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gi|51762951|ref|XP_485921.1| -------------------PSPSPMETSG-------------------CAPAEEYLCQAFSDVILA-VSDVDADDGADPNLCSEYVKDIYAYLRQLEEEQ--SVRPKYLQG-REVTGNMRAILIDWLIQVQMKFRLLQETMYMTVSIIDR   229
gi|28195398|ref|NP_758505.2| -------------------PSPSPMETSG-------------------CAPAEEYLCQAFSDVILA-VSDVDADDGADPNLCSEYVKDIYAYLRQLEEEQ--SVRPKYLQG-REVTGNMRAILIDWLIQVQMKFRLLQETMYMTVSIIDR   229
gi|25282457|ref|NP_741988.1| -------------------PSPSPMETSG-------------------CAPAEEYLCQAFSDVILA-VSDVDADDGGDPNLCSEYVKDIYAYLRQLEEEQ--SVRPKYLLG-REVTGNMRAILIDWLIQVQMKFRLLQETMYMTVSIIDR   222
gi|14327896|ref|NP_114172.1| -------------------ASPSPMETSG-------------------CAPAEEDLCQAFSDVILA-VNDVDAEDGADPNLCSEYVKDIYAYLRQLEEEQ--AVRPKYLLG-REVTGNMRAILIDWLVQVQMKFRLLQETMYMTVSIIDR   232
gi|114599953|ref|XP_517728.2| -------------------PSPSPMETSG-------------------CAPAEEDLCQAFSDVILA-VNDVDAEDGADPNLCSEYVKDIYAYLRQLEEEQ--AVRPKYLLG-REVTGNMRAILIDWLVQVQMKFRLLQETMYMTVSIIDR   335
gi|73988334|ref|XP_851164.1| -------------------PSPSPMETSG-------------------CAPAEEYLCQAFSDVILA-VNDVDAEDGADPNLCSEYVKDIYAYLRQLEEEQ--AVKPKYLLG-REVTGNMRAILIDWLVQVQMKFRLLQETMYMTVSIIDR   224
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gi|158293718|ref|XP_315059.4| YLQTMKTVPKKKLQLVGVTAMFIASKYEELFPPEIQDFVYITDDTYQKYQILEMEKEMVRTLDFNLGKPLPTHFLRRFSKAAKASDVNHVLAKYLIELASVDYST-AHYKPSEIAAAALYISLYLFPLTCNGGNGTSAIIWTKTLEHYTH   400
gi|24658583|ref|NP_726246.1| YLQVVKDTKRTYLQLVGVTALFIATKYEELFPPAIGDFVFITDDTYTARQIRQMELQIFKAIDCNLSRPLPIHFLRRYSKAAGAEDEHHTMSKYFIELASVDYEM-ATYRPSEIAAASLFLSLHLLNGNHRAGTGFNDRHWTPTLTFYSR   463
gi|51762951|ref|XP_485921.1| FMQNS-CVPKKMLQLVGVTAMFIASKYEEMYPPEIGDFAYVTNNTYTKHQIRQMEMKILRVLNFSLGRPLPLHFLCRASKVGEVDVEQHTLAKYLMELSMLDYDM-VHFAPSQIAAGAFCLALKILDNGE----------WTPTLQHYLS   367
gi|28195398|ref|NP_758505.2| FMQNS-CVPKKMLQLVGVTAMFIASKYEEMYPPEIGDFAFVTNNTYTKHQIRQMEMKILRVLNFSLGRPLPLHFLRRASKVGEVDVEQHTLAKYLMELSMLDYDM-VHFAPSQIAAGAFCLALKILDNGE----------WTPTLQHYLS   367
gi|25282457|ref|NP_741988.1| FMQDS-CVPKKMLQLVGVTAMFIASKYEEMYPPEIGDFAFVTNNTYTKHQIRQMEMKILRVLNFSLGRPLPLHFLRRASKIGEVDVEQHTLAKYLMELSMLDYDM-VHFAPSQIAAGAFCLALKILDNGE----------WTPTLQHYLS   360
gi|14327896|ref|NP_114172.1| FMQNN-CVPKKMLQLVGVTAMFIASKYEEMYPPEIGDFAFVTDNTYTKHQIRQMEMKILRALNFGLGRPLPLHFLRRASKIGEVDVEQHTLAKYLMELTMLDYDM-VHFPPSQIAAGAFCLALKILDNGE----------WTPTLQHYLS   370
gi|114599953|ref|XP_517728.2| FMQNN-CVPKKMLQLVGVTAMFIASKYEEMYPPEIGDFAFVTDNTYTKHQIRQMEMKILRALNFGLGRPLPLHFLRRASKIGEVDVEQHTLAKYLMELTMLDYDM-VHFPPSQIAAGAFCLALKILDNGE----------WTPTLQHYLS   473
