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gi|6680644|ref|NP_031430.1| MGPRALSPLASLRLRWLLACGLLGPVLEAGRPDLEQTVHLSSYEIITPWRLTRERREALGPSSQQ--------ISYVIQAQGKQHIIHLERNT-------DLLPNDFVVYTYDKEGSLLSDHPNVQSHCHYRGYVEGVQNSAVAVSACFG   135
gi|62339281|ref|NP_001014772.1| MGPRALSPLASLRLRWLLACGLLGPVLEAGRPDSEQTVHLSSYEIVTPWRLSRERREALRPSSKQ--------ISYVIQAQGKQHIIHLERNT-------DLLPNDFVVYTYDEEGSLLSDHPNVQSHCHYRGYVEGVPNSAVAVSACFG   135
gi|4501915|ref|NP_003807.1| MGSGARFPSGTLRVRWLLLLGLVGPVLGAARPGFQQTSHLSSYEIITPWRLTRERREAPRPYSKQ--------VSYVIQAEGKEHIIHLERNK-------DLLPEDFVVYTYNKEGTLITDHPNIQNHCHYRGYVEGVHNSSIALSDCFG   135
gi|114619853|ref|XP_519719.2| MGSGARFPSGTLRVRWLLLLGLVGPVLGAARPGFQQTSHLSSYEIITPWRLTRERREAPRPYSKQ--------VSYVIRAEGKEHIIHLERNK-------DLLPEDFVVYTYNKEGTLISDHPNIQNHCHYRGYVEGVHNSSIALSDCFG   135
gi|73979290|ref|XP_532798.2| MGSGAGSPFGVFRLQWLLLFGTVGPVLGGARPGFQQTSHLSSYEIITPWRLTRERREAPRPYSEQ--------VSYIIQAEGKEHIIHLERNKGVFSPSPGFLPRDFVVYTYNKEGALISDHPDVQNHCHYRGYVEGISNSSIALSDCFG   142
gi|194679248|ref|XP_614306.4| ---------------MTFMLG----------EGFQQTSHLSSYEIITPWKLTRERREAPRPFSEQ--------VSYVIQAEGKEHIIHLERNK-------DLLPKDFVVYTYNKEGALISDHPSIQNHCHYRGYVEGTYDSSIALSDCFG   110
gi|71897213|ref|NP_001026567.1| MARAARSCLCRLLLLLLLLAAPALP----GPAGFQEISQLSSYEVIIPQKLGRERRETSNASSTQDK------VSYAIEIEGKEYTIHLEKNK-------DLLPKDFTVYTYNKEGKLQSEYPDVQDHCYYQGYVEGILDSVVAVSTCSG   133
gi|167555164|ref|NP_001107911.1| MTRHVNT------FVLILINFSICP-----VQAIDQTSYLKKYDVVKPQLVQMRWRRYADPSHKQPEERHADIITYSVRIEGSDRILHVTKNT-------DFLSKNFVVISHKTP-KKGKVQPERMVQCYYQGHVEGYEDSLVALSTCEG   131
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gi|6680644|ref|NP_031430.1| LRGLLHLENASFGIEPLHNSSHFEHIFYPMDGIHQEPLRCGVSNRDTEKEGTQGDEEEHPSVTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMIRLANYLDSMYIMLNIRIVLVGLEIWTDRNPINIIGGAGDVLGNFV   285
gi|62339281|ref|NP_001014772.1| LRGLLHLENASFGIEPLHNSSHFEHVFYPMDDVHQEPLRCGVSNRDTEQEATQGEEEEHPSVTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMIRLANYLDSMYIMLNIRIVLVGLEIWTDRNPINIIGGAGDVLGNFV   285
gi|4501915|ref|NP_003807.1| LRGLLHLENASYGIEPLQNSSHFEHIIYRMDDVYKEPLKCGVSNKDIEKETAKDEEEEPPSMTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMILLANYLDSMYIMLNIRIVLVGLEIWTNGNLINIVGGAGDVLGNFV   285
gi|114619853|ref|XP_519719.2| LRGLLHLENASYGIEPLQNSSHFEHIIYRMDDVYKEPLKCGVSNKDIEKETAKDEEEEPPSMTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMILLANYLDSMYIMLNIRIVLVGLEIWTNGNLINIVGGAGDVLGNFV   285
