
                                                                                                                                                                                        
gi|53759122|ref|NP_000029.2| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDEAMASSGQIDLLERLKELNLDSSNFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRGFVNGSRESTGYLEELEKERSLLLADLDK   150
gi|114601146|ref|XP_001143366.1| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDEAMASSGQIDLLERLKELNLDSSNFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRGFVNGSRESTGYLEELEKERSLLLADLDK   150
gi|73951984|ref|XP_536285.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|194670415|ref|XP_001787655.1| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDEAMASSGQIDLLERLKELNLDSSNFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRGFVNGSRENTGYLEELEKERSLLLADLDK   150
gi|110225370|ref|NP_031488.2| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDETMTS-GQIDLLERLKEFNLDS-NFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRTFVNGSRESTGYLEELEKERSLLLADLDK   148
gi|6978509|ref|NP_036631.1| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTELETEASNMKEVLKQLQGSIEDETMTS-GQIDLLERLKEFNLDS-NFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRAFVNGSRESTGYLEELEKERSLLLADLDK   148
gi|118104245|ref|XP_001233411.1| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDEAIASSGQIDLLERLKELNLESTSFPGVKLRQKVSVRSYGSREGSVSSRSGECSPVPMGSFPRRGFMNGSRESTGYLEELEKERSLLLAELEK   150
gi|219802769|ref|NP_001137312.1| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLNKLETEASNMKEVLKQLQGSIDEDSKDSQGQIEFLERIKEMSLDPSGFSGVKLRSKASLQG---------SADSSPSPSPVSSCPRRGASSGGRDSAGYLEELEKERSLLVAELEK   141
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gi|53759122|ref|NP_000029.2| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRVAMEEQLGTCQDMEKRAQRRIARIQQIEKDILRIRQLLQSQATEAERSSQNKHETGSHDAERQNEGQGVG---EINMATSGNGQGSTTRMDHETASVLSSSST   297
gi|114601146|ref|XP_001143366.1| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRVAMEEQLGTCQDMEKRAQRRIARIQQIEKDILRIRQLLQSQATEAELSINSTPVGRSPETGSQSHP-------EDGIPEEGN---------------------   272
gi|73951984|ref|XP_536285.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|194670415|ref|XP_001787655.1| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRVAMEEQLGTCQDMEKRAQRRITRIQQIEKDILRIRQLLQSQATEAERSSQSKHEAGSHEAERQNEGQGVA---EINMATSGSGQGSTTRIDHETASVLSSSST   297
gi|110225370|ref|NP_031488.2| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRAAMEEQLGTCQDMEKRAQRRIARIQQIEKDILRVRQLLQSQAAEAERSSQSRHDAASHEAGRQHEGHGVA---ESNTAASSSGQSPATRVDHETASVLSSSGT   295
gi|6978509|ref|NP_036631.1| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRAAMEEQLGTCQDMEKRAQRRIARIQQIEKDILRVRQLLQSQAAEAERSSQSKHETASHEAERQLEGQGVA---ESNLATSGSGQSSAARVDHETAGVLSSSGT   295
gi|118104245|ref|XP_001233411.1| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRAAMEEQLGTCQDMEKRAQVRVARIQQIEKDILRIRQLLQSQAAEAERAPQGKHDAASHDTERQSEGQGAP---EISMSTSNTGQGSAARMDHETASVMSSSNN   297
gi|219802769|ref|NP_001137312.1| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRAAMEDQLGTCQDMEKRAQGRVARIQQIEKDMLRIRTRLQAQSAESESSGKRYRERVKHEPLSQTEGSHAAGDAGAAAAASVCSQGSASRVDHDSASEMSSAGS   291
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gi|53759122|ref|NP_000029.2| HSAPRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEPGMDQDKNPMPAPVEHQIC   447
gi|114601146|ref|XP_001143366.1| ------------SDVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVEHQIC   410
gi|73951984|ref|XP_536285.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|194670415|ref|XP_001787655.1| HSAPRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVEHQIC   447
gi|110225370|ref|NP_031488.2| HSAPRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVEHQIC   445
gi|6978509|ref|NP_036631.1| HSAPRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVEHQIC   445
