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gi|24639204|ref|NP_476665.2| MSYMPAQNRTMSHNNQYNPPDLPPMVSAKEQTLMWQQNSYLGDSGIHSGAVTQVPSLSGKE---DEEMEGDPLMFDLDTGFPQNFTQDQVDDMNQQLSQTRSQRVRAAMFPETLEEGIEIPSTQFDPQQPTAVQRLSEPSQMLKHAVVNL   147
gi|158287189|ref|XP_309245.4| ----------------------MPMPSAKEQTLMWQQNSYLGDSGIHSGAVTQVPSLSGK----DDDMEDDPLMFDMDQGFSQNFTQDQVDDMNQQLSQTRSQRVRAAMFPETLEEGIEIPSTQFDPQQPTAVQRLAEPSQMLKHAVVNL   124
gi|148233338|ref|NP_001091679.1| ----------MATQADLMELDMAMEPDRKAAVSHWQQQSYL-DSGIHSGATTTAPSLSGKGNPEEEDVDTSQVLYEWEQGFSQSFTQEQVADIDGQYAMTRAQRVRAAMFPETLDEGMQIPSTQFDAAHPTNVQRLAEPSQMLKHAVVNL   139
gi|114586319|ref|XP_001138191.1| ----------MATQADLMELDMAMEPDRKAAVSHWQQQSYL-DSGIHSGATTTAPSLSGKGNPEEEDVDTSQVLYEWEQGFSQSFTQEQVADIDGQYAMTRAQRVRAAMFPETLDEGMQIPSTQFDAAHPTNVQRLAEPSQMLKHAVVNL   139
gi|6671684|ref|NP_031640.1| ----------MATQADLMELDMAMEPDRKAAVSHWQQQSYL-DSGIHSGATTTAPSLSGKGNPEEEDVDTSQVLYEWEQGFSQSFTQEQVADIDGQYAMTRAQRVRAAMFPETLDEGMQIPSTQFDAAHPTNVQRLAEPSQMLKHAVVNL   139
gi|46048609|ref|NP_445809.2| ----------MATQADLMELDMAMEPDRKAAVSHWQQQSYL-DSGIHSGATTTAPSLSGKGNPEEEDVDTSQVLYEWEQGFSQSFTQEQVADIDGQYAMTRAQRVRAAMFPETLDEGMQIPSTQFDAAHPTNVQRLAEPSQMLKHAVVNL   139
gi|115497488|ref|NP_001069609.1| ----------MATQADLMELDMAMEPDRKAAVSHWQQQSYL-DSGIHSGATTTAPSLSGKGNPEEEDVDTTQVLYEWEQGFSQSFTQEQVADIDGQYAMTRAQRVRAAMFPETLDEGMQIPSTQFDAAHPTNVQRLAEPSQMLKHAVVNL   139
gi|46048792|ref|NP_990412.1| ----------MATQADLMELDMAMEPDRKAAVSHWQQQSYL-DSGIHSGATTTAPSLSGKGNPEEEDVDTTQVLYEWEQGFSQSFTQEQVADIDGQYAMTRAQRVLSAMFPETLDEGMQIPSTQFDAAHPTNVQRLAEPSQMLKHAVVNL   139
gi|73989826|ref|XP_861136.1| ----------MATQADLMELDMAMEPDRKAAVSHWQQQSYL-DSGIHSGATTTAPSLSGKGNPEEEDVDTTQVLYEWEQGFSQSFTQEQVADIDGQYAMTRAQRVRAAMFPETLDEGMQIPSTQFDAAHPTNVQRLAEPSQMLKHAVVNL   139
gi|40254712|ref|NP_571134.2| ----------MATQSDLMELEMAMDPDRKAAVSHWQQQSYL-DSGIHSGATTTAPSLSGKGNPEDDDVDN-QVLYEWEQGFNQSFNQEQVADIDGQYAMTRAQRVRAAMFPETLDEGMQIPSTQFDSAHPTNVQRLAEPSQMLKHAVVNL   138
gi|17507973|ref|NP_493566.1| ---------------------------------------------------------------------------------MLLHSTNSYSIFTDHEVETRTSRIRSAMFPDWIPP---TSAAEATNSTTSIVEMMQMPTQQLKQSVMDL    66
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                  :.*:.. :::  ::*:* **: *.*: ** :*.  .: **:::.. .      :  .   : : .::.:::  : : *:* ::*.:* * * **:***:. ::::* ..::**:.**:***:***:* ..::  .*  ..:: :.. *::
gi|24639204|ref|NP_476665.2| INYQDDAELATRAIPELIKLLNDEDQVVVSQAAMMVHQLSKKEASRHAIMNSPQ-MVAALVRAISNSNDLESTKAAVGTLHNLSHHRQGLLAIFKSGGIPALVKLLSSPVESVLFYAITTLHNLLLHQDGSKMAVRLAGGLQKMVTLLQR   296
gi|158287189|ref|XP_309245.4| INYQDDADLATRAIPELIKLLNDEDQVVVSQAAMMVHQLSKKEASRHAIMNSPQ-MVAALVRALSNSNDLETTKGAVGTLHNLSHHRQGLLAIFKSGGIPALVKLLSSPVESVLFYAITTLHNLLLHQDGSKMAVRLAGGLQKMVALLQR   273