gi|73979290|ref|XP_532798.2| LRGLLHIENVSYGIEPLQNSSHFEHIFYRMDDVHKEPLKCGVSNKDMEKETTNYEEEEPLSVTQLLRRRRAVLPQTRYVELFIVVDKERYDMMGRNQTAVREEMIRLANYLDSMYIMLNIRIVLVGLEIWTNGNLINIIGGAGDVLGNFV   292
gi|194679248|ref|XP_614306.4| LRGLLHIENVSYGIEPLQNSSHFEHIFYRMDDVHQEPLKCGVSNKVMEEETTKDEEEEHPSITQLLRRKRDILPQTRYVELFIVVEKEKYDNMGKNQTAVREEMISLANYLDSMYIMLNIRIVLVGLEIWTNENLISMAGGAGDVLSNFV   260
gi|71897213|ref|NP_001026567.1| LRGLVTIGNVTYGIEPMDSSSGSEHIVYSLDNVKKEPSMCGVMTEGHE-EGEHTGENHHPSMTQLLRKKRAILHQTRYVELFIVVDKEKFEDFGKSETEVREHMVQLANFLDSMYIMLNIHIVLVGLEIWKYENIISTDGGAGDVLANFV   282
gi|167555164|ref|NP_001107911.1| IRGVIIIGNKSYGLEPVLHSKANEHLLFLLEDSHSEPFVCGLEN----ETSLSEDHSRYADMSMFLRKKR-TLPQTKYVELALVVDQKRFIIKNRSVNAVRDEMVQLANLLDTYFKQLNIRIALIGLKIFDTGNPFSVDGNAGDVLGRFV   276
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gi|6680644|ref|NP_031430.1| QWREKFLITRRRHDSAQLVLKKG--FGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRECFCGAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGSCLLNIPKPDEAYSAPSCGNKLVDPGEECDCGTA   433
gi|62339281|ref|NP_001014772.1| QWREKFLITRRRHDSAQLVLKKG--FGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRECFCAAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGSCLLNIPKPDEAYSAPSCGNKLVDPGEECDCGTP   433
gi|4501915|ref|NP_003807.1| QWREKFLITRRRHDSAQLVLKKG--FGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRDCSCGAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGNCLLNIPKPDEAYSAPSCGNKLVDAGEECDCGTP   433
gi|114619853|ref|XP_519719.2| QWREKFLITRRRHDSAQLVLKKG--FGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRDCSCGAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGNCLLNIPKPDEAYSAPSCGNKLVDAGEECDCGTP   433
gi|73979290|ref|XP_532798.2| QWREKFLITRRRHDSAQLVLKKG--FGGTAGMAFVGTVCSRSHAGGINVFGQITVETFASIVAHELGHNLGMNHDDGRDCFCGAKSCIMNSGASGSRNFSSCSAEDFEKLTLNKGGNCLLNIPKPDEAYSAPFCGNKLVDPGEECDCGTP   440
gi|194679248|ref|XP_614306.4| QWREKFLITRRRHDSAQLILKRG--FGGTAGMAFVGTVCSRSHAGGINVFGQIPVEKFASIVAHELGHNLGMSHDDGRGCHCPVKSCIMNSGASGSKNFSSCSADDFEKLTLNKGGNCLLNIPKGDEAYSAPSCGNKLVDPGEECDCGSP   408
gi|71897213|ref|NP_001026567.1| QWREKNLVLRRRHDSAQFVLKKG--FGGTAGMAYVGTVCSKSHAGGINVFGKISIQMFASIMAHELGHNLGMNHDDERVCHCGASSCIMSSGASGSRNFSSCSAEDFEKLTLNKGGSCLLNVPRPDETYSIPYCGNKLVDMGEECDCGSP   430