gi|118104245|ref|XP_001233411.1| YSVPRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCIAMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVDHQIC   447
gi|219802769|ref|NP_001137312.1| YSVPRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCIAMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQESHERGVDQDKNPMPSPVEHQIC   441
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                                                                                                                                                              :*: .*:*:*****************
gi|53759122|ref|NP_000029.2| PAVCVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSITLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSA   597
gi|114601146|ref|XP_001143366.1| PAVCVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSITLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSA   560
gi|73951984|ref|XP_536285.2| ----------------------------------------------------------------------------------------------------------------------------MMKMCLKVKKESTLKSVLSALWNLSA    26
gi|194670415|ref|XP_001787655.1| PAVCVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSITLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLQSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSA   597
gi|110225370|ref|NP_031488.2| PAVCVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSVTLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSA   595
gi|6978509|ref|NP_036631.1| PAVCVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMHGLTDDHYSVTLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSA   595
gi|118104245|ref|XP_001233411.1| PAVCVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSVTLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSA   597
gi|219802769|ref|NP_001137312.1| PAVCVLMKLSFDEEHRHAMNELGGLQAIGELLQVDCEIYGLTNDHYSVTLRRYAGMALTNLTFGDVANKATLCSMKGCMRAMVAQLKSESEDLQQVIASVLRNLSWRADVNSKKILREVGSVRALMECALEVQKESTLKSVLSALWNLSA   591
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                                  **********:* *******.********************************:********.*******************************.***********************************************:*******
gi|53759122|ref|NP_000029.2| HCTENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGS   747
gi|114601146|ref|XP_001143366.1| HCTENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGS   710
gi|73951984|ref|XP_536285.2| HCTENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGS   176
gi|194670415|ref|XP_001787655.1| HCTENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGS   747
gi|110225370|ref|NP_031488.2| HCTENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGS   745
gi|6978509|ref|NP_036631.1| HCTENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGS   745
gi|118104245|ref|XP_001233411.1| HCTENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENSCLQTLLQHLKSHSLTIVSNACGTLWNLSARNAKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDTNIMSPGS   747
gi|219802769|ref|NP_001137312.1| HCTENKADICTVPGALAFLVSTLTYRSQTNTLAIIESGGGILRNVSSLIATNEEHRQILRENSCLQTLLQHLKSHSLTIVSNACGTLWNLSARNAKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGS   741
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                                  *************  ************************ * *** .:**:*        *   *::.:*...: * ***:*:.**.  *: ..**. :.  :*:****:*:*      : .  *    ::**  :*:.::***** ***
gi|53759122|ref|NP_000029.2| SLPSLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQSLYGDYVFDTNRHDD--NRSDNFNTGNMTVLSPYLNTTVLP--SSSSSRGSLDSSRSEKDRSLERERGIGLGNYHPATENPGTSSKR-GLQISTTAAQIAKVME   892
gi|114601146|ref|XP_001143366.1| SLPSLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQSLYGDYVFDTNRHDD--NRSDNFNTGNMTVLSPYLNTTVLP--SSSSSRGSLDSSRSEKDRSLERERGIGLGNYHPATENPGTSSKR-GLQISTTAAQIAKVME   855
