
                                                                                                                                                                                        
gi|110225370|ref|NP_031488.2| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDETMTS-GQIDLLERLKEFNLDS-NFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRTFVNGSRESTGYLEELEKERSLLLADLDK   148
gi|6978509|ref|NP_036631.1| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTELETEASNMKEVLKQLQGSIEDETMTS-GQIDLLERLKEFNLDS-NFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRAFVNGSRESTGYLEELEKERSLLLADLDK   148
gi|73951984|ref|XP_536285.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|194670415|ref|XP_001787655.1| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDEAMASSGQIDLLERLKELNLDSSNFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRGFVNGSRENTGYLEELEKERSLLLADLDK   150
gi|114601146|ref|XP_001143366.1| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDEAMASSGQIDLLERLKELNLDSSNFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRGFVNGSRESTGYLEELEKERSLLLADLDK   150
gi|53759122|ref|NP_000029.2| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDEAMASSGQIDLLERLKELNLDSSNFPGVKLRSKMSLRSYGSREGSVSSRSGECSPVPMGSFPRRGFVNGSRESTGYLEELEKERSLLLADLDK   150
gi|118104245|ref|XP_001233411.1| MAAASYDQLLKQVEALKMENSNLRQELEDNSNHLTKLETEASNMKEVLKQLQGSIEDEAIASSGQIDLLERLKELNLESTSFPGVKLRQKVSVRSYGSREGSVSSRSGECSPVPMGSFPRRGFMNGSRESTGYLEELEKERSLLLAELEK   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                        
gi|110225370|ref|NP_031488.2| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRAAMEEQLGTCQDMEKRAQRRIARIQQIEKDILRVRQLLQSQAAEAERSSQSRHDAASHEAGRQHEGHGVAESNTAASSSGQSPATRVDHETASVLSSSGTHSA   298
gi|6978509|ref|NP_036631.1| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRAAMEEQLGTCQDMEKRAQRRIARIQQIEKDILRVRQLLQSQAAEAERSSQSKHETASHEAERQLEGQGVAESNLATSGSGQSSAARVDHETAGVLSSSGTHSA   298
gi|73951984|ref|XP_536285.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|194670415|ref|XP_001787655.1| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRVAMEEQLGTCQDMEKRAQRRITRIQQIEKDILRIRQLLQSQATEAERSSQSKHEAGSHEAERQNEGQGVAEINMATSGSGQGSTTRIDHETASVLSSSSTHSA   300
gi|114601146|ref|XP_001143366.1| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRVAMEEQLGTCQDMEKRAQRRIARIQQIEKDILRIRQLLQSQATEAELSINSTPVGRSPETGSQSHPEDGIPE-------------------------------   269
gi|53759122|ref|NP_000029.2| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRVAMEEQLGTCQDMEKRAQRRIARIQQIEKDILRIRQLLQSQATEAERSSQNKHETGSHDAERQNEGQGVGEINMATSGNGQGSTTRMDHETASVLSSSSTHSA   300
gi|118104245|ref|XP_001233411.1| EEKEKDWYYAQLQNLTKRIDSLPLTENFSLQTDMTRRQLEYEARQIRAAMEEQLGTCQDMEKRAQVRVARIQQIEKDILRIRQLLQSQAAEAERAPQGKHDAASHDTERQSEGQGAPEISMSTSNTGQGSAARMDHETASVMSSSNNYSV   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                                                                                                        
gi|110225370|ref|NP_031488.2| PRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVEHQICPAV   448
gi|6978509|ref|NP_036631.1| PRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVEHQICPAV   448
gi|73951984|ref|XP_536285.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|194670415|ref|XP_001787655.1| PRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVEHQICPAV   450
gi|114601146|ref|XP_001143366.1| ------EGNSDVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVEHQICPAV   413
gi|53759122|ref|NP_000029.2| PRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCISMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEPGMDQDKNPMPAPVEHQICPAV   450
