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gi|6680644|ref|NP_031430.1| MGPRALSPLASLRLRWLLACGLLGPVLEAGRPDLEQTVHLSSYEIITPWRLTRERREALGPSSQQ--ISYVIQAQGKQHIIHLERNT-------DLLPNDFVVYTYDKEGSLLSDHPNVQSHCHYRGYVEGVQNSAVAVSACFGLRGLLH   150
gi|62339281|ref|NP_001014772.1| MGPRALSPLASLRLRWLLACGLLGPVLEAGRPDSEQTVHLSSYEIVTPWRLSRERREALRPSSKQ--ISYVIQAQGKQHIIHLERNT-------DLLPNDFVVYTYDEEGSLLSDHPNVQSHCHYRGYVEGVPNSAVAVSACFGLRGLLH   150
gi|4501915|ref|NP_003807.1| MGSGARFPSGTLRVRWLLLLGLVGPVLGAARPGFQQTSHLSSYEIITPWRLTRERREAPRPYSKQ--VSYVIQAEGKEHIIHLERNK-------DLLPEDFVVYTYNKEGTLITDHPNIQNHCHYRGYVEGVHNSSIALSDCFGLRGLLH   150
gi|114619853|ref|XP_519719.2| MGSGARFPSGTLRVRWLLLLGLVGPVLGAARPGFQQTSHLSSYEIITPWRLTRERREAPRPYSKQ--VSYVIRAEGKEHIIHLERNK-------DLLPEDFVVYTYNKEGTLISDHPNIQNHCHYRGYVEGVHNSSIALSDCFGLRGLLH   150
gi|73979290|ref|XP_532798.2| MGSGAGSPFGVFRLQWLLLFGTVGPVLGGARPGFQQTSHLSSYEIITPWRLTRERREAPRPYSEQ--VSYIIQAEGKEHIIHLERNKGVFSPSPGFLPRDFVVYTYNKEGALISDHPDVQNHCHYRGYVEGISNSSIALSDCFGLRGLLH   150
gi|194679248|ref|XP_614306.4| ---------------MTFMLG----------EGFQQTSHLSSYEIITPWKLTRERREAPRPFSEQ--VSYVIQAEGKEHIIHLERNK-------DLLPKDFVVYTYNKEGALISDHPSIQNHCHYRGYVEGTYDSSIALSDCFGLRGLLH   150
gi|71897213|ref|NP_001026567.1| MARAARSCLCRLLLLLLLLAAPALP----GPAGFQEISQLSSYEVIIPQKLGRERRETSNASSTQDKVSYAIEIEGKEYTIHLEKNK-------DLLPKDFTVYTYNKEGKLQSEYPDVQDHCYYQGYVEGILDSVVAVSTCSGLRGLVT   150
gi|292617167|ref|XP_002663261.1| ---------------------------------------------------------------------------------------------------------------------MLLDHCHYSGYIEDVEGSSAALSLCSGLRGVIH   150
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gi|6680644|ref|NP_031430.1| LENASFGIEPLHNSSHFEHIFYPMDGIHQEPLRCGVSNRDTEKEGTQGDEEEHPSVTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMIRLANYLDSMYIMLNIRIVLVGLEIWTDRNPINIIGGAGDVLGNFVQWREKF   300
gi|62339281|ref|NP_001014772.1| LENASFGIEPLHNSSHFEHVFYPMDDVHQEPLRCGVSNRDTEQEATQGEEEEHPSVTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMIRLANYLDSMYIMLNIRIVLVGLEIWTDRNPINIIGGAGDVLGNFVQWREKF   300
gi|4501915|ref|NP_003807.1| LENASYGIEPLQNSSHFEHIIYRMDDVYKEPLKCGVSNKDIEKETAKDEEEEPPSMTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMILLANYLDSMYIMLNIRIVLVGLEIWTNGNLINIVGGAGDVLGNFVQWREKF   300
gi|114619853|ref|XP_519719.2| LENASYGIEPLQNSSHFEHIIYRMDDVYKEPLKCGVSNKDIEKETAKDEEEEPPSMTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMILLANYLDSMYIMLNIRIVLVGLEIWTNGNLINIVGGAGDVLGNFVQWREKF   300