gi|73951984|ref|XP_536285.2| SLPSLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRNKQRHKPNLYGDYVFDTNRHDD--NRSDNFNTGNMTVLSPYLNTTVLP--SSSSSRGSLDSSRSEKDRSLERERGISLGNYHPATENPGTSSKR-GLQISTTAAQIAKVME   321
gi|194670415|ref|XP_001787655.1| SLPSLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQNLYGDYVFDTNRHDD--NRSDNFNTGNMTVLSPYLNTTVLP--SSSSSRGSLDSSRSEKDRSLERERGISLGNYHPATENPGTSSKR-GLQISTTAAQIAKVME   892
gi|110225370|ref|NP_031488.2| SLPSLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQNLYGDYAFDANRHDD--SRSDNFNTGNMTVLSPYLNTTVLP--SSSSSRGSLDSSRSEKDRSLERERGIGLSAYHPTTENAGTSSKR-GLQITTTAAQIAKVME   890
gi|6978509|ref|NP_036631.1| SLPSLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQNLYGDYVFDASRHDD--NRSDNFNTGNMTVLSPYLNTTVLP--SSSSSRGSLDSSRSEKDRSLERERGIGLSTYHSATENPGTSSKR-GLQLSATAAQIAKVME   890
gi|118104245|ref|XP_001233411.1| SLPSLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRNKQRHKQNIYGEYVLDSSRHDDGVCRTESFNTGNMTVLSPYLNSTVLPG-SASSSRGNIENCLSEKDRSLDRDRAVGLNAYHPATENSGNSSKRIGMQISTAAAQIAKVME   896
gi|219802769|ref|NP_001137312.1| SLPSLHVRKQKALIEELDAQHLSETFDNIDNLSPKASHRVKPRHKHNVYGDY--------DAVCRSDGYNPNGVGVRSPYMNTPVLSSPSSRDNRGNAESVRAERDRSLDRER----RGFLPDGE----AAKR-MMQIPTSAAQIAVVME   874
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                  **  :*   :***..*:.: *.  ::    ** :: * * * : :.*:: *.*.*.:*  *:** *: *******.*:***                                                                     
gi|53759122|ref|NP_000029.2| EVSAIHTSQEDRSSGSTTELHCVTDERNALRRSSAAHTHSNTYNFTKSENSNRTCSMPYAKLEYKRSSNDSLNSVSSSDGYGKRGQMKPSIESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQS  1042
gi|114601146|ref|XP_001143366.1| EVSAIHTSQEDRSSGSTTELHCVTDERNALRRSSAAHTHSNTYNFTKSENSNRTCSMPYAKLEYKRSSNDSLNSVSSSDGYGKRGQMKPSIESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQS  1005
gi|73951984|ref|XP_536285.2| EVSAIHTSQEDRSSGSTTELHCGTDERNTLRRSSTAHTHANTYSFTKSENSNRTCPVPYAKLEYKRSSNDSLNSVSSSDGYGKRGQMKPSIESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQS   471
gi|194670415|ref|XP_001787655.1| EVSAIHTSQEDRSSGSTTELHCGTDERNALRRSSTTHTHANTYNFTKSENSNRTCPIPYAKVEYKRSSNDSLNSVSSSDGYGKRGQMKPSIESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQS  1042
gi|110225370|ref|NP_031488.2| EVSAIHTSQDDRSSASTTEFHCVADDRSAARRSSASHTHSNTYNFTKSENSNRTCSMPYAKVEYKRSSNDSLNSVTSSDGYGKRGQMKPSVESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQS  1040
gi|6978509|ref|NP_036631.1| EVSALHTSQDDRSPASAAELHCVAEERTAARRSSASHTHPNTHNFAKSESSNRTCSMPYAKVEYKRSSNDSLNSVTSSDGYGKRGQMKPSVESYSEDDEGKFCSYGQYPADLAHKIHSANHMDDNGGELDTPINYSLKYSDEQLNSGRQS  1040
gi|118104245|ref|XP_001233411.1| EVTSMHIPQEDRSSGSTSEMHCLTEDRNTTRRAATAHTHSNTY-FPKSENSSRPCPVPYTKMEYKRARNDSLNSVSSSDGY---------------------------------------------------------------------   976
gi|219802769|ref|NP_001137312.1| EVQNMHLGMDDRSAGSTPDPHSVQDD--MIRRQTAVHGHQNIYSYSKTDPSGRPCPMP--KLEY-RASNDSLNSVNSTDGYGKRGQMKPSVDSYSEDDEGKCCVYRKYPADLAHKIHNANHMEDDNGDLDTPINYSLKYSDEQLNSGRQS  1019
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gi|53759122|ref|NP_000029.2| PSQNERWARPKHIIEDEIKQSEQRQSRNQSTTYPVYTESTDDKHLKFQPHFGQQECVSPYRSRGANGSETNRVGSNHGINQNVSQSLCQEDDYEDDKPTNYSERYSEEEQHEEEE-RPTNYSIKYNEEKRHVDQPIDYSLKYATDIPSSQ  1191
gi|114601146|ref|XP_001143366.1| PSQNERWARPKHIIEDEIKQSEQRQSRNQSTTYPVYTESTDDKHLKFQPHFGQQECVSPYRSRGANGSETNRVGSNHGINQNVSQSLCQEDDYEDDKPTNYSERYSEEEQHEEEE-RPTNYSIKYNEEKHHVDQPIDYSLKYATDIPSSQ  1154
gi|73951984|ref|XP_536285.2| PSQNERWARPKHIIEDEIKQSEQRQSRSQSTTYPVYTESTDDKHLKFQPHFGQQECVSPYRSRGASGSETNRVGSNHGINQNVNQSLCQEDDYEDDKPTNYSERYSEEEQHEEEE-RPTNYSIKYNEEKHHVDQPIDYSLKYATDIPSSQ   620
gi|194670415|ref|XP_001787655.1| PSQNERWARPKHILEDEIKPNEQRQSRSQSTAYPVYPESTDDKHLKFQPHFGQQECVSPYRSRAANGSETNRVGSNHGISQNVNQSLCQEDDYEDDKPTNYSERYSEEGQHEEEE-RPTNYSIKYSEEKHHVDQPIDYSLKYTTDIPSSQ  1191
