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Fig, 2

                                          *   *  *                                *                
hMATE1   MEAPEEPAPVRGGPEATLEVRGSRCLRLSAFREELRALLVLAGPAFLVQLMVFLISFISSVFCGHLGKLELDAVTLAIAVINVTGVSVGF  90
hMATE2   MDSLQDTVALDHGGCCPALSR----LVPRGFGTEMWTLFALSGPLFLFQVLTFMIYIVSTVFCGHLGKVELASVTLAVAFVNVCGVSVGV  86
NorM     ---------------------------MHRYKEEASSLIKLATPVLIASVAQTGMGFVDTVMAGGVSATDMAAVSVASSIWLPS-ILFGI  62

         **  *      *  **          *      **   *     * ** ** *          *  *    *   *   * 
hMATE1   GLSSACDTLISQTYGSQNLKHVGVILQRSALVLLLCCFPCWALFLNTQHILLLFRQDPDVSRLTQTYVTIFIPALPATFLYMLQVKYLLN 180
hMATE2   GLSSACDTLMSQSFGSPNKKHVGVILQRGALVLLLCCLPCWALFLNTQHILLLFRQDPDVSRLTQDYVMIFIPGLPVIFLYNLLAKYLQN 176
NorM     GLLMALVPVVAQLNGSARREKIPFEIQQGVVLALLISIPIIGVLLQTQFILQLMDVEAVMAGKTVGYIHAVIFAVPAFLLFQTLRSFTDG 152

                                                  *    *      *   *            **  *   *  *
hMATE1   QG------------------------------------IVLPQIVTGVAANLVNALANYLFLH----QLHLGVIGSALANLISQYTLALL 230
hMATE2   QGWLKGQEEESPFQTPGLSILHPSHSHLSRASFHLFQKITWPQVLSGVVGNCVNGVANYALVS----VLNLGVRGSAYANIISQFAQTVF 262
NorM     MS------------------------------------LTKPAMVIGFIGLLLNIPLNWIFVYGKFGAPELGGVGCGVATTIVYWVMFAL 206

         *  *                             *  *       *         *   *      *            * *
hMATE1   LFLYILG--KKLHQATWGGWSLECLQDWASFLRLAIPSMLMLCMEWWAYEVGSFLSGILGMVELGAQSIVYELAIIVYMVPAGFSVAASV 318
hMATE2   LLLYIVL--KKLHLETWAGWSSQCLQDWGPFFSLAVPSMLMICVEWWAYEIGSFLMGLLSVVDLSAQAVIYEVATVTYMIPLGLSIGVCV 350
NorM     LLAYVMTSSRLKSINVFGEYHKPQWKAQVRLFKLGFPVAAALFFEVTLFAVVALLVSPLGPIIVAAHQVAINFSSLVFMLPMSVGAAVSI 296

         ***  **      *                                 *     * *         *     *      * ***
HuMATE1  RVGNALGAGDMEQARKSSTVSLLITVLFAVAFSVLLLSCKDHVGYIFTTDRDIINLVAQVVPIYAVSHLFEALACTSGGVLRGSGNQKVG 408
HuMATE2  RVGMALGAADTVQAKRSAVSGVLSIVGISLVLGTLISILKNQLGHIFTNDEDVIALVSQVLPVYSVFHVFEAICCVYGGVLRGTGKQAFG 440
NorM     RVGHRLGEENVDGARVASRVGIMVGLALATITAIITVLSRELIAELYTNNPEVISLAMQLLLFAAVYQCTDAVQVIAAGALRGYKDMRAI 386

              * *   *** *  *             * * *                  * *
hMATE1   AIVNTIGYYVVGLPIGIALM----FATTLGVMGLWSGIIICTVFQAVCFLGFIIQLNWKKACQQAQVHAN-LKVNNVPRSGNSALPQDPL 493
hMATE2   AAVNAITYYIIGLPLGILLT----FVVRMRIMGLWLGMLACVFLATAAFVAYTARLDWKLAAEEAKKHSGRQQQQRAESTATRPGPEKAV 526
NorM     FNRTFIAYWILGLPTGYILGRTDWIVEPMGAQGFWLGFIIG---LTAAALMLGVRLRWMHRQEPDVQLNFSLQ----------------- 456

                           
hMATE1   HPGCPENLEGILTNDVGKTGEPQSDQQMRQEEPLPEHPQDGAKLSRKQLVLRRGLLLLGVFLILLVGILVRFYVRIQ              570
hMATE2   LSSVATGSSPGITLTTYSRSECHVD-FFRTPEEAHALSAPTSRLSVKQLVIRRGAALGAASATLMVGLTVRILATRH              602
NorM     -----------------------------------------------------------------------------              456
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             **  *                         * *         *  **  **** ** *** ****  ** ******* ********  * 
Human MATE1  MEAPEEPAPVRGGPEATLEVR---------GSRCLRLSAFREELRALLVLAGPAFLVQLMVFLISFISSVFCGHLGKLELDAVTLAIAVI  81
Mouse MATE1  MERTEESAPGPGGADAASERR---------GLRCLLLPGFLEELRALLVLAGPAFLAQLMMFLISFISSVFCGHLGKLELDAVTLAIAVI  81
Mouse MATE2  MEPAEDSLGATIQPPELVRVPRGRSLRILLGLRGALSPDVRREAAALVALAGPVFLAQLMIFLISIVSSIFCGHLGKVELDAVTLAVSVV  90