gi|118104245|ref|XP_001233411.1| PRRLTSHLGTKVEMVYSLLSMLGTHDKDDMSRTLLAMSSSQDSCIAMRQSGCLPLLIQLLHGNDKDSVLLGNSRGSKEARARASAALHNIIHSQPDDKRGRREIRVLHLLEQIRAYCETCWEWQEAHEQGMDQDKNPMPAPVDHQICPAV   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                                                                                                                           :*: .*:**********************
gi|110225370|ref|NP_031488.2| CVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSVTLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSAHCT   598
gi|6978509|ref|NP_036631.1| CVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMHGLTDDHYSVTLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSAHCT   598
gi|73951984|ref|XP_536285.2| -------------------------------------------------------------------------------------------------------------------------MMKMCLKVKKESTLKSVLSALWNLSAHCT    29
gi|194670415|ref|XP_001787655.1| CVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSITLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLQSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSAHCT   600
gi|114601146|ref|XP_001143366.1| CVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSITLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSAHCT   563
gi|53759122|ref|NP_000029.2| CVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSITLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSAHCT   600
gi|118104245|ref|XP_001233411.1| CVLMKLSFDEEHRHAMNELGGLQAIAELLQVDCEMYGLTNDHYSVTLRRYAGMALTNLTFGDVANKATLCSMKGCMRALVAQLKSESEDLQQVIASVLRNLSWRADVNSKKTLREVGSVKALMECALEVKKESTLKSVLSALWNLSAHCT   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                  ***********************************************************.*******************************.***********************************************:**********
gi|110225370|ref|NP_031488.2| ENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGSSLP   748
gi|6978509|ref|NP_036631.1| ENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGSSLP   748
gi|73951984|ref|XP_536285.2| ENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGSSLP   179
gi|194670415|ref|XP_001787655.1| ENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGSSLP   750
gi|114601146|ref|XP_001143366.1| ENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGSSLP   713
gi|53759122|ref|NP_000029.2| ENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENNCLQTLLQHLKSHSLTIVSNACGTLWNLSARNPKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDANIMSPGSSLP   750
gi|118104245|ref|XP_001233411.1| ENKADICAVDGALAFLVGTLTYRSQTNTLAIIESGGGILRNVSSLIATNEDHRQILRENSCLQTLLQHLKSHSLTIVSNACGTLWNLSARNAKDQEALWDMGAVSMLKNLIHSKHKMIAMGSAAALRNLMANRPAKYKDTNIMSPGSSLP   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                  ************************************.***** .:**:*.:*:.****   *::.**************:**** *:*****.::.. *******:*:*.:.*. **.:***.*.**** *:*::::***********::
gi|110225370|ref|NP_031488.2| SLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQNLYGDYAFDANRHDD--SRSDNFNTGNMTVLSPYLNTTVLP-SSSSSRGSLDSSRSEKDRSLERERGIGLSAYHPTTENAGTSSKR-GLQITTTAAQIAKVMEEVSA   894
gi|6978509|ref|NP_036631.1| SLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQNLYGDYVFDASRHDD--NRSDNFNTGNMTVLSPYLNTTVLP-SSSSSRGSLDSSRSEKDRSLERERGIGLSTYHSATENPGTSSKR-GLQLSATAAQIAKVMEEVSA   894
gi|73951984|ref|XP_536285.2| SLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRNKQRHKPNLYGDYVFDTNRHDD--NRSDNFNTGNMTVLSPYLNTTVLP-SSSSSRGSLDSSRSEKDRSLERERGISLGNYHPATENPGTSSKR-GLQISTTAAQIAKVMEEVSA   325
gi|194670415|ref|XP_001787655.1| SLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQNLYGDYVFDTNRHDD--NRSDNFNTGNMTVLSPYLNTTVLP-SSSSSRGSLDSSRSEKDRSLERERGISLGNYHPATENPGTSSKR-GLQISTTAAQIAKVMEEVSA   896
gi|114601146|ref|XP_001143366.1| SLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQSLYGDYVFDTNRHDD--NRSDNFNTGNMTVLSPYLNTTVLP-SSSSSRGSLDSSRSEKDRSLERERGIGLGNYHPATENPGTSSKR-GLQISTTAAQIAKVMEEVSA   859