gi|73979290|ref|XP_532798.2| IENVSYGIEPLQNSSHFEHIFYRMDDVHKEPLKCGVSNKDMEKETTNYEEEEPLSVTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMIRLANYLDSMYIMLNIRIVLVGLEIWTNGNLINIIGGAGDVLGNFVQWREKF   300
gi|194679248|ref|XP_614306.4| IENVSYGIEPLQNSSHFEHIFYRMDDVHQEPLKCGVSNKVMEEETTKDEEEEHPSITQLLRRKRDILPQTRYVELFIVVEKEKYDNMGKNQTAVREEMISLANYLDSMYIMLNIRIVLVGLEIWTNENLISMAGGAGDVLSNFVQWREKF   300
gi|71897213|ref|NP_001026567.1| IGNVTYGIEPMDSSSGSEHIVYSLDNVKKEPSMCGVMTEGHE-EGEHTGENHHPSMTQLLRKKRAILHQTRYVELFIVVDKEKFEDFGKSETEVREHMVQLANFLDSMYIMLNIHIVLVGLEIWKYENIISTDGGAGDVLANFVQWREKN   300
gi|292617167|ref|XP_002663261.1| TEGTSFGIEPLEGSSSDEHLVYRLEDVQTQPLNCGTP------HSYNHDDQSSPRLTRQVRRKRAVLHQTHYVELLMVVDNERYNYKNRNHTAVREEVVQIANYVDSMYIPLNIRIVLVGLEIWNMQNLINIDGSAGEVLSRFTQWREKE   300
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gi|6680644|ref|NP_031430.1| LITRRRHDSAQLVLKKGFGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRECFCGAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGSCLLNIPKPDEAYSAPSCGNKLVDPGEECDCGTAKECEVDPC   450
gi|62339281|ref|NP_001014772.1| LITRRRHDSAQLVLKKGFGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRECFCAAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGSCLLNIPKPDEAYSAPSCGNKLVDPGEECDCGTPKECELDPC   450
gi|4501915|ref|NP_003807.1| LITRRRHDSAQLVLKKGFGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRDCSCGAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGNCLLNIPKPDEAYSAPSCGNKLVDAGEECDCGTPKECELDPC   450
gi|114619853|ref|XP_519719.2| LITRRRHDSAQLVLKKGFGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRDCSCGAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGNCLLNIPKPDEAYSAPSCGNKLVDAGEECDCGTPKECELDPC   450
gi|73979290|ref|XP_532798.2| LITRRRHDSAQLVLKKGFGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRDCFCGAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGNCLLNIPKPDEAYSAPFCGNKLVDPGEECDCGTPKECESDPC   450
gi|194679248|ref|XP_614306.4| LITRRRHDSAQLILKRGFGGTAGMAFVGTVCSRSHAGGINVFGQIPVEKFASIVAHELGHNLGMSHDDGRGCHCPVKSCIMNSGASGSKNFSSCSADDFEKLTLNKGGNCLLNIPKGDEAYSAPSCGNKLVDPGEECDCGSPKECELDPC   450
gi|71897213|ref|NP_001026567.1| LVLRRRHDSAQFVLKKGFGGTAGMAYVGTVCSKSHAGGINVFGKISIQMFASIMAHELGHNLGMNHDDERVCHCGASSCIMSSGASGSRNFSSCSAEDFEKLTLNKGGSCLLNVPRPDETYSIPYCGNKLVDMGEECDCGSPKECENDPC   450