gi|110225370|ref|NP_031488.2| PSQNERWARPKHVIEDEIKQNEQRQARSQNTSYPVYSENTDDKHLKFQPHFGQQECVSPYRSRGTSGSETNRMGSSHAINQNVNQSLCQEDDYEDDKPTNYSERYSEEEQHEEEEERPTNYSIKYNEEKHHVDQPIDYSLKYATDISSSQ  1190
gi|6978509|ref|NP_036631.1| PSQNERWARPKHVIEDEIKQNEQRQSRSQNTNFPVYSENTDDKHLKFQQHFGQQECVSPYRSRGTNGSETNRMGSSHAVNQNVNQSLCQEDDYEDDKPTNYSERYSEEEQHEEEE-RPTNYSIKYNEEKHHVDQPIDYSLKYATDISSSQ  1189
gi|118104245|ref|XP_001233411.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   976
gi|219802769|ref|NP_001137312.1| PSQNERWARPK-LLDDEMKRPDQKPPRSQSPGYPMYTEGSSEGEDKPKKYQPRFVQQDLPAFRSRGSNEQISSGSSHGLNKKISQTICSVDDYADDKPTNYSERYSEEEQLEEQT---PSYSMKYTED-HHVEQPIDYSLKYS--EAPSK  1162
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gi|53759122|ref|NP_000029.2| KQSFSFSKSSSGQSSKTEHMSSSSENTSTPSSNAKRQNQLHPSSAQSRSGQPQKAA---TCKVSSINQETIQTYCVEDTPICFSRCSSLSSLSSAEDEIGCNQTTQEADSANTLQIAEIKEKIGTRSAEDPVSEVPAVSQHPRTKSSRLQ  1338
gi|114601146|ref|XP_001143366.1| KQSFSFSKSSSGQSSKTEHMSSSSENTSTPSSNAKRQNQLHPSSAQSRSGQTQKAA---TCKVSSINQETIQTYCVEDTPICFSRCSSLSSLSSAEDEIGCNQTTQEADSANTLQIAEIKEKIGTRSAEDPVSEVPAVSQHTRTKSSRLQ  1301
gi|73951984|ref|XP_536285.2| KPPFSFSKNSSGQSTKTEHLSASSENTSTPSSSAKRQTQHHPSSAQSRNGQTPKAN---SCKVPSINQETIQTYCVEDTPICFSRCSSLSSLSSAEDEIGCDPAPQEAESANTLQRAEIKENSGTRTTEDAVSEVPAASPHIRTKSSRLQ   767
gi|194670415|ref|XP_001787655.1| KPAFSFSKNSSGQSTKTEHISSSSENTSTTSSNAKRQNQLHPSSAQSRSGQTPKATSS-SCKVPSINQETIQTYCVEDTPICFSRCSSLSSLSSAEDEVGCDQTTQEAESANTLQIAEIKDNSGPRSNEDSVSKVPAGSQHIRTKSSRLQ  1340
gi|110225370|ref|NP_031488.2| KPSFSFSKNSSAQSTKPEHLSPSSENTAVPPSNAKRQNQLRPSSAQ-RNGQTQKGT---TCKVPSINQETIQTYCVEDTPICFSRCSSLSSLSSADDEIGCDQTTQEADSANTLQTAEVKENDVTRSAEDPATEVPAVSQNARAKPSRLQ  1336
gi|6978509|ref|NP_036631.1| KPSFSFSKTPSVQGTKTEHNSPSSEAASAPSSNAKRQSQLHPSSAQ-RNGQTPKGT---ACKVPSINQETMQTYCVEDTPICFSRCSSLSSLSSAEDEIGCDQTTQEADSANTLQIAEIKENDVTRSAQDPASDVPAVSQSTRTKPSRLQ  1335
gi|118104245|ref|XP_001233411.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   976
gi|219802769|ref|NP_001137312.1| KGMFSHSKTSSAQSSAKEHLSQDSSSSVASLKNQGRQKQLHPSSAQSRSGPTRAVQKNPTCKAPTINQETLQTYCVEDTPICFSRGSSLSSLSSEEDEMESCKRNVNSASNYPTLPISEKQSTNNVAADQRTSESQSSVHYVRAKPPRHH  1312
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gi|53759122|ref|NP_000029.2| GSSLSSESARH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLMFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPP----QTAQTKREVPKNKAPTAEKRESGPKQAAVNAAVQRVQVLP  1483
gi|114601146|ref|XP_001143366.1| GSSLSSESARH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLMFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPP----QTAQTKREVPKNKAPTAEKRESGPKQAAVNAAVQRVQVLP  1446
gi|73951984|ref|XP_536285.2| ASGLSAESTRH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLMFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPP----QTVQTKREVPKNKASAAEKRESGPKQAAVNAAVQRVQVLP   912
gi|194670415|ref|XP_001787655.1| ASGLSSESARH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLMFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPPPPPPQTVQTKQEVPKNKAPSAEKRESGPKQAAVNAAVQRVQVLP  1489
gi|110225370|ref|NP_031488.2| ASGLSSESTRHNKAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLVFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPP----QTVQAKREVPKSKVPAAEKRESGPKQTAVNAAVQRVQVLP  1482
gi|6978509|ref|NP_036631.1| ASGLASESARH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLVFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIVSPSDLPDSPGQTMPPSRSKTPPPPPPP--QPVQTKREVPKTKVPAAEQREGGPKQTAVSAAVQRVQVLP  1482
gi|118104245|ref|XP_001233411.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   976
gi|219802769|ref|NP_001137312.1| LG--HGDGSRHHKTVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLMFSRCTSVSSLDSFESHSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPP-----PRSTSVKQKVTVPPHTEKHDLAPRHAVVSAAVQKVQVLP  1455
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gi|53759122|ref|NP_000029.2| DADTLLHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPKESNENQEKEAEKTIDSEKDLLDDSDDDD-IEILEECIISAMPTKSSRKAKKPAQT-ASKLPPPVARKPSQLPVYKLLPSQNRLQPQKHVS  1631