gi|148233338|ref|NP_001091679.1| INYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQ-MVSAIVRTMQNTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAITTLHNLLLHQEGAKMAVRLAGGLQKMVALLNK   288
gi|114586319|ref|XP_001138191.1| INYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQ-MVSAIVRTMQNTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAITTLHNLLLHQEGAKMAVRLAGGLQKMVALLNK   288
gi|6671684|ref|NP_031640.1| INYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQ-MVSAIVRTMQNTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAITTLHNLLLHQEGAKMAVRLAGGLQKMVALLNK   288
gi|46048609|ref|NP_445809.2| INYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQ-MVSAIVRTMQNTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAITTLHNLLLHQEGAKMAVRLAGGLQKMVALLNK   288
gi|115497488|ref|NP_001069609.1| INYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQ-MVSAIVRTMQNTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAITTLHNLLLHQEGAKMAVRLAGGLQKMVALLNK   288
gi|46048792|ref|NP_990412.1| INYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQ-MVSAIVRTMQNTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAITTLHNLLLHQEGAKMAVRLAGGLQKMVALLNK   288
gi|73989826|ref|XP_861136.1| INYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQ-MVSAIVRTMQNTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAITTLHNLLLHQEGAKMAVRLAGGLQKMVALLNK   288
gi|40254712|ref|NP_571134.2| INYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQ-MVSAIVRTMQNTNDVETARCTSGTLHNLSHHREGLLAIFKSGGIPALVKVLGSPVDSVLFYAITTLHNLLLHQEGAKMAVRLAGGLQKMVALLNK   287
gi|17507973|ref|NP_493566.1| LTYEGSNDMSGLSLPDLVKLMCDHDESVVARAVHRAYMLSREDPNFFNAPGFDHRSFVEALMAASKSSNVNVRRNAIGALSHMSEQRGGPLLIFRSGGLAEIIRMLYDSLESVVHYAVTTLRNLLMHVSDSRAQARALNAVEALTPHLHK   216
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gi|24639204|ref|NP_476665.2| NNVKFLAIVTDCLQILAYGNQESKLIILASGGPNELVRIMRSY-DYEKLLWTTSRVLKVLSVCSSNKPAIVDAGGMQALAMHLGNM-SPRLVQNCLWTLRNLSDAATKVEGLEALLQSLVQVLGSTDVNVVTCAAGILSNLTCNNQRNKA   444
gi|158287189|ref|XP_309245.4| NNVKFLAIVTDCLQILAYGNQESKLIILASTGPSELVRIMRSY-DYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQALAMHLGNP-SQRLVQNCLWTLRNLSDAATKVDGLETLLSGLVTVLGSSDVNVVTCAAGILSNLTCNNQRNKV   421
gi|148233338|ref|NP_001091679.1| TNVKFLAITTDCLQILAYGNQESKLIILASGGPQALVNIMRTY-TYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQALGLHLTDP-SQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDINVVTCAAGILSNLTCNNYKNKM   436
gi|114586319|ref|XP_001138191.1| TNVKFLAITTDCLQILAYGNQESKLIILASGGPQALVNIMRTY-TYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQALGLHLTDP-SQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDINVVTCAAGILSNLTCNNYKNKM   436