gi|73988334|ref|XP_851164.1| FMQNN-CVPKKMLQLVGVTAMFIASKYEEMYPPEIGDFAFVTDNTYTKHQIRQMEMKILRSLNFGLGRPLPLHFLRRASKIGEVDVEQHTLAKYLMELSMLDYDM-VHFPPSQIAAGAFCLALKILDNGE----------WTPTLQHYLS   362
gi|73949659|ref|XP_850398.1| FMQNN-CVPKKMLQLVGVTAMFIASKYEEMYPPEIGDFAFVTDNTYTKHQIRQMEMKILRSLNFGLGRPLPLHFLRRASKIGEVDVEQHTLAKYLMELSMLDYDM-VHFPPSQIAAGAFCLALKILDNGE----------WTPTLQHYLS   362
gi|114052292|ref|NP_001039337.1| FMQDT-YVPKKMLQLVGVTAMFVASKYEEMYPPEIGDFAFVTDNTYTKFQIRQMEMKILRALNFSLGRPLPLHFLRRASKIGEVDVELHTLAKYLMELTMLDYDM-VHFPPSQIAAGAFCLALKVLDNGE----------WTPTLQHYLS   364
gi|20373137|ref|NP_571588.1| FLQDH-PVPKKQLQLVGVTAMFIASKYEEMYPPEIADFAFVTDRAYTTSQIREMEMKVLRVLNFGFGRPLPLQFLRRASKIGDVTAEHHTLAKYFLELTMVDYDM-VHYPPSQMASAAYALTLKVFNCGD----------WTPTLQHYMG   337
gi|15239938|ref|NP_196233.1| FLSVK-AVPKRELQLVGISALLIASKYEEIWPPQVNDLVYVTDNAYSSRQILVMEKAILGNLEWYLTVPTQYVFLVRFIKASMSDPEMENMVHFLAELGMMHYDT-LTFCPSMLAASAVYTARCSLNKSP---------AWTDTLQFHTG   383
gi|22330995|ref|NP_187759.2| FLSLK-TVPRRELQLVGVSALLIASKYEEIWPPQVNDLVYVTDNSYNSRQILVMEKTILGNLEWYLTVPTQYVFLVRFIKASGSDQKLENLVHFLAELGLMHHDS-LMFCPSMLAASAVYTARCCLNKTP---------TWTDTLKFHTG   360
gi|15235573|ref|NP_195465.1| FLSVK-PVPRKELQLVGLSALLMSAKYEEIWPPQVEDLVDIADHAYSHKQILVMEKTILSTLEWYLTVPTHYVFLARFIKASIADEKMENMVHYLAELGVMHYDTMIMFSPSMVAASAIYAARSSLRQVP---------IWTSTLKHHTG   367
gi|145615516|ref|XP_360272.2| FLSEK-VVQLDRLQLVGITAMFIASKYEEVMSPHVTNFRHVTDDGFSESEILSAERFILSTLNYDLSYPNPMNFLRRVSKADNYDTPCRTIGKYLMEISLLDHRF-LQYRPSLVAASAMALSRIILDRGE----------WDKTISYYSG   429
gi|32423039|ref|XP_331957.1| FLSEK-VVQLDRLQLVGITAMFVASKYEEVLSPHIANFRHVADDGFTEAEILSAERFILSTLNYDLSYPNPMNFLRRISKADNYDIQSRTLGKYLMEISLLDHRF-MPYRPSHVAAAAMYLARLILGRGE----------WDKTIAYYAG   441
gi|19111963|ref|NP_595171.1| FLSLR-VCSLNKLQLVGIAALFIASKYEEVMCPSVQNFVYMADGGYDEEEILQAERYILRVLEFNLAYPNPMNFLRRISKADFYDIQTRTVAKYLVEIGLLDHKL-LPYPPSQQCAAAMYLAREMLGRGP----------WNRNLVHYSG   404
gi|50307537|ref|XP_453748.1| FLCKE-LVQLEKLQLVGTACLFIASKYEEVYSPSVKHFAYETDGACDEEEIKEGEKFILKTLEFNLNYPNPMNFLRRISKADDYDIQSRTLAKYLLEISIVDFKF-IGILPSLCAAASMFLSRKMLGKGQ----------WDGNLIHYSG   475
gi|45184922|ref|NP_982640.1| FLGKE-LVQLEKLQLVGTACLFIASKYEEVYSPSVKHFAYETDGACDEEEIKEGEKFILKTLQFNLNYPNPMNFLRRISKADDYDIQSRTLAKYLLEISVVDFKF-IGILPSLCAAASMFLSRKMLGKGK----------WDGNLIHYSG   488
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gi|45184922|ref|NP_982640.1| GYSTTELAPICNMLMDYLVQPVVH-------DELFKKYASRRFMKASVISRQWAKKVM--------------TRSYDIMTLHETQTEY---------   555
gi|6325376|ref|NP_015444.1| GYTKEELAPVCHMIMDYLVSPIVH-------DEFHRKYQSRRFMKASIISVQWALKVR--------------KNGYDIMTLHE--------------   491
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