5 (A),  Platelet factor-4 (B),  MCP-2 (C) and MCP-1 (D) (N＝5).  The horizontal lines in 
the box denote the 25th,  50th and 75th percentile values.  The error bars denote the 5th and 95th percentile values.  Mann Whitney-U test.  
Data are expressed as median and interquartile ranges.



group previously conducted a representational differ-
ence analysis of cDNA (cDNA-RDA) based on the 
PCR-based subtraction method using 5/6 nephrecto-
mized mouse [28].
　 In the present study,  we found that the known 
genes included kidney androgen-regulated protein,  
major urinary protein,  lysozyme M,  metalloprotei-
nase-3 tissue inhibitor,  chaperonin 10,  cytochrome 
oxidase I,  ε-sarcoglycan,  ribosomal protein S3a,  the 
G-proteinγ10 subunit,  and splicing factor 9G8.  Not all 
of the isolated known genes have been reported to be 
up-regulated in the nephrectomized mouse kidney,  
which suggests the possible role of androgen action,  
mitochondrial functions,  matrix metabolism,  cell-

matrix interactions,  and intracellular signaling events 
in the initiation of progressive renal injury of the 
remnant kidney.
　 Regardless of the information described above,  
data from the expression profiles of genes related to 
the inflammatory process have been insufficient to 
explore the therapeutic targets of non-immune medi-
ated glomerular diseases including diabetic nephropa-
thy.  We therefore,  applied a DNA microarray to 
screen the up-regulated genes related to the inflamma-
tory process in remnant kidney.  The 5/6 nephrecto-
mized mice showed glomerular hypertrophy and an 
increase in size of extracellular matrix in the glom-
eruli in our present study.  This finding is similar to 
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the pathological features of early-stage diabetic neph-
ropathy.  Immunostaining showed increased infiltration 
of macrophages in the glomeruli of remnant kidneys 
from 5/6 nephrectomized mice.  These findings are 
consistent with those in our previous study and sug-
gest that the inflammatory process is involved in the 
progression of hyperfiltration induced glomeruloscle-
rosis [4,  5].
　 DNA microarray demonstrated an increased 
expression of many kinds of genes related to the 
inflammatory process including CC chemokines; PF-4 
and MCP-5.  Realtime RT-PCR confirmed an up-regu-
lated expression of these 2 genes.  Realtime RT-PCR 
also demonstrated increased expression of MCP-1 and 
MCP-2 in the kidney tissues of 5/6 nephrectomized 
mice.  CC chemokines are well known to play a major 
role in the infiltration of monocytes and lymphocytes 
into inflammatory lesions.  MCP-1 is reported to pro-
mote macrophage migration into the renal tissue of 
experimental animal models of diabetic nephropathy 
and glomerulonephritis [29].  These results suggest 
that chemokines including PF-4,  and MCP-1,  2,  and 
5,  contribute to the inflammatory process in the 
development of kidney diseases and may be a common 
therapeutic target of kidney diseases.
　 In conclusion,  our current study indicates that 
many kinds of proinflammatory genes are up-regulated 
in remnant kidneys of 5/6 nephrectomized mice,  sug-
gesting the that inflammatory process is involved in the 
mechanism of glomrulosclerosis.  Chemokines including 
PF-4,  and MCP-1,  2,  and 5 are suggested to be 
involved in the inflammatory process during glomeru-
losclerosis and might be potential therapeutic targets 
of chronic kidney diseases.

Acknowledgments.　This study was supported in part by a Grant-in 
Aid for Scientific Research from the Ministry of Education,  Science,  
Culture,  Sports and Technology of Japan.

Rererences

 1. Furuta T,  Saito T,  Ootaka T,  Soma J,  Obara K,  Abe K and 
Yoshinaga K: The role of macrophages in diabetic gloerulosclero-
sis.  Am J Kidney Dis (1993) 21: 480-485.