gi|6671684|ref|NP_031640.1| TNVKFLAITTDCLQILAYGNQESKLIILASGGPQALVNIMRTY-TYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQALGLHLTDP-SQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDINVVTCAAGILSNLTCNNYKNKM   436
gi|46048609|ref|NP_445809.2| TNVKFLAITTDCLQILAYGNQESKLIILASGGPQALVNIMRTY-TYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQALGPHLTDP-SQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDINVVTCAAGILSNLTCNNYKNKM   436
gi|115497488|ref|NP_001069609.1| TNVKFLAITTDCLQILAYGNQESKLIILASGGPQALVNIMRTY-TYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQALGLHLTDP-SQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDINVVTCAAGILSNLTCNNYKNKM   436
gi|46048792|ref|NP_990412.1| TNVKFLAITTDCLQILAYGNQESKLIILASGGPQALVNIMRTY-TYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQALGLHLTDP-SQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDINVVTCAAGILSNLTCNNYKNKM   436
gi|73989826|ref|XP_861136.1| TNVKFLAITTDCLQILAYGNQESKLIILASGGPQALVNIMRTY-TYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQALGLHLTDP-SQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDINVVTCAAGILSNLTCNNYKNKM   436
gi|40254712|ref|NP_571134.2| TNVKFLAITTDCLQILAYGNQESKLIILASGGPQALVNIMRTY-TYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQALGLHLTDP-SQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDINVVTCAAGILSNLTCNNYKNKM   435
gi|17507973|ref|NP_493566.1| TNPKLLAQVADGLYFLLIDDAPSKITFLSLLGPQILVSILREYSDHRKLIYTVVRCIRSLSVCPSNKPALISLGCLPALYVELCTAKDERSQTAILVAMRNLSDSATNEENLTQLIIKLLEIIRVANDGMTACACGTLSNLTCNNTRNKQ   366
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gi|24639204|ref|NP_476665.2| TVCQVGGVDALVRTIINAGDREEITEPAVCALRHLTSRHVDSELAQNAVRLNYGLSVIVKLLHPPSRWPLIKAVIGLIRNLALCPANHAPLREHGAIHHLVRLLMRAFQDTERQRSSIATTGSQQPSAYADGVRMEEIVEGTVGALHILA   594
gi|158287189|ref|XP_309245.4| TVCQVGGVEALVGTIINAGDREEITEPAVCALRHLTSRHPESESAQNVVRNGYGLPVIVKLLNPPSRWPLIKAVIGLIRNLALCPANAAPLREHGAIHLLVRLLFKAFQDTQRQRSSVASNGSQPPGAYADGVRMEEIVEGTVGALHILA   571
gi|148233338|ref|NP_001091679.1| MVCQVGGIEALVRTVLRAGDREDITEPAICALRHLTSRHQEAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLALCPANHAPLREQGAIPRLVQLLVRAHQDTQR-RTSMGGTQQQ----FVEGVRMEEIVEGCTGALHILA   581
gi|114586319|ref|XP_001138191.1| MVCQVGGIEALVRTVLRAGDREDITEPAICALRHLTSRHQEAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLALCPANHAPLREQGAIPRLVQLLVRAHQDTQR-RTSMGGTQQQ----FVEGVRMEEIVEGCTGALHILA   581
gi|6671684|ref|NP_031640.1| MVCQVGGIEALVRTVLRAGDREDITEPAICALRHLTSRHQEAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLALCPANHAPLREQGAIPRLVQLLVRAHQDTQR-RTSMGGTQQQ----FVEGVRMEEIVEGCTGALHILA   581
