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gi|111607447|ref|NP_032430.2| MLGPHSLLLALAG--LFFLGSAVSQECTKYKVSSCRDCIQSGPGCSWCQKLNFTGPGEPDSLRCDTRAQLLLKGCPADDIMDPR-SIANPEFDQRGQRK---QLSPQKVTLYLRPGQAAAFNVTFRRAKGYPIDLYYLMDLSYSMLDDLN   144
gi|109509269|ref|XP_001069791.1| MLGPHTLLLILAG--LLFLGSALSEECTKYKVSNCRDCIQSGPGCSWCQKLNFTGPGEPDSLRCDTRAQLLLKGCPADDIMDPK-SFADLHPQYQVQRS---QLSPQKVTLNLRPGQAAAFNVTFRRAKGYPIDLYYLMDLSYSMLDDLN   144
gi|89191865|ref|NP_000202.2| MLGLRPPLLALVG--LLSLGCVLSQECTKFKVSSCRECIESGPGCTWCQKLNFTGPGDPDSIRCDTRPQLLMRGCAADDIMDPT-SLAETQEDHNGGQK---QLSPQKVTLYLRPGQAAAFNVTFRRAKGYPIDLYYLMDLSYSMLDDLR   144
gi|77628023|ref|NP_001029294.1| MLGLRPPLLALVG--LLSLGCVLSQECTKFKVSSCRECIESGPGCTWCQKLNFTGPGDPDSIRCDTRPQLLMRGCAADDIMDPK-SLAETQEDHNGGQK---QLSPQKVTLYLRPGQAAAFNVTFRRAKGYPIDLYYLMDLSYSMLDDLR   144
gi|41386721|ref|NP_786975.1| MLRQRPQLLLLAG--LLALQSVLSQECTNYKVSTCRDCIESGPGCAWCQKLNFTGQGEPDSIRCDTRAELLSKGCPADDIMEPK-SLAETRDSQAGSRK---QLSPQEVTLYLRPGQAVAFNVTFRRAKGYPIDLYYLMDLSYSMVDDLV   144
gi|46048728|ref|NP_990582.1| MPRDCCLWLPAMTWVLLLLTTAFAAECPKIKVGTCKNCIQSGPGCAWCKKLSFTKAGEPDSNRCDTIEQLQQRGCPENEIEFPVNEIKRTQDSAFSNKI---QLTPQEVHLKLRIREPAEFDVKFRRATGYPIDIYYLMDLSYSMLDDLE   147
gi|189523718|ref|XP_686012.3| MHQSVCLKSLLLL--LVGTQVYTQEQCLKASVNTCGDCIKSGPGCAWCKELNFTKTGEQEAARCDTVKLLLDRGCSKENIINPQNIFQNVVNKALVAGKDPVQIQPQEIQLNLRPGMPQTFQLRFKRAEGYPVDLYYLMDLSYSMKDDLA   148
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gi|111607447|ref|NP_032430.2| NVKKLGGDLLQALNEITESGRIGFGSFVDKTVLPFVNTHPEKLRNPCPNKEKACQPPFAFRHVLKLTDNSNQFQTEVGKQLISGNLDAPEGGLDAIMQVAACPEEIGWRNVTRLLVFATDDGFHFAGDGKLGAILTPNDGRCHLEDNMYK   294
gi|109509269|ref|XP_001069791.1| NVKKLGGDLLQALNEITESGRIGFGSFVDKTVLPFVNTHPEKLRNPCPNKEKACQPPFAFRHVLKLTDNSNQFQTEVGKQLISGNLDAPEGGLDAIMQVAACPEEIGWRNVTRLLVFATDDGFHFAGDGKLGAILTPNDGRCHLEDNMYK   294
gi|89191865|ref|NP_000202.2| NVKKLGGDLLRALNEITESGRIGFGSFVDKTVLPFVNTHPDKLRNPCPNKEKECQPPFAFRHVLKLTNNSNQFQTEVGKQLISGNLDAPEGGLDAMMQVAACPEEIGWRNVTRLLVFATDDGFHFAGDGKLGAILTPNDGRCHLEDNLYK   294
gi|77628023|ref|NP_001029294.1| NVKKLGGDLLRALNEITESGRIGFGSFVDKTVLPFVNTHPDKLRNPCPNKEKECQPPFAFRHVLKLTNNSSQFQTEVGKQLISGNLDAPEGGLDAMMQVAACPEEIGWRNVTRLLVFATDDGFHFAGDGKLGAILTPNDGRCHLEDNLYK   294
gi|41386721|ref|NP_786975.1| NVKKLGGDLLRALNGITESGRIGFGSFVDKTVLPFVNTHPEKLRNPCPNKEKECQPPFAFRHVLKLTDNSKQFETEVGKQLISGNLDAPEGGLDAMMQVAACPEEIGWRNVTRLLVFATDDGFHFAGDGKLGAILTPNDGRCHLEDNLYK   294
gi|46048728|ref|NP_990582.1| NVKKLGGQLLRALESTTPSRRIGFGSFVDKTVLPFVNTHPEKLKNPCPNKDSNCQPPFAFKHILSLTDNAEKFESEVGKQFISGNLDAPEG-LDAMMQAAVCGDLIGWRNVTRLLVYATDDGFHFAGDGKLGGILTPNDGQCHLEDNMYK   296