             **** *** ** ****** **  *  *** *******  * ********** * **   *** ****** ** * ** * ****** ** 
Human MATE1  NVTGVSVGFGLSSACDTLISQTYGSQNLKHVGVILQRSALVLLLCCFPCWALFLNTQHILLLFRQDPDVSRLTQTYVTIFIPALPATFLY 171
Mouse MATE1  NVTGISVGHGLSSACDTLISQTYGSQNLKHVGVILQRGTLILLLCCFPCWALFINTEQILLLFRQDPDVSRLTQTYVMIFIPALPAAFLY 171
Mouse MATE2  NVTGISVGTGLASACDTLMSQSFGGKNLKRVGVILQRGILILLLCCFPCWAIFLNTERLLLLLRQDPDVARLAQVYVMICIPALPAAFLF 180

              **  **  ***  **   * *** **   *   *  * *** *** **  **  *   ****      *  *****  ** * * *  *
Human MATE1  MLQVKYLLNQGIVLPQIVTGVAANLVNALANYLFLHQLHLGVIGSALANLISQYTLALLLFLYILGKKLHQATWGGWSLECLQDWASFLR 261
Mouse MATE1  TLQVKYLLNQGIVLPQIMTGIAANLVNALANYVFLYHLHLGVMGSALANTISQFALAIFLFLYILWRRLHQATWGGWSWECLQDWASFLR 261
Mouse MATE2  QLQTRYLQSQGIIMPQVIVGIAANVVNVGMNAFLLYALDLGVVGSAWANTTSQFFLSALLFLYVWWKRIHIHTWGGWTRECFQEWSSYTR 270

             ****** * * ***  * * ** *     *****   ****   ** * ** *** **********   **  *    *      *    
Human MATE1  LAIPSMLMLCMEWWAYEVGSFLSGILGMVELGAQSIVYELAIIVYMVPAGFSVAASVRVGNALGAGDMEQARKSSTVSLLITVLFAVAFS 351 
Mouse MATE1  LAIPSMLMLCIEWWAYEVGSFLSGILGMVELGAQSITYELAIIVYMIPSGFSVAANVRVGNALGAGNIDQAKKSSAISLIVTELFAVTFC 351
Mouse MATE2  LAIPSMFMVCIEWWTFEIGTFLAGLVNVTELGAQAVIYELASVAYMVPFGFGVAASVRVGNALGAGNADQARCSCTTVLLCAGVCALLVG 360

              **   ** * **** * **  ** ** ** *  ***  ** * ** *** * ** **  * ****  * ***  ****  **  *** *
Human MATE1  VLLLSCKDHVGYIFTTDRDIINLVAQVVPIYAVSHLFEALACTSGGVLRGSGNQKVGAIVNTIGYYVVGLPIGIALMFATTLGVMGLWSG 441
Mouse MATE1  VLLLGCKDLVGYIFTTDRDIVALVAQVIPIYAVSHLFEGLACTCGGILRGTGNQKVGAIVNAIGYYVIGLPIGIALMFAAKLGVIGLWSG 441
Mouse MATE2  ILLAALKDVVAYIFTNDKDIISLVSQVMPIFAPFHLFDALAGTCGGVLRGTGKQKIGAVLNTIGYYGFGFPIGVSLMFAAKLGIIGLWAG 450

              * *   *    *  *   **     **** * **                  *    *        *                       
Human MATE1  IIICTVFQAVCFLGFIIQLNWKKACQQAQVHANLKVNNVPRSGNSALPQDPLHPGCP-ENLEGILTNDVGKTGEPQSDQQMRQEEPLPEH 530 
Mouse MATE1  IIICTTCQTTCFLAFIARLNWKRACQQAQVHANLKVN---VALNSAVSHEPAHPVCP-ESHGEIMMTDLEKK---RRDSVGPADEPATSF 524
Mouse MATE2  LIVCVSFQAFSYLIYILRTNWSRVAEQAQVRAGLKST------KELIPTPADLPILEREVMDGVILPDIIRP-ESQTGQLVVEENSQCAV

                       *                             
Human MATE1  PQDGAKLSRKQLVLRRGLLLLGVFLILLVGILVRFYVRIQ 570
Mouse MATE1  AYP----SKGQQ---------------------------- 532
Mouse MATE2  PTVGEVLTGRQLVFYRGMALTVSVAVLIAGIVVRVFNDRG 573
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