gi|46048609|ref|NP_445809.2| MVCQVGGIEALVRTVLRAGDREDITEPAICALRHLTSRHQEAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLALCPANHAPLREQGAIPRLVQLLVRAHQDTQR-RTSMGGTQQQ----FVEGVRMEEIVEGCTGALHILA   581
gi|115497488|ref|NP_001069609.1| MVCQVGGIEALVRTVLRAGDREDITEPAICALRHLTSRHQEAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLALCPANHAPLREQGAIPRLVQLLVRAHQDTQR-RTSMGGTQQQ----FVEGVRMEEIVEGCTGALHILA   581
gi|46048792|ref|NP_990412.1| MVCQVGGIEALVRTVLRAGDREDITEPAICALRHLTSRHQEAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLALCPANHAPLREQGAIPRLVQLLVRAHQDTQR-RTSMGGTQQQ----FVEGVRMEEIVEGCTGALHILA   581
gi|73989826|ref|XP_861136.1| MVCQVGGIEALVRTVLRAGDREDITEPAICALRHLTSRHQEAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLALCPANHAPLREQGAIPRLVQLLVRAHQDTQR-RTSMGGTQQQNNVALSDGVRMEEIVEGCTGALHILA   585
gi|40254712|ref|NP_571134.2| MVCQVGGIEAPVRTVLRAGDREDITEPAICALRHLTSRHQDAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLALCPANHAPLREQGAIPRLVQLLVRAHQDTQR-RTSMGGTQQQ----FVEGVRMEEIVEGCTGALHILA   580
gi|17507973|ref|NP_493566.1| TVCSHGGIDALVTAIRRLPEVEEVTEPALCALRHCTARHSLAEEAQSELRFCQAFPVILDQLET-LRTPVIKAALGVIRNSALLQTNLIELTQEQTAN--GHTAVSLTMDILRRAITAIEENPD---IAVDGVPMWGVIEGAVSALHQLA   510
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gi|24639204|ref|NP_476665.2| RESHNRALIRQQS----------VIPIFVRLLFN------EIENIQRVAAGVLCELAADKEGAEIIEQEGATGPLTDLLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSIELTNSLLREDNNIWAN-ADLGMGPDLQDMLGPEEAYEGL   727
gi|158287189|ref|XP_309245.4| KEEYNRQVIRSQN----------VIPIFVQLLFYN-----DIENIQRVAAGVLCELAVDKEVAEMIEAEGATAPLTELLNSANEGVATYAAAVLFKMSEDKSMDYKKRFSSELTTLPVFRDDSMWNN-GELGIGPDLQDILSPEQAYEGL   705
gi|148233338|ref|NP_001091679.1| RDVHNRIVIRGLN----------TIPLFVQLLYS------PIENIQRVAAGVLCELAQDKEAAEAIEAEGATAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVELTSSLFRTEPMAWNETADLGL-----DIGAQGEPLG--   708
gi|114586319|ref|XP_001138191.1| RDVHNRIVIRGLN----------TIPLFVQLLYS------PIENIQRVAAGVLCELAQDKEAAEAIEAEGATAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVELTSSLFRTEPMAWNETADLGL-----DIGAQGEPLG--   708
gi|6671684|ref|NP_031640.1| RDVHNRIVIRGLN----------TIPLFVQLLYS------PIENIQRVAAGVLCELAQDKEAAEAIEAEGATAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVELTSSLFRTEPMAWNETADLGL-----DIGAQGEALG--   708
gi|46048609|ref|NP_445809.2| RDVHNRIVIRGLN----------TIPLFVQLLYS------PIENIQRVAAGVLCELAQDKEAAEAIEAEGATAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVELTSSLFRTEPMAWNETADLGL-----DIGAQGEALG--   708
gi|115497488|ref|NP_001069609.1| RDVHNRIVIRGLN----------TIPLFVQLLYS------PIENIQRVAAGVLCELAQDKEAAEAIEAEGATAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVELTSSLFRTEPMAWNETADLGL-----DIGAQGEPLG--   708