gi|114601146|ref|XP_001143366.1| DADTLLHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPKESNENQEKEAEKTIDSEKDLLDDSDGDD-IEILEECIISAMPTKSSCKAKKPAQT-ASKLPPPVARKPSQLPVYKLLPSQNRLQPQKHVS  1594
gi|73951984|ref|XP_536285.2| DADTLLHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPEEANENQEKEPEKPTDSEKDLLDDSDDDD-IEILEECIISAMPTKSSRKAKKPAQT-APKLPPPVARKPSQLPVYKLLPSQNRLQAQKHVS  1060
gi|194670415|ref|XP_001787655.1| EADTLLHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPEESNENQEKEAEKPTDSEKDLLDESDDDD-IEILEECIISAMPTKSSRKAKKPAQT-TSKLPPPVARKPSQLPVYKLLPSQNRLQAQKHVS  1637
gi|110225370|ref|NP_031488.2| DVDTLLHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPEESNENQDKEVEKP-DSEKDLLDDSDDDD-IEILEECIISAMPTKSSRKAKKLAQT-ASKLPPPVARKPSQLPVYKLLPAQNRLQAQKHVS  1629
gi|6978509|ref|NP_036631.1| DADTLLHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETEPEQPEESNENQDKEVEKP-DSEKDLLDDSDDDD-IEILEECIISAMPTKSSRKAKKLAQT-ASKLPPPVARKPSQLPVYKLLPSQSRLQAQKHVS  1629
gi|118104245|ref|XP_001233411.1| ----------ESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVHENEHGNEAEPEQSDETKDNQENKAEKPSEAEKDILDDSDDDD-IEILEECIISAMPTKSSRKAKKPSQASAPKIPPPVARKPSQLPVYKLLPSQSRLQSQKHVS  1115
gi|219802769|ref|NP_001137312.1| DNDTLLHFATESTPDGFSCASSLSALSLDEPFIQKDVELKIMPPVHEDDHSIEAEPEMEDMHEPKVQEKSPATSEAAKDILDDSDDDDDTEILNACINSAMPTKSSRKPKKQSTS---RIPPPVACKPSQLPVYKLLPPQNRGQPQKHVA  1602
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gi|53759122|ref|NP_000029.2| FTPGDDMPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGEGVRGGAQSGEFEKRDTIPTEGRSTDEAQGGKTSSVTIPELDDNKAEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASASSSAPNKNQLDGKKKKPTSPVKPIPQ  1781
gi|114601146|ref|XP_001143366.1| FTPGDDMPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGEGVRGGAQSGEFEKRDTIPTEGRSTDEAQGGKTSSVTIPELDDNKAEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASASSSAPNKNQLDGKKKKPTSPVKPIPQ  1744
gi|73951984|ref|XP_536285.2| FTPGEDMPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGEGVRAGAQPSEFEKRDTIPTEGRSTDEAQRGKAPAVTIPELDDSKTEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASVSSSGTNKTQLDGKKKKPTSPVKPIPQ  1210
gi|194670415|ref|XP_001787655.1| FTPGDDMPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGEGVRAGAQSSEFEKRDTIPTEGRSTDEAQRGKASSVTVPELDDSKTEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASMSSSGTNKNQLDGKTKKPTSPVKPIPQ  1787
gi|110225370|ref|NP_031488.2| FTPGDDVPRVYCVEGTPINFSTATSLSDLTIESPPNELATGDGVRAGIQSGEFEKRDTIPTEGRSTDDAQRGKISSIVTPDLDDNKAEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASSTSSGANKNQVDTKKKKPTSPVKPMPQ  1779
gi|6978509|ref|NP_036631.1| FTPGDDVPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGDGVRASVQSGEFEKRDTIPTEGRSTDEAQRGKVSSIAIPDLDGSKAEEGDILAECINSALPKGRSHKPFRVKKIMDQVQQASMTSSGTNKNQIDTKKKKPTSPVKPMPQ  1779
gi|118104245|ref|XP_001233411.1| FTPGDDMPRVYCVEGTPINFSTATSLSDLTIESPPNELANVDSVGAGAESGEFEKRDTIPTEGRSTDDTQRAKSITVTGPGLDDDKTEEGDILAECINSAMPKGKSHKPFRVKKIMDQIQQASTSLN--NKNQPEGEKKKPTSPVKPVPQ  1263
gi|219802769|ref|NP_001137312.1| LAHGEDMPRVYCVEGTPINFSTATSLSDLTIDSPPNELAGMESSAPHVEAS-GQRRDTLP-EGKSAEAKETGLSPPMQSALAEN---EGDDILAECINSAMPKSKIHKPFRVQKMPDQAQHPSTATG--SLVQQDLEKKKPTSPVKPMPQ  1745
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gi|53759122|ref|NP_000029.2| NTEYRTRVRKNADSKNNLNAERVFSD-NKDSKKQNLKNNSKVFNDKLPNNEDRVRGSFAFDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKAKENKESEAKVTSHTELTSNQQSANKTQAIAKQPINRGQPKPILQKQ  1930
gi|114601146|ref|XP_001143366.1| NTEYRTRVRKNADSKNNLNAERVFSD-NKDSKKQNLKNNSKDFNDKLPNNEDRVRGSFAFDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKAKENKESEAKVTSHTELTSNQQSANKTQAIAKQPINRGQPKPILQKQ  1893
gi|73951984|ref|XP_536285.2| SAEYRTRVRKHTDSKNNVNAERTFSD-NKDSKKQNLKNNSKDFNDKLPSNEDRVRGSFTFDSPHHYTPIEGTPYCFSRNDSLSSLDFEDDDVDLSREKAELRKGKENKDSEAKVPSHTEPISNQQSANKTQAVTKHPVNRGQSKPVLQKQ  1359