gi|292617167|ref|XP_002663261.1| LVHRRRHDSAQLILKKGFGGTAGMAFVGTACSRSHGGGINAFTNNNVMSFASIVAHELGHNLGMNHDDGRNCKCDVTHCIMNSGATGSCNFSSCSADDFEKMILNSGGRCLLNIPRPDEAYSAPFCGNKLVDVGEECDCGSEEECEKDPC   450
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gi|6680644|ref|NP_031430.1| CEGSTCKLKSFAECAYGDCCKDCQFLPGGSMCRGKTSECDVPEYCNGSSQFCPPDVFIQNGYPCQNSKAYCYNGMCQYYDAQCQVIFGSKAKAAPRDCFIEVNSKGDRFGNCGFSGSEYKKCATGNALCGKLQCENVQDMP-VFGIVPAI   600
gi|62339281|ref|NP_001014772.1| CEGSTCKLKSFAECAYGDCCKDCQFLPGGSMCRGKTSECDVPEYCNGSSQFCPPDVFIQNGYPCWNSKAYCYNGVCQYYDAQCQVIFGSKAKAAPRDCFIEVNSKGDRFGNCGVSGSNYKTCATGNALCGKLQCENVQEMP-VFGIVPAI   600
gi|4501915|ref|NP_003807.1| CEGSTCKLKSFAECAYGDCCKDCRFLPGGTLCRGKTSECDVPEYCNGSSQFCQPDVFIQNGYPCQNNKAYCYNGMCQYYDAQCQVIFGSKAKAAPKDCFIEVNSKGDRFGNCGFSGNEYKKCATGNALCGKLQCENVQEIP-VFGIVPAI   600
gi|114619853|ref|XP_519719.2| CEGSTCKLKSFAECAYGDCCKDCRFLPGGTLCRGKTSECDVPEYCNGSSQFCQPDVFIQNGYPCQNNKAYCYNGMCQYYDAQCQVIFGSKAKAAPKDCFIEVNSKGDRFGNCGFSGNEYKKCATGNALCGKLQCENVQEIP-VFGIVPAI   600
gi|73979290|ref|XP_532798.2| CEGTTCKLKSSAECAYGDCCKDCWFLPGGTLCRGKTNECDVPEYCNGSSQFCQPDVFIQNGYPCQNNKAYCYNGMCQYYDAQCQVIFGSKAKAAPRDCFIDVNSKGDRFGNCGFSGNEYKKCATGNALCGKLQCENVQDMP-VFGIVPAI   600
gi|194679248|ref|XP_614306.4| CEGKTCKLKSFAECAYGACCQDCRFRPGGTLCRGKTNECDVPEYCNGSSQFCQPDVFIQNGYPCQNNKAYCYNGMCQYYDAQCQVIFGSKAKAAPKECFLDVNSKGDRFGNCGFSGHEYKKCAIGNALCGKLQCENVQQLP-VFGVVPAI   600
gi|71897213|ref|NP_001026567.1| CEPGTCRLRPTAECAYGDCCKNCRILPGGTECRASNNECDLPEYCNGTSQFCQPDFTVQNGHPCHNEEAYCYNGVCQYYDAQCQDIFGSKAKAAPNICFAKVNSKGDRFGNCGFHGHDYKKCSSWNAMCGKLQCENVETMP-VFGIKPAI   600
gi|292617167|ref|XP_002663261.1| CEAKTCKLRSGAQCAYGVCCKNCRFLPGGSVCRSSTDECDLAEYCNGSSALCQNDVFKQDGHPCKQDTAYCYNGQCQHYDTQCQNIFGKKAKAAPELCFKDVNSKGDRFGNCGYHSSGFKKCESRNAMCGKLQCENVFSLSVIFGIKPAR   600
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gi|6680644|ref|NP_031430.1| IQTPSRGTKCWGVDFQLGSDVPDPGMVNEGTKCDAGKICRNFQCVNASVLNYDCDIQGKCHGHGVCNSNKNCHCEDGWAPPHCDTKGYGGSVDSGPTYNAKSTALRDGLLVFFFLIVPLVAAAIFLFIKRDELRKT-FRKKRSQ--MSDG   750
gi|62339281|ref|NP_001014772.1| IQTPSRGTKCWGVDFQLGSDVPDPGMVNEGTKCDAGKICRNFQCVNASVLNYDCDIQGKCHGHGVCNSNKNCHCEDGWAPPHCDTKGYGGSVDSGPTYNAKSTALRDGLLVFFFLIIPLVAAAFFLFIKRDELRKT-FRKKRSQ--MSDG   750
gi|4501915|ref|NP_003807.1| IQTPSRGTKCWGVDFQLGSDVPDPGMVNEGTKCGAGKICRNFQCVDASVLNYDCDVQKKCHGHGVCNSNKNCHCENGWAPPNCETKGYGGSVDSGPTYNEMNTALRDGLLVFFFLIVPLIVCAIFIFIKRDQLWRSYFRKKRSQTYESDG   750