gi|53759122|ref|NP_000029.2| SLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRSKQRHKQSLYGDYVFDTNRHDD--NRSDNFNTGNMTVLSPYLNTTVLP-SSSSSRGSLDSSRSEKDRSLERERGIGLGNYHPATENPGTSSKR-GLQISTTAAQIAKVMEEVSA   896
gi|118104245|ref|XP_001233411.1| SLHVRKQKALEAELDAQHLSETFDNIDNLSPKASHRNKQRHKQNIYGEYVLDSSRHDDGVCRTESFNTGNMTVLSPYLNSTVLPGSASSSRGNIENCLSEKDRSLDRDRAVGLNAYHPATENSGNSSKRIGMQISTAAAQIAKVMEEVTS   900
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                  :* .*:***..*::*:** :::*.: **::::***.**: *.***.*.*.*.:**:*:****: *******:*****                                                                         
gi|110225370|ref|NP_031488.2| IHTSQDDRSSASTTEFHCVADDRSAARRSSASHTHSNTYNFTKSENSNRTCSMPYAKVEYKRSSNDSLNSVTSSDGYGKRGQMKPSVESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQSPSQN  1044
gi|6978509|ref|NP_036631.1| LHTSQDDRSPASAAELHCVAEERTAARRSSASHTHPNTHNFAKSESSNRTCSMPYAKVEYKRSSNDSLNSVTSSDGYGKRGQMKPSVESYSEDDEGKFCSYGQYPADLAHKIHSANHMDDNGGELDTPINYSLKYSDEQLNSGRQSPSQN  1044
gi|73951984|ref|XP_536285.2| IHTSQEDRSSGSTTELHCGTDERNTLRRSSTAHTHANTYSFTKSENSNRTCPVPYAKLEYKRSSNDSLNSVSSSDGYGKRGQMKPSIESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQSPSQN   475
gi|194670415|ref|XP_001787655.1| IHTSQEDRSSGSTTELHCGTDERNALRRSSTTHTHANTYNFTKSENSNRTCPIPYAKVEYKRSSNDSLNSVSSSDGYGKRGQMKPSIESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQSPSQN  1046
gi|114601146|ref|XP_001143366.1| IHTSQEDRSSGSTTELHCVTDERNALRRSSAAHTHSNTYNFTKSENSNRTCSMPYAKLEYKRSSNDSLNSVSSSDGYGKRGQMKPSIESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQSPSQN  1009
gi|53759122|ref|NP_000029.2| IHTSQEDRSSGSTTELHCVTDERNALRRSSAAHTHSNTYNFTKSENSNRTCSMPYAKLEYKRSSNDSLNSVSSSDGYGKRGQMKPSIESYSEDDESKFCSYGQYPADLAHKIHSANHMDDNDGELDTPINYSLKYSDEQLNSGRQSPSQN  1046
gi|118104245|ref|XP_001233411.1| MHIPQEDRSSGSTSEMHCLTEDRNTTRRAATAHTHSNTY-FPKSENSSRPCPVPYTKMEYKRARNDSLNSVSSSDGY-------------------------------------------------------------------------   976
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                                                                                                                                                                        
gi|110225370|ref|NP_031488.2| ERWARPKHVIEDEIKQNEQRQARSQNTSYPVYSENTDDKHLKFQPHFGQQECVSPYRSRGTSGSETNRMGSSHAINQNVNQSLCQEDDYEDDKPTNYSERYSEEEQHEEEEERPTNYSIKYNEEKHHVDQPIDYSLKYATDISSSQKPSF  1194
gi|6978509|ref|NP_036631.1| ERWARPKHVIEDEIKQNEQRQSRSQNTNFPVYSENTDDKHLKFQQHFGQQECVSPYRSRGTNGSETNRMGSSHAVNQNVNQSLCQEDDYEDDKPTNYSERYSEEEQHEEEE-RPTNYSIKYNEEKHHVDQPIDYSLKYATDISSSQKPSF  1193
gi|73951984|ref|XP_536285.2| ERWARPKHIIEDEIKQSEQRQSRSQSTTYPVYTESTDDKHLKFQPHFGQQECVSPYRSRGASGSETNRVGSNHGINQNVNQSLCQEDDYEDDKPTNYSERYSEEEQHEEEE-RPTNYSIKYNEEKHHVDQPIDYSLKYATDIPSSQKPPF   624
gi|194670415|ref|XP_001787655.1| ERWARPKHILEDEIKPNEQRQSRSQSTAYPVYPESTDDKHLKFQPHFGQQECVSPYRSRAANGSETNRVGSNHGISQNVNQSLCQEDDYEDDKPTNYSERYSEEGQHEEEE-RPTNYSIKYSEEKHHVDQPIDYSLKYTTDIPSSQKPAF  1195
gi|114601146|ref|XP_001143366.1| ERWARPKHIIEDEIKQSEQRQSRNQSTTYPVYTESTDDKHLKFQPHFGQQECVSPYRSRGANGSETNRVGSNHGINQNVSQSLCQEDDYEDDKPTNYSERYSEEEQHEEEE-RPTNYSIKYNEEKHHVDQPIDYSLKYATDIPSSQKQSF  1158
gi|53759122|ref|NP_000029.2| ERWARPKHIIEDEIKQSEQRQSRNQSTTYPVYTESTDDKHLKFQPHFGQQECVSPYRSRGANGSETNRVGSNHGINQNVSQSLCQEDDYEDDKPTNYSERYSEEEQHEEEE-RPTNYSIKYNEEKRHVDQPIDYSLKYATDIPSSQKQSF  1195
gi|118104245|ref|XP_001233411.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   976
                         ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200

                                                                                                                                                                                        