gi|194670415|ref|XP_001787655.1| NTEYRTRVRKNTDSKNNLNAERNFSE-NKDSKKQHLKNNSKDFNDKLPNNEDRVRGSFTFDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKGKENKESEAKVTNHTELTSNQQSASKTPAVTKQPINRGQSKPVLQKQ  1936
gi|110225370|ref|NP_031488.2| NTEYRTRVRKNTDSKVNVNTEETFSD-NKDSKKPSLQTNAKAFNEKLPNNEDRVRGSFALDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKGKESKDSEAKVTCRPEPNSSQQAASKSQASIKHPANRAQSKPVLQKQ  1928
gi|6978509|ref|NP_036631.1| NTEYRTRVRKNTDSKVNVNTEETFSD-NKDSKKQSLKNNPKDLNDKLPDNEDRVRGGFTFDSPHHYAPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKGKESKDSEAKVTCHTEPSSSQQSARKAQASTKHPVNRGPSKPLLQEQ  1928
gi|118104245|ref|XP_001233411.1| NSEYRARVRKNTESKSQINNERSYPE-NRDAKKQNLKNNSRDFNDKLPNNEERVRGSFTFDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKGKEAKEVETKDCPNVEQPSGQQPSNRTQVCQKHPTSRSQSK------  1406
gi|219802769|ref|NP_001137312.1| SSEYRARMLKRPEANNSLADPATYPDKNKETRKQEPKVVIRDFADKPSNAEERTRPGFAFDSPHHYTPIEGTPYCFSRNDSLSSLDFEDEDLDFSKEKAVLRKDKEQRKVPLLKCS-VEQPANTNMVSTFQTAPTKPLQK----------  1884
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gi|53759122|ref|NP_000029.2| STFPQSSKDIPDRGAATDEKLQNFAIENTPVCFSHNSSLSSLSDIDQENNN-KENEPIKETEPPDSQGEPSKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLQECISSAMPKKKKPSRLKGDNE----KHSPRNMGGILGE-  2074
gi|114601146|ref|XP_001143366.1| STFPQSSKDIPDRGAATDEKLQNFAIENTPVCFSHNSSLSSLSDIDQENNNNKENEPIKETEPPDSQGEPSKPQAS------------------------------DDLLQECISSAMPKKKKPSRLKGDHE----KYSPRNMGGILAE-  2008
gi|73951984|ref|XP_536285.2| PTFPQSSKDLPDRGAATDEKLQNFAIENTPVCFSRNSSLSSLSDIDQENNNNKENEPLKEAEPPDSQGEPSKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLQECISSAMPKKKKPSRLKGDTE----KHSPRNMSGILAE-  1504
gi|194670415|ref|XP_001787655.1| STFPQSSKDIPDRGAATDEKLQNFAIENTPVCFSRNSSLSSLSDIDQENNNNKENEPVKETEPPASQGEPGKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLQECISSAMPKKKKPSRLKPDNE----KHSPRNMGGILAE-  2081
gi|110225370|ref|NP_031488.2| PTFPQSSKDGPDRGAATDEKLQNFAIENTPVCFSRNSSLSSLSDIDQENNNNKESEPIKEAEPANSQGEPSKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLQECISSAMPKKKRPSRLKSESE----KQSPRKVGGILAE-  2073
gi|6978509|ref|NP_036631.1| PTFPQSSKDVPDRGAATDEKLQNFAIENTPVCFSRNSSLSSLSDVDQENNNNEETGPVRDAEPANAQGQPGKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLRECISSAMPKKRRPSRLKGEGE----WQSPRKVGSVLAE-  2073
gi|118104245|ref|XP_001233411.1| -TFCQPSKDIPDRGAATDEKMQNFAIENTPVCFSRNSSLSSLSDIDQENNNNKEGEPVKRTEAPDSQIESSRPQTSGYAPKSFHVEDTP-------------------------------------------------------------  1494
gi|219802769|ref|NP_001137312.1| TVFPQAPKE--NTVVVCDEKQK-FSIEDTPVCFSRNSSLSSLSDIDQENNNKDCSH-----KDDVTQMEAPRPQASGYAPKAFHVEDTPVCFSRNSSLSSLSIDSEDDLLQECISSAMPKKKKQTPRSKTEESGVKEEKSMMADGILSEE  2026
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gi|53759122|ref|NP_000029.2| -DLTLDLKDIQRPDSEHGLSPDSENFDWKAIQEGANSIVSSLHQ-AAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLETKKIESE-SKGIKGGKKVYKSLITGKVRSNSEISGQMKQPLQANM  2221
gi|114601146|ref|XP_001143366.1| -DLTLDLKDIQRPDSEHGLSPDSENFDWKAIQEGANSIVSSLHQ-AAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLETKKIESE-SKGIKGGKKVYKSLITGKVRSNSEISGQMKQPLQANM  2155
gi|73951984|ref|XP_536285.2| -DLTLDLKDIQRPDSEHGLSPDSENFDWKAIQEGANSIVSSLHQ-AAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLETKKIESE-NKGIKGGKKVYKSLITGKIRSNSEVLSQMKQPLQANM  1651
gi|194670415|ref|XP_001787655.1| -DLTLDLKDIQRPDSEHGLSPDSENFDWKAIQEGANSIVSSLHQ-AAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLETKKIESE-NKGIKGGKKVYKSLITGKVRSNSEISSQMKQPLQTNM  2228
gi|110225370|ref|NP_031488.2| -DLTLDLKDLQRPDSEHAFSPDSENFDWKAIQEGANSIVSSLHQAAAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLEAKKIESE-NKGIKGGKKVYKSLITGKIRSNSEISSQMKQPLPTNM  2221
gi|6978509|ref|NP_036631.1| -DLTLDLKDIQRPESEHGLSPDSENFDWKAIQEGANSIVSSLHQAAAAAACLSRQASSDSDSILSLKSGVSLGSPFHLTPDQEEKPFTSHKGPRILKPGEKSTLEAKKIESE-NKGIKGGKKVYKSLITGKIRSNSEISSQMKQPLQTNM  2221