gi|114619853|ref|XP_519719.2| IQTPSRGTKCWGVDFQLGSDVPDPGMVNEGTKCGAGKICRNFQCVDASVLNYDCDVQKKCHGHGVCNSNKNCHCENGWAPPNCETKGYGGSVDSGPTYNEMNTALRDGLLVFFFLIVPLIVCAIFIFIKRDQLWRSYFRKKRSQTYESDG   750
gi|73979290|ref|XP_532798.2| IQTPSKGTKCWGVDFQLGSDVPDPGMVNEGTRCDNGKICRNFQCVNASVLNYDCDIQKKCHGHGVCNSNKNCHCENGWAPPNCETKGYGGSVDSGPTYNEKNTALRDGLLVFFFLIVPLIVCAAFVFIKRDQLWRSYFQKKRSQTYESDG   750
gi|194679248|ref|XP_614306.4| IQTPGKGTKCWGVDFQLGSDVPDPGMVNEGTSCDVGKICRNFACVNVSVLNYDCDIQQKCHGHGVCNSNKNCHCDNGWAPPNCETKGYGGSVDSGPTYNENNAALRDGLLVFFFLILPLTVLAVFVFIKRDQLRKSCCRRKRSQTNESGG   750
gi|71897213|ref|NP_001026567.1| IRTPSDGTTCWGVDFQLGSDVPDPGMVNEGTKCDNGKVCRHFQCVSASVLNYDCDVEKQCHGHGVCNNNRNCHCEPGWAPPFCNTKGYGGSIDSGPPYNDKDNSLRNGLLVFFSWSYHSL------------------------------   750
gi|292617167|ref|XP_002663261.1| IETPIAGTTCWGVDFRLGSDVPDPGMVNEGTKCGDNKVCLNFECRSADVLNYDCDVEKKCHGHGVCNSNKNCHCEYGWAPPFCEASGYGGSIDSGPTWNDKDTSLRDGLLVFFFLVLPLLALGLYVFFKRNELKQRFLRKKRSQAYE---   750
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gi|6680644|ref|NP_031430.1| RNQANVSRQPGDPSISRPPGGPNVSRPPGGPGVSRPPGGPGVSRPPGGPGVSRPPPGHGNRFPVPTYAAKQPAQFPSRPPPPQPKISSQGNLIPARPAPAPP--LYSSLT   860
gi|62339281|ref|NP_001014772.1| RNQANASRPPGDPSVSRPPGGPSVSRPPGGPNVSRPPGGPNVSRPPGGPSVSRPPPVHGNRFPVPTYAIKQPPQFPSRPPPPQPKIPSQGNLVPARPAPAPP--LYSSLT   860
gi|4501915|ref|NP_003807.1| KNQANPSRQPG--SVPRHVS--PVTPP-------------------------REVPIYANRFAVPTYAAKQPQQFPSRPPPPQPKVSSQGNLIPARPAPAPP--LYSSLT   860
gi|114619853|ref|XP_519719.2| KNQANPSRQPG--SVPRHVS--PVTPP-------------------------REVPIYANRFAVPTYAAKQPQQFPSRPPPPQPKVSSQGNLIPARPAPAPP--LYSSLT   860
gi|73979290|ref|XP_532798.2| KNQAKASRQPV--SVPRHVS--SVTPP-------------------------REAPIYANRFPVPTYAAKQPQQFPSRPPPPQPKVSSQGNLIPARPAPAPP--LYSSLT   860
gi|194679248|ref|XP_614306.4| KNQAKDSRQPA--SVPRPVS--SVIPP-------------------------RNVPVQTNRFPVPTYGARQPQQYPSRPPPPQPKESFQGNLVPARPAPPPPPPLYSSLT   860
gi|71897213|ref|NP_001026567.1| --------------------------------------------------------------------------------------------------------------   860
gi|292617167|ref|XP_002663261.1| --------------------------------------------------------------------------------------------------------------   860
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