gi|110225370|ref|NP_031488.2| SFSKNSSAQSTKPEHLSPSSENTAVPPSNAKRQNQLRPSSAQ-RNGQTQKGT--TCKVPSINQETIQTYCVEDTPICFSRCSSLSSLSSADDEIGCDQTTQEADSANTLQTAEVKENDVTRSAEDPATEVPAVSQNARAKPSRLQASGLS  1341
gi|6978509|ref|NP_036631.1| SFSKTPSVQGTKTEHNSPSSEAASAPSSNAKRQSQLHPSSAQ-RNGQTPKGT--ACKVPSINQETMQTYCVEDTPICFSRCSSLSSLSSAEDEIGCDQTTQEADSANTLQIAEIKENDVTRSAQDPASDVPAVSQSTRTKPSRLQASGLA  1340
gi|73951984|ref|XP_536285.2| SFSKNSSGQSTKTEHLSASSENTSTPSSSAKRQTQHHPSSAQSRNGQTPKAN--SCKVPSINQETIQTYCVEDTPICFSRCSSLSSLSSAEDEIGCDPAPQEAESANTLQRAEIKENSGTRTTEDAVSEVPAASPHIRTKSSRLQASGLS   772
gi|194670415|ref|XP_001787655.1| SFSKNSSGQSTKTEHISSSSENTSTTSSNAKRQNQLHPSSAQSRSGQTPKATSSSCKVPSINQETIQTYCVEDTPICFSRCSSLSSLSSAEDEVGCDQTTQEAESANTLQIAEIKDNSGPRSNEDSVSKVPAGSQHIRTKSSRLQASGLS  1345
gi|114601146|ref|XP_001143366.1| SFSKSSSGQSSKTEHMSSSSENTSTPSSNAKRQNQLHPSSAQSRSGQTQKAA--TCKVSSINQETIQTYCVEDTPICFSRCSSLSSLSSAEDEIGCNQTTQEADSANTLQIAEIKEKIGTRSAEDPVSEVPAVSQHTRTKSSRLQGSSLS  1306
gi|53759122|ref|NP_000029.2| SFSKSSSGQSSKTEHMSSSSENTSTPSSNAKRQNQLHPSSAQSRSGQPQKAA--TCKVSSINQETIQTYCVEDTPICFSRCSSLSSLSSAEDEIGCNQTTQEADSANTLQIAEIKEKIGTRSAEDPVSEVPAVSQHPRTKSSRLQGSSLS  1343
gi|118104245|ref|XP_001233411.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   976
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                                                                                                                                                                        
gi|110225370|ref|NP_031488.2| SESTRHNKAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLVFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPP----QTVQAKREVPKSKVPAAEKRESGPKQTAVNAAVQRVQVLPDVDTL  1487
gi|6978509|ref|NP_036631.1| SESARH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLVFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIVSPSDLPDSPGQTMPPSRSKTPPPPPPP--QPVQTKREVPKTKVPAAEQREGGPKQTAVSAAVQRVQVLPDADTL  1487
gi|73951984|ref|XP_536285.2| AESTRH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLMFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPP----QTVQTKREVPKNKASAAEKRESGPKQAAVNAAVQRVQVLPDADTL   917
gi|194670415|ref|XP_001787655.1| SESARH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLMFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPPPPPPQTVQTKQEVPKNKAPSAEKRESGPKQAAVNAAVQRVQVLPEADTL  1494
gi|114601146|ref|XP_001143366.1| SESARH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLMFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPP----QTAQTKREVPKNKAPTAEKRESGPKQAAVNAAVQRVQVLPDADTL  1451
gi|53759122|ref|NP_000029.2| SESARH-KAVEFSSGAKSPSKSGAQTPKSPPEHYVQETPLMFSRCTSVSSLDSFESRSIASSVQSEPCSGMVSGIISPSDLPDSPGQTMPPSRSKTPPPPP----QTAQTKREVPKNKAPTAEKRESGPKQAAVNAAVQRVQVLPDADTL  1488
gi|118104245|ref|XP_001233411.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   976
                         ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500



                                       ***********************************:**::***:*.**..*:::**::: **. ::***:**:**.******************* **** :*: :.*:******************:*.***.*********:*
gi|110225370|ref|NP_031488.2| LHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPEESNENQDKEVEKP-DSEKDLLDDSDDDDIEILEECIISAMPTKSSRKAKKLAQT-ASKLPPPVARKPSQLPVYKLLPAQNRLQAQKHVSFTPGDD  1635
gi|6978509|ref|NP_036631.1| LHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETEPEQPEESNENQDKEVEKP-DSEKDLLDDSDDDDIEILEECIISAMPTKSSRKAKKLAQT-ASKLPPPVARKPSQLPVYKLLPSQSRLQAQKHVSFTPGDD  1635
gi|73951984|ref|XP_536285.2| LHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPEEANENQEKEPEKPTDSEKDLLDDSDDDDIEILEECIISAMPTKSSRKAKKPAQT-APKLPPPVARKPSQLPVYKLLPSQNRLQAQKHVSFTPGED  1066
gi|194670415|ref|XP_001787655.1| LHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPEESNENQEKEAEKPTDSEKDLLDESDDDDIEILEECIISAMPTKSSRKAKKPAQT-TSKLPPPVARKPSQLPVYKLLPSQNRLQAQKHVSFTPGDD  1643