gi|167555164|ref|NP_001107911.1| DWRKTTLSPQIRNDAAQLVVGQGAYPGGVLGMAFVGSVCSASTSGAISVFSDNNLQYYSTVAAHELGHNLGMSHDSN-GCSC---QCIMAPSASGSTKFSDCSDNAFERLIQGGGGACLRNIPAQDSIISVPRCGNGILESGEECDCGTP   422
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gi|6680644|ref|NP_031430.1| KECEVDPCCEGSTCKLKSFAECAYGDCCKDCQFLPGGSMCRGKTSECDVPEYCNGSSQFCPPDVFIQNGYPCQNSKAYCYNGMCQYYDAQCQVIFGSKAKAAPRDCFIEVNSKGDRFGNCGFSGSEYKKCATGNALCGKLQCENVQDMPV   583
gi|62339281|ref|NP_001014772.1| KECELDPCCEGSTCKLKSFAECAYGDCCKDCQFLPGGSMCRGKTSECDVPEYCNGSSQFCPPDVFIQNGYPCWNSKAYCYNGVCQYYDAQCQVIFGSKAKAAPRDCFIEVNSKGDRFGNCGVSGSNYKTCATGNALCGKLQCENVQEMPV   583
gi|4501915|ref|NP_003807.1| KECELDPCCEGSTCKLKSFAECAYGDCCKDCRFLPGGTLCRGKTSECDVPEYCNGSSQFCQPDVFIQNGYPCQNNKAYCYNGMCQYYDAQCQVIFGSKAKAAPKDCFIEVNSKGDRFGNCGFSGNEYKKCATGNALCGKLQCENVQEIPV   583
gi|114619853|ref|XP_519719.2| KECELDPCCEGSTCKLKSFAECAYGDCCKDCRFLPGGTLCRGKTSECDVPEYCNGSSQFCQPDVFIQNGYPCQNNKAYCYNGMCQYYDAQCQVIFGSKAKAAPKDCFIEVNSKGDRFGNCGFSGNEYKKCATGNALCGKLQCENVQEIPV   583
gi|73979290|ref|XP_532798.2| KECESDPCCEGTTCKLKSSAECAYGDCCKDCWFLPGGTLCRGKTNECDVPEYCNGSSQFCQPDVFIQNGYPCQNNKAYCYNGMCQYYDAQCQVIFGSKAKAAPRDCFIDVNSKGDRFGNCGFSGNEYKKCATGNALCGKLQCENVQDMPV   590
gi|194679248|ref|XP_614306.4| KECELDPCCEGKTCKLKSFAECAYGACCQDCRFRPGGTLCRGKTNECDVPEYCNGSSQFCQPDVFIQNGYPCQNNKAYCYNGMCQYYDAQCQVIFGSKAKAAPKECFLDVNSKGDRFGNCGFSGHEYKKCAIGNALCGKLQCENVQQLPV   558
gi|71897213|ref|NP_001026567.1| KECENDPCCEPGTCRLRPTAECAYGDCCKNCRILPGGTECRASNNECDLPEYCNGTSQFCQPDFTVQNGHPCHNEEAYCYNGVCQYYDAQCQDIFGSKAKAAPNICFAKVNSKGDRFGNCGFHGHDYKKCSSWNAMCGKLQCENVETMPV   580
gi|167555164|ref|NP_001107911.1| QECN-TTCCNAATCTFTKGSTCAAGSCCQKCQIIVAGTPCRPSINPCDLPEYCGGESPYCPSDFYMMDGLPCNNNAAYCFEGRCQTFDYQCKQIFGSGATKADDKCFTNVNTYGNAFGNCGYSGTFPKPCSVQNAMCGKLQCLFNSNNPP   571
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gi|6680644|ref|NP_031430.1| FGIVPAIIQTPSRGTKCWGVDFQLGSDVPDPGMVNEGTKCDAGKICRNFQCVNASVLN--YDCDIQGKCHGHGVCNSNKNCHCEDGWAPPHCDTKGYGGSVDSGPTYNAKSTALRDGLLVFFFLIVPLVAAAIFLFIKRDELRKT-FRKK   730
gi|62339281|ref|NP_001014772.1| FGIVPAIIQTPSRGTKCWGVDFQLGSDVPDPGMVNEGTKCDAGKICRNFQCVNASVLN--YDCDIQGKCHGHGVCNSNKNCHCEDGWAPPHCDTKGYGGSVDSGPTYNAKSTALRDGLLVFFFLIIPLVAAAFFLFIKRDELRKT-FRKK   730
gi|4501915|ref|NP_003807.1| FGIVPAIIQTPSRGTKCWGVDFQLGSDVPDPGMVNEGTKCGAGKICRNFQCVDASVLN--YDCDVQKKCHGHGVCNSNKNCHCENGWAPPNCETKGYGGSVDSGPTYNEMNTALRDGLLVFFFLIVPLIVCAIFIFIKRDQLWRSYFRKK   731
