
                                                                                                                                                                                        
gi|85726470|ref|NP_648389.3| -MKSNVNQGGYAPPGFGSGFQPNAPPAEGFGYPPPTGGHNAPYPPAPGHPQPPPPTNYGFMPGPQPAGYAPVPQMPPYGEAPPYGAGQPPYMGGPG------------------------------------------GQPPYAGGPGGQ   107
gi|158294266|ref|XP_001688668.1| ---MNPQQQPQAP------YAPYAPQYQGYTDQPG-------YPPAGGG------------------GYPPAPYPPPGTQSPPAG-----YWGSP--------------------------------------------YPPAAPGYG-Q    66
gi|47086305|ref|NP_998031.1| ------MSGPGYP-------SPNQPP------------------------------------------YPMSQPGGHSMPPYPMGG----YGDP--------------------------------------------GQNAPPAGFQVG    47
gi|189521211|ref|XP_001923838.1| ------MSGPGYP-------SPNQPP------------------------------------------YPMSQPGGHSMPPYPMGG----YGDP--------------------------------------------GQNAPPAGFQVG    47
gi|6755873|ref|NP_035766.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|17105346|ref|NP_476542.1| MEKHGPPEHAAYPIP----QADYQGSQG----------------------------------------PYPGPQGPYPGPQGPYAGPQGPYPGPQGPY----------------------------AGPQGPYPGPQPGYPVPPGSYAGG    78
gi|10863877|ref|NP_066928.1| MDKQNSQMNASHP-------ETNLPVGY----------------------------------------PPQYPPTAFQGPPGYSG-----YPGP------------------------------------------QVSYPPPPAGHSGP    56
gi|114589689|ref|XP_001135229.1| -------MNASHP-------ETNLPVGY----------------------------------------PPQYPPTAFQGPPGYSG-----YPGP------------------------------------------QVSYPPPPAGHSGP    49
gi|73990684|ref|XP_854267.1| MEKQNGQMDAPHP-------GTNLPSGH----------------------------------------PPEYPSAAFQGPPGHMG-----YPGPQVGYPGPQVGYPGPQVGYPGPQPGYPGPQPGYPGPQPGYPGPQAGYSIPPADYLGA    98
gi|77735819|ref|NP_001029608.1| MDKQNVQMNPPHP-------GTNLT-----------------------------------------------------GPPGHIG-----YPGP------------------------------------------QAGYAVPPPGYASP    43
gi|118095086|ref|XP_001231237.1| -----MQANNPAP-------GPEFSNTG----------------------------------------YAPGNQPPYGHPQYAAG---NFYGTP-------------------------------------------AAGPYAFQAQPVG    52
gi|17511181|ref|NP_493321.1| -----------------------------------------------------------------------MDQ-LFYNGP-----------------------------------------------------------------PDYV    13
gi|193207156|ref|NP_503934.2| -----------------------------------------------------------------------MEQPLMPPAP-----------------------------------------------------------------PSYV    14