gi|114601146|ref|XP_001143366.1| LHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPKESNENQEKEAEKTIDSEKDLLDDSDGDDIEILEECIISAMPTKSSCKAKKPAQT-ASKLPPPVARKPSQLPVYKLLPSQNRLQPQKHVSFTPGDD  1600
gi|53759122|ref|NP_000029.2| LHFATESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVQENDNGNETESEQPKESNENQEKEAEKTIDSEKDLLDDSDDDDIEILEECIISAMPTKSSRKAKKPAQT-ASKLPPPVARKPSQLPVYKLLPSQNRLQPQKHVSFTPGDD  1637
gi|118104245|ref|XP_001233411.1| -----ESTPDGFSCSSSLSALSLDEPFIQKDVELRIMPPVHENEHGNEAEPEQSDETKDNQENKAEKPSEAEKDILDDSDDDDIEILEECIISAMPTKSSRKAKKPSQASAPKIPPPVARKPSQLPVYKLLPSQSRLQSQKHVSFTPGDD  1121
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                                  :********************************  :.* .. :..****************::* .*  ::. * **..*:*************:***:*************:**** : .  **.* : :.*********:**.:***:
gi|110225370|ref|NP_031488.2| VPRVYCVEGTPINFSTATSLSDLTIESPPNELATGDGVRAGIQSGEFEKRDTIPTEGRSTDDAQRGKISSIVTPDLDDNKAEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASSTSSGANKNQVDTKKKKPTSPVKPMPQNTEYRT  1785
gi|6978509|ref|NP_036631.1| VPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGDGVRASVQSGEFEKRDTIPTEGRSTDEAQRGKVSSIAIPDLDGSKAEEGDILAECINSALPKGRSHKPFRVKKIMDQVQQASMTSSGTNKNQIDTKKKKPTSPVKPMPQNTEYRT  1785
gi|73951984|ref|XP_536285.2| MPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGEGVRAGAQPSEFEKRDTIPTEGRSTDEAQRGKAPAVTIPELDDSKTEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASVSSSGTNKTQLDGKKKKPTSPVKPIPQSAEYRT  1216
gi|194670415|ref|XP_001787655.1| MPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGEGVRAGAQSSEFEKRDTIPTEGRSTDEAQRGKASSVTVPELDDSKTEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASMSSSGTNKNQLDGKTKKPTSPVKPIPQNTEYRT  1793
gi|114601146|ref|XP_001143366.1| MPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGEGVRGGAQSGEFEKRDTIPTEGRSTDEAQGGKTSSVTIPELDDNKAEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASASSSAPNKNQLDGKKKKPTSPVKPIPQNTEYRT  1750
gi|53759122|ref|NP_000029.2| MPRVYCVEGTPINFSTATSLSDLTIESPPNELAAGEGVRGGAQSGEFEKRDTIPTEGRSTDEAQGGKTSSVTIPELDDNKAEEGDILAECINSAMPKGKSHKPFRVKKIMDQVQQASASSSAPNKNQLDGKKKKPTSPVKPIPQNTEYRT  1787
gi|118104245|ref|XP_001233411.1| MPRVYCVEGTPINFSTATSLSDLTIESPPNELANVDSVGAGAESGEFEKRDTIPTEGRSTDDTQRAKSITVTGPGLDDDKTEEGDILAECINSAMPKGKSHKPFRVKKIMDQIQQASTSLN--NKNQPEGEKKKPTSPVKPVPQNSEYRA  1269
                         ......1660......1670......1680......1690......1700......1710......1720......1730......1740......1750......1760......1770......1780......1790......1800

                                  ****:::** ::* *. :.:*:*:**  *:.*.: :*:***.**:****.*::******:********************:***************.** *: *:*   . *  *.**.: :: .  *:* .*. .*       ** *.*
gi|110225370|ref|NP_031488.2| RVRKNTDSKVNVNTEETFSDNKDSKKPSLQTNAKAFNEKLPNNEDRVRGSFALDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKGKESKDSEAKVTCRPEPNSSQQAASKSQASIKHPANRAQSKPVLQKQPTFPQSS  1935
gi|6978509|ref|NP_036631.1| RVRKNTDSKVNVNTEETFSDNKDSKKQSLKNNPKDLNDKLPDNEDRVRGGFTFDSPHHYAPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKGKESKDSEAKVTCHTEPSSSQQSARKAQASTKHPVNRGPSKPLLQEQPTFPQSS  1935
gi|73951984|ref|XP_536285.2| RVRKHTDSKNNVNAERTFSDNKDSKKQNLKNNSKDFNDKLPSNEDRVRGSFTFDSPHHYTPIEGTPYCFSRNDSLSSLDFEDDDVDLSREKAELRKGKENKDSEAKVPSHTEPISNQQSANKTQAVTKHPVNRGQSKPVLQKQPTFPQSS  1366
gi|194670415|ref|XP_001787655.1| RVRKNTDSKNNLNAERNFSENKDSKKQHLKNNSKDFNDKLPNNEDRVRGSFTFDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKGKENKESEAKVTNHTELTSNQQSASKTPAVTKQPINRGQSKPVLQKQSTFPQSS  1943
gi|114601146|ref|XP_001143366.1| RVRKNADSKNNLNAERVFSDNKDSKKQNLKNNSKDFNDKLPNNEDRVRGSFAFDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKAKENKESEAKVTSHTELTSNQQSANKTQAIAKQPINRGQPKPILQKQSTFPQSS  1900