gi|118104245|ref|XP_001233411.1| ---------------------------------GANSIVRSRHP-PAAAASLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLESKKVESE-SKGIKGGKRVYKSIITGKARSNSEVSSQIKQPQQTSV  1609
gi|219802769|ref|NP_001137312.1| PDLILDLTDTHSPISEQALSPDSESFDWKAIQEGANSIVSSLHQ---AAASLSRQGSSDSDSILSLKSGISIGSPFHLPLNQDDKPAP-NKGPRILKPGEKSSIEAKKKEEETAKSLKGGKKVYKSLITGKPRPS--LESMASQHRQAQA  2170
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gi|53759122|ref|NP_000029.2| PSISRGRTMIHIPGVRNSSSSTSPVSKKGPPLKTPASKSPSEGQTATTSPRGAKPSVKSELSPVARQTS--QIGGSSKAPSRSGSRDSTPSRPAQQPLSRPIQSPGRNSISPGRNGISPPNKLSQLP---RTSSPSTASTKSSGSGKMSY  2366
gi|114601146|ref|XP_001143366.1| PSISRGRTMIHIPGVRNSSSSTSPVSKKGPPLKTPASKSPSEGQTATTSPRGAKPSVKSELSPVARQTS--QIGGTSKAPSRSGSRDSTPSRPAQQPLSRPIQSPGRNSISPGRNGISPPNKLSQLP---RTSSPSTASTKSSGSGKMSY  2300
gi|73951984|ref|XP_536285.2| PSISRGRTMIHIPGVRNSSSSTSPVSKKGPPLKTPASKSPSEGQTATTSPRGTKPSVKSELSPVTRPAP--QPAGANKGPSRSGSRDSTPSRPAQQPLSRPMQSPGRNSISPGRNGISPPNKLSQLP---RTSSPSTASTKSSGSGKMSY  1796
gi|194670415|ref|XP_001787655.1| PSISRGRTMIHIPGVRNSSSSTSPVSKKGPPLKTPASKSPSEGQPATTSPRGTKPSVKSELSPVTRQAS--QTAGSNKGPSRSGSRDSTPSRPAQQPLSRPMQSPGRNSISPGRNGISPPNKLSQLP---RTSSPSTASTKSSGSGKMSY  2373
gi|110225370|ref|NP_031488.2| PSISRGRTMIHIPGLRNSSSSTSPVSKKGPPLKTPASKSPSEGPGATTSPRGTKPAGKSELSPITRQTS--QISGSNKGSSRSGSRDSTPSRPTQQPLSRPMQSPGRNSISPGRNGISPPNKLSQLP---RTSSPSTASTKSSGSGKMSY  2366
gi|6978509|ref|NP_036631.1| PSISRGRTMIHIPGVRNSSSSTSPVSKKGPPLKTPASKSPSEGPVATTSPRGTKPAVKSELSPITRQTS--HISGSNKGPSRSGSRDSTPSRPTQQPLSRPMQSPGRNSISPGRNGISTPNKLSQLP---RTSSPSTASTKSSGSGKMSY  2366
gi|118104245|ref|XP_001233411.1| PSISRGRTMIHIPGVRNSSSSTSPVSKKGPPFKNTNSKSPSEGQSSASSPRGVKSSVKPEPAPVTRQLSGLNQGGSSKGPSRSGSRDSTPSRPQQQPLSRPLQSPGRNSISPGRNGISPPNKLSQLP---RTSSPSTASTKSSSSGRMSY  1756
gi|219802769|ref|NP_001137312.1| PVISRGRTMVHVPGVRSSSPSTSPVPKK-PPPRGQMSKPPSQAPGAGSSPRTMKVPPSSEPSPASGPPS--SQGGSSKASSRSGSRDSTPSRPVQQSLTRPMQSPGRASVSPGRNGLSPSNKLSQLPQLPRTASPSASSTKSSGSGRMAY  2317
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gi|53759122|ref|NP_000029.2| TSPGRQMSQQNLTKQTGLSKNASSIPRSESASKGLNQMNNGNGANKKVELSRMSSTKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPASPTRSQAQTPVLSPSLPDMSLSTHSSVQAGGWRKLPPNLSPTIE  2516
gi|114601146|ref|XP_001143366.1| TSPGRQMSQQNLTKQTGLSKNASSIPRSESASKGLNQMNNGNGANKKVELSRMSSTKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPASPTRSQAQTPVLSPSLPDMSLSTHSSVQAGGWRKLPPNLSPTIE  2450
gi|73951984|ref|XP_536285.2| TSPGRQMSQQNLSKQTGLSKNGSSIPRSESASKGLNQMSNSNGSNKKVELSRMSSTKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPDSPTRSQAQTPVLSPSLPDMSLSAHPSIQSGGWRKLPPNLSPTIE  1946
gi|194670415|ref|XP_001787655.1| TSPGRQMSQQNLTKQTGLSKNGSGIPRSESASKGLNQMSNSNGSNKKVELSRMSSTKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPDSPTRSQAHTPVLSPSLPDMSLSTHSSLQSGGWRKLPPNLSPTIE  2523
gi|110225370|ref|NP_031488.2| TSPGRQLSQQNLTKQASLSKNASSIPRSESASKGLNQMSNGNGSNKKVELSRMSSTKSSGSESDRSERPALVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPDSPTRSQAQTPVLSPSLPDMSLSTHPSVQAGGWRKLPPNLSPTIE  2516
gi|6978509|ref|NP_036631.1| TSPGRQLSQQNLSKQTGLSKNASSIPRSESASKGLNQMNNSNGSNKKVELSRMSSTKSSGSESDRSERPALVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPDSPTRSQAQTPVLSPSLPDMSLSTHPSVQAGGWRKLPPNLSPTIE  2516
gi|118104245|ref|XP_001233411.1| TSPGRQMSQQNLTKQTALTKNTSSIPRSESASKGLNQILGSGASNKKTDLSRMSSAKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPS-RPDSPTRSQLQTPVLSPSLPDMSLSTHSTAQTSGWRKLPPNLSPSVE  1905
gi|219802769|ref|NP_001137312.1| TSPGRQLVQPTPTKQSGLPRSTSGIPRSESASKILNQC----GPSKKAELSRMSSTKSSGSESDRSEKPGLVRQSTFIKEAPSPTLKRKLEESASFESLSPS------STSQSQTPVSSPSLPDMSLSLP--YQGSGWTKAPQSQN-SAE  2454
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gi|53759122|ref|NP_000029.2| YNDGRPAKRHDIARSHSESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-HVNSISGTKQSKENQVSAKGTWRKIKENEFSPTNSTSQTVSSGATNGAESKTLIYQMAPAVSKTEDVWVRIEDCP  2665