 2. Shikata K and Makino H: Role of macrophages in the pathogene-
sis of diabetic nephropathy.  Contrib Nephrol (2001) 134: 46-54.

 3. Staunton DE,  Marlin SD,  Stratowa C and Dustin ML and Springer 
TA: Primary structure of ICAM-1 demonstrates interaction between 
members of the immunoglobulin and integrin supergene families.  
Cell (1988) 52: 925-933.

 4. Sugimoto H,  Shikata K,  Hirata K,  Akiyama K,  Matsuda M,  
Kushiro M,  Shikata Y,  Miyatake N,  Miyasaka M and Makino H:  
Increased expression of intercellular adhesion molecule-1 (ICAM-1) 
in diabetic rat glomeruli: glomerular hyperfiltration is a potential 
mechanism of ICAM-1 upregulation.  Diabetes (1997) 46: 2075-
2081.

 5. Miyatake N,  Shikata K,  Sugimoto H,  Kushiro M,  Shikata Y,  
Ogawa S,  Hayashi Y,  Miyasaka M and Makino H: Intercellular 
adhesion molecule 1 mediates mononuclear cell infiltration into rat 
glomeruli after renal ablation.  Nephron (1998) 79: 91-98.

 6. Okada S,  Shikata K,  Matsuda M,  Ogawa D,  Usui H,  Kido Y,  
Nagase R,  Wada J,  Shikata Y and Makino H: Intercellular adhe-
sion molecule-1-deficient mice are resistant against renal injury 
after induction of diabetes.  Diabetes (2003) 52: 2586-2593.

 7. Striker GE,  He CJ,  Liu ZH,  Yang DCW,  Zalups RK and Esposito 
C & Striker LJ: Pathogenesis of nonimmune glomerulosclerosis:  
Studies in animals and potential applications to humans.  Lab 
Invest (1995) 73: 596-605.

 8. Shimamura T and Morrison AB: A progressive glomerulosclerosis 
occurring in partial five-sixths nephrectomized rats.  Am J Pathol 
(1975) 79: 95-106.

 9. Hostetter TH,  Olson JL,  Rennke HG,  Venkatachalam MA and 
Brenner BM: Hyperfiltration in remnant nephrons: A potentially 
adverse response to renal ablation.  Am J Physiol (1981) 241: F85-
93.

10. Waldherr R and Gretz N: Natural course of the development of 
histological lesions after 5/6 nephrectomy.  Contrib Nephrol (1988) 
60: 64-72.

11. Fogo A and Ichikawa I: Evidence for the central role of glomerular 
growth promoters in the development of sclerosis.  Semin Nephrol 
(1989) 9: 329-342.

12. Mulroney SE,  Lumpkin MD,  Roberts CT Jr,  Leroith D and 
Haramati A: Effect of a growth hormone-releasing factor antago-
nist on compensatory renal growth,  insulin-like growth factor-I 
(IGF-I),  and IGF-I receptor gene expression after unilateral nephre-
ctomy in immature rats.  Endocrinology (1992) 130: 2697-2702.

13. Coimbra TM,  Carvalho A,  Fattori A,  Da Silva CGA and Lachat JJ:  
Transforming growth factor- production during the development of 
renal fibrosis in rats with subtotal renal ablation.  Int J Exp Pathol 
(1996) 77: 167-173.

14. Muchaneta-Kubara EC,  Sayed-Ahmed N and Nahas EI: Subtotal 
nephrectomy: A mosaic of growth factors.  Nephrol Dial Transplant 
(1995) 10: 320-327.

15. Hise MK,  Li L,  Mantzouris N and Rohan RM: Differential mRNA 
expression of insulin-like growth factor system during renal injury 
and hypertrophy.  Am J Physiol (1995) 269: F817-F824.

16. Floege J,  Burns MW,  Alprs CE,  Yoshimura A,  Pritzl P,  Gordon K,  
Seifert RA,  Bowen-Pope DF,  Couser WG and Johnson RJ:  
Glomerular cell proliferation and PDGF expression precede glomer-
ulosclerosis in the remnant kidney model.  Kidney Int (1992) 41:  
297-309.