gi|189523718|ref|XP_686012.3| NVKNLGNDILEKLNRITGNARIGFGSFVDKTLLPYTDTNEAKLKHPCSDKNEPCQPAFGFQHVLPLTANGNDFKELVKQQHISGNLDPPEGSLDAIMQAAVCLKEIGWGNSTRLLVLATDDGFHMAGDGKLAAILEPNKETCQLDKNKYS   298
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gi|111607447|ref|NP_032430.2| RSNEFDYPSVGQLAHKLSESNIQPIFAVTKKMVKTYEKLTEIIPKSAVGELSDDSSNVVQLIKNAYYKLSSRVFLDHSTLPDTLKVTYDSFCSNGASSIGKSRGDCDGVQINNPVTFQVKVMASECIQEQSFVIRALGFTDTVTVQVRPQ   444
gi|109509269|ref|XP_001069791.1| RSNEFDYPSVGQLAHKLSESNIQPIFAVTKKMVKTYEKLTEIIPKSAVGELSDDSSNVVQLIKKAYYKLSSRVFLDHTTIPDTLKVTYDSFCNNRVSSIGKSRGDCDGVQINNPVTFQVKVTASECIQEQSFVIRALGFTDTVTVQVHPQ   444
gi|89191865|ref|NP_000202.2| RSNEFDYPSVGQLAHKLAENNIQPIFAVTSRMVKTYEKLTEIIPKSAVGELSEDSSNVVQLIKNAYNKLSSRVFLDHNALPDTLKVTYDSFCSNGVTHRNQPRGDCDGVQINVPITFQVKVTATECIQEQSFVIRALGFTDIVTVQVLPQ   444
gi|77628023|ref|NP_001029294.1| RSNEFDYPSVGQLAHKLAENNIQPIFAVTSRMVKTYEKLTEIIPKSAVGELSEDSSNVVHLIKNAYNKLSSRVFLDHNALPDTLKVTYDSFCSNGVTHRNQPRGDCDGVQINVPITFQVKVTATECIQEQSFVIRALGFTDIVTVRVLPQ   444
gi|41386721|ref|NP_786975.1| SSNEFDYPSVGQLAHKLAESNIQPIFAVTKKMVKTYEKLTEIIPKSAVGELSEDSRNVVELIKNAYNKLSSRVFLDHSTLPDTLKVTYDSFCSNGKSQVDQPRGDCDGVQINVPITFQVKVTATECIQQQSFTIRALGFTDTVTVRVLPQ   444
gi|46048728|ref|NP_990582.1| KSNEFDYPSVGQLVQKLAENNIQPIFAVTSKMVDVYKKLSDMIPKSAVGELNEDSSNIIELIQVAYNNLSSRIILDHSTLPDVLDVKYDSICNNNTGAKNEARGQCDNVKINDEVTFKVKVTANECIKSQSFTIRPLGFTDTLTVHLDSI   446
gi|189523718|ref|XP_686012.3| KSNIWDYPSVGQVARKLEEQNIQPIFAVTKKMETVYTELSKLIPKSAVGVLSEDSNNVVNLIVEAYNNLTSEVIMAHDALPNFISVKYSSKCTGGKTFSDN--GKCDNVNIGLEVIFDVTVTVDRCINDQSFSIGPLGFNEKLKVNVQTL   446
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gi|111607447|ref|NP_032430.2| CECQCRDQSREQSLCGGKGVMECGICRCESGYIGKNCECQTQGRSSQELERNCRKDNSSIVCSGLGDCICGQCVCHTSDVPNKEIFGQYCECDNVNCERYNSQVCGGSDRGSCNCGKCSCKPGYEGSACQCQRSTTGCLNARLVECSGRG   594
gi|109509269|ref|XP_001069791.1| CECQCRDQSRMRNLCGGKGVMECGICRCESGYIGKNCECQTQGRSSQELEGNCRKDNSSIVCSGLGDCICGQCVCHTSDIPNKVIFGQYCECDNFNCERYDGQVCGGLKRGSCSCGQCNCKEGFEGSACQCQRSTTGCLNARLVECSGRG   594
gi|89191865|ref|NP_000202.2| CECRCRDQSRDRSLCHGKGFLECGICRCDTGYIGKNCECQTQGRSSQELEGSCRKDNNSIICSGLGDCVCGQCLCHTSDVPGKLIYGQYCECDTINCERYNGQVCGGPGRGLCFCGKCRCHPGFEGSACQCERTTEGCLNPRRVECSGRG   594
gi|77628023|ref|NP_001029294.1| CECRCRDQSRDRSLCHGKGFLECGICRCDTGYIGKNCECQTQGRSSQELEGSCRKDNNSIICSGLGDCVCGQCLCHTSDVPGKLIYGQYCECDTINCERYNGQVCGGPGRGLCFCGKCRCHPGFEGSACQCERTTEGCLNPRRVECSGRG   594