gi|53759122|ref|NP_000029.2| RVRKNADSKNNLNAERVFSDNKDSKKQNLKNNSKVFNDKLPNNEDRVRGSFAFDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKAKENKESEAKVTSHTELTSNQQSANKTQAIAKQPINRGQPKPILQKQSTFPQSS  1937
gi|118104245|ref|XP_001233411.1| RVRKNTESKSQINNERSYPENRDAKKQNLKNNSRDFNDKLPNNEERVRGSFTFDSPHHYTPIEGTPYCFSRNDSLSSLDFDDDDVDLSREKAELRKGKEAKEVETKDCPNVEQPSGQQPSNRTQVCQKHPTSRSQSK-------TFCQPS  1412
                         ......1810......1820......1830......1840......1850......1860......1870......1880......1890......1900......1910......1920......1930......1940......1950

                                  ** **********:*************:*********:****** :*  *:: :*.. :* :..:**:*                                                                                 
gi|110225370|ref|NP_031488.2| KDGPDRGAATDEKLQNFAIENTPVCFSRNSSLSSLSDIDQENNNNKESEPIKEAEPANSQGEPSKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLQECISSAMPKKKRPSRLKSESEKQSPRKVGGILAEDLTLDLKDLQRP  2085
gi|6978509|ref|NP_036631.1| KDVPDRGAATDEKLQNFAIENTPVCFSRNSSLSSLSDVDQENNNNEETGPVRDAEPANAQGQPGKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLRECISSAMPKKRRPSRLKGEGEWQSPRKVGSVLAEDLTLDLKDIQRP  2085
gi|73951984|ref|XP_536285.2| KDLPDRGAATDEKLQNFAIENTPVCFSRNSSLSSLSDIDQENNNNKENEPLKEAEPPDSQGEPSKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLQECISSAMPKKKKPSRLKGDTEKHSPRNMSGILAEDLTLDLKDIQRP  1516
gi|194670415|ref|XP_001787655.1| KDIPDRGAATDEKLQNFAIENTPVCFSRNSSLSSLSDIDQENNNNKENEPVKETEPPASQGEPGKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLQECISSAMPKKKKPSRLKPDNEKHSPRNMGGILAEDLTLDLKDIQRP  2093
gi|114601146|ref|XP_001143366.1| KDIPDRGAATDEKLQNFAIENTPVCFSHNSSLSSLSDIDQENNNNKENEPIKETEPPDSQGEPSKPQAS------------------------------DDLLQECISSAMPKKKKPSRLKGDHEKYSPRNMGGILAEDLTLDLKDIQRP  2020
gi|53759122|ref|NP_000029.2| KDIPDRGAATDEKLQNFAIENTPVCFSHNSSLSSLSDIDQENNN-KENEPIKETEPPDSQGEPSKPQASGYAPKSFHVEDTPVCFSRNSSLSSLSIDSEDDLLQECISSAMPKKKKPSRLKGDNEKHSPRNMGGILGEDLTLDLKDIQRP  2086
gi|118104245|ref|XP_001233411.1| KDIPDRGAATDEKMQNFAIENTPVCFSRNSSLSSLSDIDQENNNNKEGEPVKRTEAPDSQIESSRPQTSGYAPKSFHVEDTP--------------------------------------------------------------------  1494
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gi|110225370|ref|NP_031488.2| DSEHAFSPDSENFDWKAIQEGANSIVSSLHQAAAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLEAKKIESENKGIKGGKKVYKSLITGKIRSNSEISSQMKQPLPTNMPSISRGRTMIHIPG  2235
gi|6978509|ref|NP_036631.1| ESEHGLSPDSENFDWKAIQEGANSIVSSLHQAAAAAACLSRQASSDSDSILSLKSGVSLGSPFHLTPDQEEKPFTSHKGPRILKPGEKSTLEAKKIESENKGIKGGKKVYKSLITGKIRSNSEISSQMKQPLQTNMPSISRGRTMIHIPG  2235
gi|73951984|ref|XP_536285.2| DSEHGLSPDSENFDWKAIQEGANSIVSSLHQ-AAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLETKKIESENKGIKGGKKVYKSLITGKIRSNSEVLSQMKQPLQANMPSISRGRTMIHIPG  1665
gi|194670415|ref|XP_001787655.1| DSEHGLSPDSENFDWKAIQEGANSIVSSLHQ-AAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLETKKIESENKGIKGGKKVYKSLITGKVRSNSEISSQMKQPLQTNMPSISRGRTMIHIPG  2242
gi|114601146|ref|XP_001143366.1| DSEHGLSPDSENFDWKAIQEGANSIVSSLHQ-AAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLETKKIESESKGIKGGKKVYKSLITGKVRSNSEISGQMKQPLQANMPSISRGRTMIHIPG  2169
gi|53759122|ref|NP_000029.2| DSEHGLSPDSENFDWKAIQEGANSIVSSLHQ-AAAAACLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLETKKIESESKGIKGGKKVYKSLITGKVRSNSEISGQMKQPLQANMPSISRGRTMIHIPG  2235
gi|118104245|ref|XP_001233411.1| --------------------GANSIVRSRHP-PAAAASLSRQASSDSDSILSLKSGISLGSPFHLTPDQEEKPFTSNKGPRILKPGEKSTLESKKVESESKGIKGGKRVYKSIITGKARSNSEVSSQIKQPQQTSVPSISRGRTMIHIPG  1623
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                                  :****************:*.. *******  :::****.*.: *.* :*::*  .  : .*:.*..************* *******:****************.*********************.**:*********:*****:**:.