gi|193202560|ref|NP_492975.3| -----------------------------------------------------------------------MELPIISQQP---------------------------------------------------------------------    10
gi|71991275|ref|NP_492976.2| -----------------------------------------------------------------------MQQPVINQQPGYNPQ----------------------------------------------------GMNPVQQFEMHQ    27
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gi|85726470|ref|NP_648389.3| PPYVGGPGGQPHYGGGAPPPQAFGGYPPGPAGPGGPPNAFGGYPPGQPQQPIVTQPGMGPGMGPGMAPQGGPAGDWMSIPTG-----IPNCPRGLEYLTTIDQLLVKQKVELLEAFTGFETNNKFTIKNALGQKVYFAAEDNDCCTRNCC   252
gi|158294266|ref|XP_001688668.1| PPQMYAPN-QP-YGG--------GGYQPVMVQPGMP-----GHPP-----PVMGQP----------VPGG-----WMPIPQG-----IPNCPPGLEYLTAIDQLLVHQKVELLEAFTGFETANKYTVKNTLGQKVYWAMEDTGCCNRMCC   176
gi|47086305|ref|NP_998031.1| ---YQPVPDQPIMYQP--------GPVSPGPQPGQPYG--------------------------------------VPAAVPAPIAVPAGVPPGLEYLTQIDQILIHQKVELLEAFIGFETNNQYEIKNSLGQKIYSAKEKNDCCTRNCC   148
gi|189521211|ref|XP_001923838.1| ---YQPVPDQPIMYQP--------GPVSPGPQPGQPYG--------------------------------------VPAAVPAPIAVPAGVPPGLEYLTQIDQILIHQKVELLEAFIGFETNNQYEIKNSLGQKIYSAKEKNDCCTRNCC   148
gi|6755873|ref|NP_035766.1| ----------------------------------------------------------------------------MPAPPP-----PLNCPPGLEYLAQIDQLLVHQQIELLEVLTGFETNNKYEIKNSLGQRVYFAVEDTDCCTRNCC    69
gi|17105346|ref|NP_476542.1| DPSGFPVQHQPAYNH-------------PGGPGGTPW---------------------------------------MQAPPP-----PLDCPPGLEYLTQIDQILVHQQIELLEVLTGFETNNKYEIKNSLGQRVYFAVEDTDCCTRNCC   171
gi|10863877|ref|NP_066928.1| GPAGFPVPNQPVYNQP--------VYNQPVGAAGVPW---------------------------------------MPAPQP-----PLNCPPGLEYLSQIDQILIHQQIELLEVLTGFETNNKYEIKNSFGQRVYFAAEDTDCCTRNCC   154
gi|114589689|ref|XP_001135229.1| GPAGFPVPNQPVYNQP--------VYNQPVGAAGVPW---------------------------------------MPAPQP-----PLNCPPGLEYLSQIDQILIHQQIELLEVLTGFETNNKYEIKNSFGQRVYFAAEDTDCCTRNCC   147
gi|73990684|ref|XP_854267.1| GPVGFPVQHQPVYNQ-------------PGGPAGVPW---------------------------------------MPAPPP-----PLDCPPGLEYLSQIDQILIHQQIELLEVITGFETNNKYEIKNSFGQRIYFAAEDTDFCTRNCC   191
gi|77735819|ref|NP_001029608.1| GPVGFPVQHQPVTGH-------------PGAPTQVPW---------------------------------------MPAPLP-----PLNCPPGLEYLTQIDQLLIHQQIELLEVLIGFETNNKYEIKNSLGQRIYFAAEDTDCCTRNCC   136
gi|118095086|ref|XP_001231237.1| NPSGAAVP--PIQNQ----------------PPGAIW---------------------------------------MPIPPP-----LPNCPPGLEYLTQIDQILIHQQLELLEIFIGLESNNKYEIKNSLGQRVYFAAEDTDCCTRNCC   140