17. Behrens MT,  Corbin AL and Hise MK: Epidermal growth factor 
receptor regulation in rat kidney: Two models of renal growth.  Am 
J Physiol (1989) 257: F1059-F1064.

18. Kuze K,  Sunamoto M,  Komatsu T,  Lehara N,  Takeoka H,  
Yamada Y,  Kita T and Doi T: A novel transcription factor is corre-
lated with both glomerular proliferation and sclerosis in the renal 
ablation model.  J Pathol (1997) 183: 16-23.

19. Shankland SJ,  Hamel P and Scholey JW: Cyclin and cyclin-
dependent kinase expression in the remnant glomerulus.  J Am Soc 
Nephrol (1997) 8: 368-375.

88 Acta Med.  Okayama　Vol.  65,  No.  2Sasaki et al.



20. Terzi F,  Ticozzi C,  Burtin M,  Motel V,  Beaufils H,  Laouari D,  
Assael BM and Kleinknecht C: Subtotal but not unilateral nephre-
ctomy induces hyperplasia and protooncogene expression.  Am J 
Physiol (1995) 268: F793-F801.

21. Wolf G,  Thaiss F,  Müller E,  Disser M,  Pooth R,  Zahner G and 
Stahl RA: Glomerular mRNA expression of angiotensinase A after 
renal ablation.  Exp Nephrol (1995) 3: 240-248.

22. Orisio S,  Benigni A,  Bruzzi I,  Corna D,  Perico N,  Zoja C,  Benatti 
L and Remuzzi G: Renal endothelin gene expression is increased 
in remnant kidney and correlated with disease progression.  Kidney 
Int (1993) 43: 354-358.

23. Junaid A,  Rosenberg ME and Hostetter TH: Interaction of angio-
tensin II and TGF- in the rat remnant kidney.  J Am Soc Nephrol 
(1997) 8: 1732-1738.

24. Bruzzi I,  Corna D,  Zoja C,  Orisio S,  Schiffrin EL,  Cavallotti D,  
Remuzzi G and Benigni A: Time cause and location of endothe-
lin-1 gene expression in a model of renal disease progression.  Am 
J Pathol (1997) 151: 1241-1247.

25. Ebihara I,  Suzuki S,  Nakamura T,  Fukui M,  Yaguchi Y,  Tomino Y 

and Koide H: Extracellular matrix component mRNA expression in 
glomeruli in experimental focal glomerulosclerosis.  J Am Soc 
Nephrol (1993): 1387-1398.

26. Koide H,  Nakamura T,  Ebuhara I and Tomino Y: Effect of unilat-
eral nephrectomy on gene expression of metalloproteinases and 
their inhibitors.  Nephron (1992) 75: 479-483.

27. Hubank M and Schatz DG: Identifying differences in mRNA expres-
sion by representational difference analysis of cDNA.  Nucleic Acid 
Res (1994) 22: 5640-5648.

28. Zhang H,  Wada J,  Kanwar YS,  Tsuchiyama Y,  Hiragushi K,  Hida 
K,  Shikata K and Makino H: Screening for genes up-regulated in 
5/6 nephrectomized mouse kidney.  Kidney Int (1999) 56: 549-
558.

29. Wada T,  Furuichi K,  Sakai N,  Iwata Y,  Yoshimoto K,  Shimizu M,  
Takeda SI,  Takasawa K,  Yoshimura M,  Kida H,  Kobayashi KI,  
Mukaida N,  Naito T,  Matsushima K and Yokoyama H: Up-regula-
tion of monocyte chemoattractant protein-1 in tubulointerstitial 
lesions of human diabetic nephropathy.  Kidney Int (2000) 58: 1492-
1499.

89Proinflammatory Genes in Remnant KidneyApril 2011