gi|110225370|ref|NP_031488.2| LRNSSSSTSPVSKKGPPLKTPASKSPSEGPGATTSPRGTKPAGKSELSPITRQTS--QISGSNKGSSRSGSRDSTPSRPTQQPLSRPMQSPGRNSISPGRNGISPPNKLSQLPRTSSPSTASTKSSGSGKMSYTSPGRQLSQQNLTKQAS  2383
gi|6978509|ref|NP_036631.1| VRNSSSSTSPVSKKGPPLKTPASKSPSEGPVATTSPRGTKPAVKSELSPITRQTS--HISGSNKGPSRSGSRDSTPSRPTQQPLSRPMQSPGRNSISPGRNGISTPNKLSQLPRTSSPSTASTKSSGSGKMSYTSPGRQLSQQNLSKQTG  2383
gi|73951984|ref|XP_536285.2| VRNSSSSTSPVSKKGPPLKTPASKSPSEGQTATTSPRGTKPSVKSELSPVTRPAP--QPAGANKGPSRSGSRDSTPSRPAQQPLSRPMQSPGRNSISPGRNGISPPNKLSQLPRTSSPSTASTKSSGSGKMSYTSPGRQMSQQNLSKQTG  1813
gi|194670415|ref|XP_001787655.1| VRNSSSSTSPVSKKGPPLKTPASKSPSEGQPATTSPRGTKPSVKSELSPVTRQAS--QTAGSNKGPSRSGSRDSTPSRPAQQPLSRPMQSPGRNSISPGRNGISPPNKLSQLPRTSSPSTASTKSSGSGKMSYTSPGRQMSQQNLTKQTG  2390
gi|114601146|ref|XP_001143366.1| VRNSSSSTSPVSKKGPPLKTPASKSPSEGQTATTSPRGAKPSVKSELSPVARQTS--QIGGTSKAPSRSGSRDSTPSRPAQQPLSRPIQSPGRNSISPGRNGISPPNKLSQLPRTSSPSTASTKSSGSGKMSYTSPGRQMSQQNLTKQTG  2317
gi|53759122|ref|NP_000029.2| VRNSSSSTSPVSKKGPPLKTPASKSPSEGQTATTSPRGAKPSVKSELSPVARQTS--QIGGSSKAPSRSGSRDSTPSRPAQQPLSRPIQSPGRNSISPGRNGISPPNKLSQLPRTSSPSTASTKSSGSGKMSYTSPGRQMSQQNLTKQTG  2383
gi|118104245|ref|XP_001233411.1| VRNSSSSTSPVSKKGPPFKNTNSKSPSEGQSSASSPRGVKSSVKPEPAPVTRQLSGLNQGGSSKGPSRSGSRDSTPSRPQQQPLSRPLQSPGRNSISPGRNGISPPNKLSQLPRTSSPSTASTKSSSSGRMSYTSPGRQMSQQNLTKQTA  1773
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                                  *:** *.*************: ....:***.:******:*************.******************************** ** ****** :**************:*.: *:.***********::** **** **********
gi|110225370|ref|NP_031488.2| LSKNASSIPRSESASKGLNQMSNGNGSNKKVELSRMSSTKSSGSESDRSERPALVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPDSPTRSQAQTPVLSPSLPDMSLSTHPSVQAGGWRKLPPNLSPTIEYNDGRPTKRHDIARSHS  2533
gi|6978509|ref|NP_036631.1| LSKNASSIPRSESASKGLNQMNNSNGSNKKVELSRMSSTKSSGSESDRSERPALVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPDSPTRSQAQTPVLSPSLPDMSLSTHPSVQAGGWRKLPPNLSPTIEYSDGRPSKRHDIARSHS  2533
gi|73951984|ref|XP_536285.2| LSKNGSSIPRSESASKGLNQMSNSNGSNKKVELSRMSSTKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPDSPTRSQAQTPVLSPSLPDMSLSAHPSIQSGGWRKLPPNLSPTIEYNDGRPAKRHDIARSHS  1963
gi|194670415|ref|XP_001787655.1| LSKNGSGIPRSESASKGLNQMSNSNGSNKKVELSRMSSTKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPDSPTRSQAHTPVLSPSLPDMSLSTHSSLQSGGWRKLPPNLSPTIEYNDGRPVKRHDIARSHS  2540
gi|114601146|ref|XP_001143366.1| LSKNASSIPRSESASKGLNQMNNGNGANKKVELSRMSSTKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPASPTRSQAQTPVLSPSLPDMSLSTHSSVQAGGWRKLPPNLSPTIEYNDGRPAKRHDIARSHS  2467