gi|114619853|ref|XP_519719.2| FGIVPAIIQTPSRGTKCWGVDFQLGSDVPDPGMVNEGTKCGAGKICRNFQCVDASVLN--YDCDVQKKCHGHGVCNSNKNCHCENGWAPPNCETKGYGGSVDSGPTYNEMNTALRDGLLVFFFLIVPLIVCAIFIFIKRDQLWRSYFRKK   731
gi|73979290|ref|XP_532798.2| FGIVPAIIQTPSKGTKCWGVDFQLGSDVPDPGMVNEGTRCDNGKICRNFQCVNASVLN--YDCDIQKKCHGHGVCNSNKNCHCENGWAPPNCETKGYGGSVDSGPTYNEKNTALRDGLLVFFFLIVPLIVCAAFVFIKRDQLWRSYFQKK   738
gi|194679248|ref|XP_614306.4| FGVVPAIIQTPGKGTKCWGVDFQLGSDVPDPGMVNEGTSCDVGKICRNFACVNVSVLN--YDCDIQQKCHGHGVCNSNKNCHCDNGWAPPNCETKGYGGSVDSGPTYNENNAALRDGLLVFFFLILPLTVLAVFVFIKRDQLRKSCCRRK   706
gi|71897213|ref|NP_001026567.1| FGIKPAIIRTPSDGTTCWGVDFQLGSDVPDPGMVNEGTKCDNGKVCRHFQCVSASVLN--YDCDVEKQCHGHGVCNNNRNCHCEPGWAPPFCNTKGYGGSIDSGPPYNDKDNSLRNGLLVFFSWSYHSL---------------------   707
gi|167555164|ref|NP_001107911.1| LGATVSVQKIEGGTITCMNADFNMGPDVPDPAYVKTASVCAPGKLCANFTCFNSSVMDQSRKCDAQRDCSSNGVCNDRYHCHCNNGWGPPNCNKGGRGGSIDSGP--AEIDYSLRNGLLIFFLLVVPILVVLIIILLYVFKRDSLKRFLK   719
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gi|6680644|ref|NP_031430.1| RSQ--MSDGRNQANVSRQPGDPSISRPPGGPNVSRPPGGPGVSRPPGGPGVSRPPGGPGVSRPPPGHGNRFPVPTYAAKQPAQFPSRPPPPQPKISSQGNLIPARPAPAPP--LYSSLT   845
gi|62339281|ref|NP_001014772.1| RSQ--MSDGRNQANASRPPGDPSVSRPPGGPSVSRPPGGPNVSRPPGGPNVSRPPGGPSVSRPPPVHGNRFPVPTYAIKQPPQFPSRPPPPQPKIPSQGNLVPARPAPAPP--LYSSLT   845
gi|4501915|ref|NP_003807.1| RSQTYESDGKNQANPSRQPG--SVPRHVS--PVTPP-------------------------REVPIYANRFAVPTYAAKQPQQFPSRPPPPQPKVSSQGNLIPARPAPAPP--LYSSLT   819
gi|114619853|ref|XP_519719.2| RSQTYESDGKNQANPSRQPG--SVPRHVS--PVTPP-------------------------REVPIYANRFAVPTYAAKQPQQFPSRPPPPQPKVSSQGNLIPARPAPAPP--LYSSLT   819
gi|73979290|ref|XP_532798.2| RSQTYESDGKNQAKASRQPV--SVPRHVS--SVTPP-------------------------REAPIYANRFPVPTYAAKQPQQFPSRPPPPQPKVSSQGNLIPARPAPAPP--LYSSLT   826
gi|194679248|ref|XP_614306.4| RSQTNESGGKNQAKDSRQPA--SVPRPVS--SVIPP-------------------------RNVPVQTNRFPVPTYGARQPQQYPSRPPPPQPKESFQGNLVPARPAPPPPPPLYSSLT   796
gi|71897213|ref|NP_001026567.1| -----------------------------------------------------------------------------------------------------------------------   707
gi|167555164|ref|NP_001107911.1| GCPSIRKRPTNAANGSSNTP--SNVQANG--------------------------------NTTRASAPQSMTEIQTAHQSQ--PTDPKYQQDTTVNQPRQGPGVPKPIPPRQTQVPV-   801
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