gi|41386721|ref|NP_786975.1| CECQCRDASRDGSICGGRGSMECGVCRCDAGYIGKNCECQTQGRSSQELEGSCRKDNSSIICSGLGDCICGQCVCHTSDVPNKKIYGQFCECDNVNCERYDGQVCGGEKRGLCFCGTCRCDEQYEGSACQCLKSTQGCLNLDGVECSGRG   594
gi|46048728|ref|NP_990582.1| CDCDCREQP-DPTACSGNGKVVCGICSCNLSYTGKNCECDTKGKTSKELEGSCRKDNSSVICSGLGDCVCGQCVCHTSDVPGKEIYGTFCDCDNMNCEFHNGSLCGGEERGRCDCGECKCTPKYEGSACQCKKSTDGCRNSRQNECSLRG   595
gi|189523718|ref|XP_686012.3| CECNCGDPPGVHPHCKGQGKVVCGSCKCNDGFIGQLCECTIGKKDEASFKAQCRKDN-GTECEGKGDCVCGRCQCHLTEGNG-HFYGEHCECDDEHCEKFDNKQCAG--HGKCKCGKCECDDGYEGTACHCAKSDNECKIDSHV-CYNRG   591
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gi|111607447|ref|NP_032430.2| HCQCNRCICDEGYQPPMCEDCPSCGSHCRDNHTSCAECLKFDKGPFEKNCSVQCAGMTLQTIPLKK-KPCKERDSEGCWITYTLQQKDGRNIYNIHVEDSLECVKGPNVAAIVGGTVVGVVLIGVLLLVIWKALTHLTDLREYRRFEKEK   743
gi|109509269|ref|XP_001069791.1| RCQCNRCICEKGYQPPLCEECPGCPLPCST-YVFCAECLKFDKGPFQKNCSVQCANVTLQTVPFKK-KPCKERDSEGCWITYTLQQKDG-NAYNIHVDDDRECVKGPNVAAIIGGTVAGVVLIGVLLLVIWKALTHLTDLNEYRRFEKEK   741
gi|89191865|ref|NP_000202.2| RCRCNVCECHSGYQLPLCQECPGCPSPCGK-YISCAECLKFEKGPFGKNCSAACPGLQLSNNPVKG-RTCKERDSEGCWVAYTLEQQDGMDRYLIYVDESRECVAGPNIAAIVGGTVAGIVLIGILLLVIWKALIHLSDLREYRRFEKEK   742
gi|77628023|ref|NP_001029294.1| RCRCNVCECHSGYQLPLCQECPGCPSPCGK-YISCAECLKFEKGPFGKNCSAACPGLQLSNNPVKG-RTCKERDSEGCWVAYTLEQQDGMDRYLIYVDESRECVAGPNIAAIVGGTVAGIVLIGILLLVIWKALIHLSDLREYRRFEKEK   742
gi|41386721|ref|NP_786975.1| RCRCNVCQCDPGYQPPLCSECPGCPVPCAG-FAPCTECLKFDKGPFAKNCSAACGQTKLLSSPVPG-RKCKERDSEGCWMTYTLVQRDGRDRYDVHVDDMLECVKGPNIAAIVGGTVGGVVLVGILLLVIWKALTHLSDLREYHRFEKEK   742
gi|46048728|ref|NP_990582.1| SCPCNRCQCRGGYQPPFCEECPGCPSPCGR-HISCVECKSFNSGPLAKNCSVACTSIQLADEPRAGSRQCKEKDSENCWISFYMAQDDGEEMYTVTVDPKKECPEPPNIALIVGSTIAGVALIGLLLLLTWRLLTEIFDRREYRRFEKEK   744
gi|189523718|ref|XP_686012.3| KCVCNQCECERGYKGPYCKTCPTCQRPCQQ-SGSCVECFAFQSGPFEKNCSLACKHLTIKIVDKLVKSDCRVKDKEGCWMAFTMTEELGFDLYSVSVLKDRECPEGPNIIAIVGGSLAGVALIGLLMLLIIKGVLYASDLREWRRFEKDR   740
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gi|111607447|ref|NP_032430.2| LKSQWNN-DNPLFKSATTTVMNPKFAES-   770
gi|109509269|ref|XP_001069791.1| LKSQWNN-DNPLFKSATTTVMNPKFAES-   768
gi|89191865|ref|NP_000202.2| LKSQWNN-DNPLFKSATTTVMNPKFAES-   769
gi|77628023|ref|NP_001029294.1| LKSQWNN-DNPLFKSATTTVMNPKFAES-   769
gi|41386721|ref|NP_786975.1| LKSQWNN-DNPLFKSATTTVMNPKFAES-   769
gi|46048728|ref|NP_990582.1| SKAKWNEADNPLFKSATTTVMNPRFDGQ-   772
gi|189523718|ref|XP_686012.3| KHEKTSG-TNPLFQNATTTVQNPTFSGDS   768
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