gi|114601146|ref|XP_001143366.1| YNDGRPAKRHDIARSHSESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-HVNSISGTKQSKANQVSAKGTWRKIKENEISPTNSTSQTVSSGATNGAESKTLIYQMAPAVSKTEDVWVRIEDCP  2599
gi|73951984|ref|XP_536285.2| YNDGRPAKRHDIARSHSESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-HVNSISGTKQTKENQVSTKGTWRKIKENEISPTNSTSQTTSSGAANGAESKTLIYQMAPAVSKTEDVWVRIEDCP  2095
gi|194670415|ref|XP_001787655.1| YNDGRPVKRHDIARSHSESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-QVNSISGSKQTKENQVSTKGTWRKIKESEISPTNSTSQTTSSGAANGAESKTLIYQMAPAVSKTEDVWVRIEDCP  2672
gi|110225370|ref|NP_031488.2| YNDGRPTKRHDIARSHSESPSRLPINRAGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDER-HVSSMPAPRQMKENQVPTKGTWRKIKESDISPTGMASQSASSGAASGAESKPLIYQMAPPVSKTEDVWVRIEDCP  2665
gi|6978509|ref|NP_036631.1| YSDGRPSKRHDIARSHSESPSRLPVNRAGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-HVNSVPGPRQMKENQVPTKGTWRKIKESEISPTNTVSQTTSSGAASGAESKTLIYQMAPAVSRTEDVWVRIEDCP  2665
gi|118104245|ref|XP_001233411.1| Y-DGRPAKRHDIARSHSESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEKQHGSSLSGQKQSKESQAPAKGTWRKIKENEIPQIMNDPQHPSSSATSSSDSKTLIYQMAPAVSKTEDVWVRIEDCP  2054
gi|219802769|ref|NP_001137312.1| NGDGKSLKRHDISRSHSESPSRLPINRTGTWKREHSKHSSSLPRVGTWKRTGSSSSILSASSESSEKGRSEDER--QPTNPPQKSGKEGGLERKGTWRKAKGSETS--------------YAPMSLDLQDQTGDAMSKSEDVWVRIEDCP  2588
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gi|53759122|ref|NP_000029.2| INNPRSGRSPTGNTPPVIDSVSEKANPNIKDSKDNQAKQNVGNGSVPMRTVGLENRLNSFIQVDAPDQKGTEIKPGQNN-PVPVSETNESSIVERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADSTSARPSQIPTPVNNNTK  2814
gi|114601146|ref|XP_001143366.1| INNPRSGRSPTGNTPPVIDSVSEKGNPNIKDSKDNQAKQNVGNGSVPMRTVGLENRLNSFIQVDAPDQKGTEIKPGQNN-PVPVSETNESSIVERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADSTSARPSQIPTPVNNNTK  2748
gi|73951984|ref|XP_536285.2| INNPRSGRSPTGNTPPVIDTVLEKGNPNAKDAKDNQGKPSVGNGSGPVRAVGLENRLNSFIQVEAPDQKGTEAKPGPSN-PVPAPEANESCAAERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADGTSARPSQIPTPVATATK  2244
gi|194670415|ref|XP_001787655.1| INNPRSGRSPTGNTPPVIDTVSEKGNPNPKDSKDNQGKQNVSNGSAPTRTMGLENRLNSFIQVDPPDQKGTETKPGHSNNPVPASETSESSIAERTPFSSSSSSKHSSPSGTVAARVSPFNYNPSPRKSSTDGTSARPSQIPTPVSNNTK  2822
gi|110225370|ref|NP_031488.2| INNPRSGRSPTGNTPPVIDSVSEKGSSSIKDSKDTHGKQSVGSGS-PVQTVGLETRLNSFVQVEAPEQKGTEAKPGQSN-PVSIAETAETCIAERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADSTSARPSQIPTPVSTNTK  2813
gi|6978509|ref|NP_036631.1| INNPRSGRSPTGNTPPVIDSISEKGNPSIKDSKDTQGKQSVGSGS-PVQTVGLENRLNSFIQVEAPEQKGTETKAGQGS-PAPVAETGETCMAERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADSTSARPSQIPTPVGSSTK  2813
gi|118104245|ref|XP_001233411.1| INNPRSGRSPTGNTPPVIDSVSEKGVVNGKDSKEIQEKQNPGNGSVPVRTIGLENRLNSFFQMDSPDKKGNETKPLQTN-PVPAPENNESTVSERTPFSSSSSSKHNSPIGAVAARVTPFNYNPSRRKSSVDNSSARPSQIPTPVNNSTK  2203
gi|219802769|ref|NP_001137312.1| INNPRSSKSPTASTPPVIDSLPIKGLACDRDSSESHSK--LMSENAAMSHLGSETNLNLLRSSESLDKKVTDIKPAPSN-PNIGPELHEFPVSERTPFSSTNSSKHSSPSGAVAARVSPFNYTPSPRKSSADGSTPRPSQIPTPISSNAK  2735
                         ......2710......2720......2730......2740......2750......2760......2770......2780......2790......2800......2810......2820......2830......2840......2850

                                  ***:* : ::          ****:****
gi|53759122|ref|NP_000029.2| KRDSKTDSTESSGTQSPKRHSGSYLVTSV  2843
gi|114601146|ref|XP_001143366.1| KRDSKTDSTESSGTQSPKRHSGSYLVTSV  2777
gi|73951984|ref|XP_536285.2| KRDSKTEGAESGGTQSPKRHSGSYLVTSV  2273
gi|194670415|ref|XP_001787655.1| KRDSKPDSTEPSGTQSPKRHSGSYLVTSV  2851
gi|110225370|ref|NP_031488.2| KRDSKTDSTESSGAQSPKRHSGSYLVTSV  2842
gi|6978509|ref|NP_036631.1| KRDSKTDSTESSGAQSPKRHSGSYLVTSV  2842
gi|118104245|ref|XP_001233411.1| KRDSKSENTDSSGTQSPKRHSGSYLVTSV  2232
gi|219802769|ref|NP_001137312.1| KRDTKGDTTE----------SGSYIVTSV  2754
                         ......2860......2870.........