gi|46048792|ref|NP_990412.1| RDVHNRIVIRGLN----------TIPLFVQLLYS------PIENIQRVAAGVLCELAQDKEAAEAIEAEGGTAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVELTSSLFRTEPMAWNETADLGL-----DIGAQGEPLG--   708
gi|73989826|ref|XP_861136.1| RDVHNRIVIRGLN----------TIPLFVQLLYS------PIENIQRVAAGVLCELAQDKEAAEAIEAEGATAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVELTSSLFRTEPMAWNETADLGL-----DIGAQGEPLG--   712
gi|40254712|ref|NP_571134.2| RDIHNRIVIRGLN----------TIPLFVQLLYS------PIENIQRVAAGVLCELAQDKEAAEAIEAEGATAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVELTSSLFRTEPMTWNETGDLGL-----DIGAQGEPLG--   707
gi|17507973|ref|NP_493566.1| NHPAVAAACCDDIGQVGNPECPPFLDLLHRLLAHPRLGSMDDEVLEREILGLLYQLSKRPDGARAVESTGVSALLMESRGSQYKSVVTYANGVLSNLKRGD--------SAAIMNMSNSYDYEMSGSAADWQR-----------------   635
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gi|24639204|ref|NP_476665.2| YGQGPPSVHSSHGGRAFHQQGYDTLPIDSMQGLEISSPVGGGGAGGAPGNGGAVG------GASG----GGGNIGAIPPSGAPTSPYSMDMDVGEIDAGALNFD-LDAMPTPPNDNNNLAAWYDTDC   843
gi|158287189|ref|XP_309245.4| YGQGPASVHSSHGGRAF-QQGYDTLPIDSMQGLEIGG-GGGSSNGGATGNGGMGGQQQQSGGGPGSVVMGGGGASGMSSSGQPTSPYGMDMDVGEMEASELTFDHLDVMPSPPQDNNQVAAWYDTDL   830
gi|148233338|ref|NP_001091679.1| YRQDDPSYRSFHSG----GYGQDALGMDPMMEHEMGGHHPGAD---------------------------------YPVDGLPDLGHAQDL--------------MDGLP--PGDSNQLA-WFDTDL   781
gi|114586319|ref|XP_001138191.1| YRQDDPSYRSFHSG----GYGQDALGMDPMMEHEMGGHHPGAD---------------------------------YPVDGLPDLGHAQDL--------------MDGLP--PGDSNQLA-WFDTDL   781
gi|6671684|ref|NP_031640.1| YRQDDPSYRSFHSG----GYGQDALGMDPMMEHEMGGHHPGAD---------------------------------YPVDGLPDLGHAQDL--------------MDGLP--PGDSNQLA-WFDTDL   781
gi|46048609|ref|NP_445809.2| YRQDDPSYRSFHSG----GYGQDALGMDPMMEHEMGGHHPGAD---------------------------------YPVDGLPDLGHAQDL--------------MDGLP--PGDSNQLA-WFDTDL   781
gi|115497488|ref|NP_001069609.1| YRQDDPSYRSFHSG----GYGQDALGMDPMMEHEMGGHHPGAD---------------------------------YPVDGLPDLGHAQDL--------------MDGLP--PGDSNQLA-WFDTDL   781
gi|46048792|ref|NP_990412.1| YRPDDPSYRSFHSG----GYGQDALGMDPMMEHEMGGHHPGAD---------------------------------YPVDGLPDLGHAQDL--------------MDGLP--PGDSNQLA-WFDTDL   781
gi|73989826|ref|XP_861136.1| YRQDDPSYRSFHSG----GYGQDALGMDPMMEHEMGGHHPGAD---------------------------------YPVDGLPDLGHAQDL--------------MDGLP--PGDSNQLA-WFDTDL   785
gi|40254712|ref|NP_571134.2| YRQDDPSYRSFHSG----GYGQDAMGMDPMMEHEMAGHHPGPD---------------------------------YPVDGLPDLGHTQDL--------------IDGLP--PGDSNQLA-WFDTDL   780
gi|17507973|ref|NP_493566.1| -------------------DGLERELFAEMYPTNDGGHSESIN-----------------------------------------------------------------MALNNSQMRPNHNWYDTDL   678
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