gi|17511181|ref|NP_493321.1| EIEDRAITTEPGASIQ--------------AAPGAIW---------------------------------------MEALPA-----IEGIPAGLEYLAYLDTVMVHQVKEVLEILTGWESKNKYAIRNKNGQQCYYAFEESNAWERQCC   105
gi|193207156|ref|NP_503934.2| ASQSQAITTQPGASIP--------------MPPGTIV---------------------------------------IEALPP-----VEGIPGGLEYLAYLDTIMVHQFLEPIEIRTGWETKNKYAIK----KICYQ--------KRQCC    94
gi|193202560|ref|NP_492975.3| -----LIPEQP---------------------P----------------------------------------------------------TTVLQLLTSLSKVEVHEIMQPVEILADWGTAKRYQIRNENGEQCYDVLEESDGSERRFC    76
gi|71991275|ref|NP_492976.2| QQHQQAITTQPGVFVQ--------------PAPGSVW---------------------------------------MPMPPA-----IQGVPTGLEYLTYLDTIMVHQIKELIEIVTDWETKNKYVLKNANGEQCYYAFEESGCCERQCC   119
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gi|85726470|ref|NP_648389.3| GPARPFDMRVFDNFQQEVIHMHRPLACSS-------CLFPCCLQSIEVSAPPGNVIGTIEQEWSICSPSFRILNHVGDTVMRIEGP-FCTFSLCGDVEFN-----VVSLTGE--KIGKISKQWSGLAREIFTDADFFGINFPLDLDVRMK   387
gi|158294266|ref|XP_001688668.1| GAARAFDMKILDTYQNEVLHFNRPLRCSS-------CWFPCCLQTMEVTAPPGNVIGYVEQDWSILTPQFSIKNQNGETVLKISGP-FCTFSICGDVEFE-----VLSTNGT--QVGKISKQWSGLGREMFTDADHFGINFPMDLDVRVK   311
gi|47086305|ref|NP_998031.1| GALRSFDMKIKDNMDREVIRLIRPYRCVS-------CWCPCCLQEMEIQAPPGTPIGYVKQDWHPCYPKFSIMGPNKETVMKLEGP-CMACNCCGDVHFE-----LKGKDGTGKPIGRISKQWTGLLKEVFTDADNFGIQFPLDMDVKMK   285
gi|189521211|ref|XP_001923838.1| GALRSFDMKIKDNMDREVIRLIRPYRCVS-------CWCPCCLQEMEIQAPPGTPIGYVKQDWHPCYPKFSIMGPNKETVMKLEGP-CMACNCCGDVHFE-----LKGKDGTGKPIGRISKQWTGLLKEVFTDADNFGIQFPLDMDVKMK   285
gi|6755873|ref|NP_035766.1| GASRPFTLRILDNLGREVMTLERPLRCSS-------CCFPCCLQEIEIQAPPGVPVGYVTQTWHPCLPKFTLQNEKKQDVLKVVGP-CVVCSCCSDIDFE-----LKSLDEE-SVVGKISKQWSGFVREAFTDADNFGIQFPLDLDVKMK   205
gi|17105346|ref|NP_476542.1| GASRPFTLRILDNMGREVMTLERPLRCSS-------CCFPCCLQEIEIQAPPGVPVGYVIQTWHPCLPKFTLQNEKRQDVLKVVGP-CVVCSCCSDIDFE-----LKSLDEE-SVVGKISKQWSGFVREAFTDADNFGIQFPLDLDVKMK   307
gi|10863877|ref|NP_066928.1| GPSRPFTLRIIDNMGQEVITLERPLRCSS-------CCCPCCLQEIEIQAPPGVPIGYVIQTWHPCLPKFTIQNEKREDVLKISGP-CVVCSCCGDVDFE-----IKSLDEQ-CVVGKISKHWTGILREAFTDADNFGIQFPLDLDVKMK   290
gi|114589689|ref|XP_001135229.1| GPSRPFTLRIIDNMGQEVITLERPLRCSS-------CCCPCCLQEIEIQAPPGVPIGYVIQTWHPCLPKFTIQNEKREDVLKISGP-CVVCSCCGDVDFENDDIKIKSLDEQ-CVVGKISKHWTGILREAFTDADNFGIQFPLDLDVKMK   288
gi|73990684|ref|XP_854267.1| GASRPFTIRILDNMGQEVITLERPLRCGS-------CCCPCCLQEIEIQAPPGVPVGYVNQTWHPCLPKFTIQNERREDVLKITGP-CLVCSCCADVDFE-----IKSLDEE-NVVGKISKQWTGLVREAFTDTDNFGIQFPLDLDVKMK   327
gi|77735819|ref|NP_001029608.1| GPSRPFTMRILDNMGREVITLERPLRCTS-------CCFPCCLQEIEIQAPPGVPVGYVTQTWHPCLPKFTIQNERREDVLRISGP-CVICSCCADIDFE-----VKSLDDK-YVVGKISKHWTGLIKELFTDVDNFGIQFPLDLDVKMK   272
gi|118095086|ref|XP_001231237.1| GPARPFTIKIMDNLGHEVIRLERPLRCSS-------CLFPCCLQEIEIQAPPGTPVGYVVQNWHPCLPKFTIQDEKRMDVLKISGP-CVVCSCCEDVNFE-----VKSLDEV-SNVGRISKQWSGFLKEAFTDTDNFGVSFPMDLDVKMK   276
gi|17511181|ref|NP_493321.1| GSQRGFTMHIVDNFNKNVLIVKRELRCCADSFCGCLLGL---QNICTIESLSTGLLGTVLQGYGCTNSFYNILDKDGNLIFLVDGQGCCTSCCCEDKDFT-----IKTPDSS-VPIGSITKKWGGLLREAFTDADTFAVTFPIDLDVKLK   246
gi|193207156|ref|NP_503934.2| GAERAFVMHIVDNFNKEVLTVKRERHCCG---CCCWLGS---TNKSTIESPSMGLLGTVLLGHGCTNSHCNVLDKDEELLFLVDGQGCCTYCCCDDKAFT-----IKTPDTY-KRIGAITKKWGGIIREAYTDADTFAVTFPADLDVKAK   232
gi|193202560|ref|NP_492975.3| GSQRGFVMHINNALKAEVLTVKREFRCCGGCCYGCCACVGCCQHDCVVESPTLGTLGTIRQRFGFLTTSFDVMDGKGARIFRIEIP-FWKLMGFQDKEFS-----IKNIDDG-TEIGKIIRKTARLAGEPIV-FKKYTINFPTDLDVKLK   218
gi|71991275|ref|NP_492976.2| GPQRGFVMHIVDNFKREVLTIKREFKCCGGGCCGCLACIGCCQQECIIETPSMGVLGIIRQRCGCMSSNYDIMDGDGNVIFQIDGPCCCMLCGCQDKEFP-----IKTANNG-TVVGAITKKWGGCFREAFTDADTFAVNFPGDLDVKLK   263
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gi|85726470|ref|NP_648389.3| AVLLGATFLIDAMFFEKAGNQETDRPGML-------------   416
gi|158294266|ref|XP_001688668.1| ATLLGALFLIDYMFFEKSGNKEQDRPGMF-------------   340
gi|47086305|ref|NP_998031.1| AVLMGTCFLIDFMFFEKVGDTNQ-RNTVFS------------   314
gi|189521211|ref|XP_001923838.1| AVLMGTCFLIDFMFFEKVGDTNQ-RNTVFS------------   314
gi|6755873|ref|NP_035766.1| AVMLGACFLIDFMFFERTGNEEQ-RSGAWQ------------   234
gi|17105346|ref|NP_476542.1| AVMLGACFLIDFMFFERTGNEEQ-RSGVW-------------   335
gi|10863877|ref|NP_066928.1| AVMIGACFLIDFMFFESTGSQEQ-KSGVW-------------   318
gi|114589689|ref|XP_001135229.1| AVMIGACFLIDFMFFESTGSQEQ-KSGVW-------------   316
gi|73990684|ref|XP_854267.1| AVMLGACFLIVSLFLLILGLEAL-FSVILK------------   356
gi|77735819|ref|NP_001029608.1| AVMLGACFLIDFMFFEMTRGE---------------------   293
gi|118095086|ref|XP_001231237.1| AVMLGACFLIDFMFFESIGDSHQ-RTGVWQ------------   305
gi|17511181|ref|NP_493321.1| AILLGATFLID--FVEFENNN---------------------   265
gi|193207156|ref|NP_503934.2| ALLLATTFVID--FAEFESSG---------------------   251
gi|193202560|ref|NP_492975.3| AVLMGATFLIVNNFLEFQQIHDVDESTIGCGGSSYVRCCPIC   260
gi|71991275|ref|NP_492976.2| GVLIGATFLID--FMEFEQQSQNRNN----GGAYYSSS----   295
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