gi|53759122|ref|NP_000029.2| LSKNASSIPRSESASKGLNQMNNGNGANKKVELSRMSSTKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPSSRPASPTRSQAQTPVLSPSLPDMSLSTHSSVQAGGWRKLPPNLSPTIEYNDGRPAKRHDIARSHS  2533
gi|118104245|ref|XP_001233411.1| LTKNTSSIPRSESASKGLNQILGSGASNKKTDLSRMSSAKSSGSESDRSERPVLVRQSTFIKEAPSPTLRRKLEESASFESLSPS-RPDSPTRSQLQTPVLSPSLPDMSLSTHSTAQTSGWRKLPPNLSPSVEY-DGRPAKRHDIARSHS  1921
                         ......2410......2420......2430......2440......2450......2460......2470......2480......2490......2500......2510......2520......2530......2540......2550

                                  *******:**:*********************************************: : .*:.. :* * .*..:*********.::.     .*  **.*:..::**.*******.**:*****************************
gi|110225370|ref|NP_031488.2| ESPSRLPINRAGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDER-HVSSMPAPRQMKENQVPTKGTWRKIKESDISPTGMASQSASSGAASGAESKPLIYQMAPPVSKTEDVWVRIEDCPINNPRSGRSPTGNTPPV  2682
gi|6978509|ref|NP_036631.1| ESPSRLPVNRAGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-HVNSVPGPRQMKENQVPTKGTWRKIKESEISPTNTVSQTTSSGAASGAESKTLIYQMAPAVSRTEDVWVRIEDCPINNPRSGRSPTGNTPPV  2682
gi|73951984|ref|XP_536285.2| ESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-HVNSISGTKQTKENQVSTKGTWRKIKENEISPTNSTSQTTSSGAANGAESKTLIYQMAPAVSKTEDVWVRIEDCPINNPRSGRSPTGNTPPV  2112
gi|194670415|ref|XP_001787655.1| ESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-QVNSISGSKQTKENQVSTKGTWRKIKESEISPTNSTSQTTSSGAANGAESKTLIYQMAPAVSKTEDVWVRIEDCPINNPRSGRSPTGNTPPV  2689
gi|114601146|ref|XP_001143366.1| ESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-HVNSISGTKQSKANQVSAKGTWRKIKENEISPTNSTSQTVSSGATNGAESKTLIYQMAPAVSKTEDVWVRIEDCPINNPRSGRSPTGNTPPV  2616
gi|53759122|ref|NP_000029.2| ESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEK-HVNSISGTKQSKENQVSAKGTWRKIKENEFSPTNSTSQTVSSGATNGAESKTLIYQMAPAVSKTEDVWVRIEDCPINNPRSGRSPTGNTPPV  2682
gi|118104245|ref|XP_001233411.1| ESPSRLPINRSGTWKREHSKHSSSLPRVSTWRRTGSSSSILSASSESSEKAKSEDEKQHGSSLSGQKQSKESQAPAKGTWRKIKENEIPQIMNDPQHPSSSATSSSDSKTLIYQMAPAVSKTEDVWVRIEDCPINNPRSGRSPTGNTPPV  2071
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gi|110225370|ref|NP_031488.2| IDSVSEKGSSSIKDSKDTHGKQSVGSGS-PVQTVGLETRLNSFVQVEAPEQKGTEAKPGQSN-PVSIAETAETCIAERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADSTSARPSQIPTPVSTNTKKRDSKTDSTESSGAQSP  2830
gi|6978509|ref|NP_036631.1| IDSISEKGNPSIKDSKDTQGKQSVGSGS-PVQTVGLENRLNSFIQVEAPEQKGTETKAGQGS-PAPVAETGETCMAERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADSTSARPSQIPTPVGSSTKKRDSKTDSTESSGAQSP  2830
gi|73951984|ref|XP_536285.2| IDTVLEKGNPNAKDAKDNQGKPSVGNGSGPVRAVGLENRLNSFIQVEAPDQKGTEAKPGPSN-PVPAPEANESCAAERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADGTSARPSQIPTPVATATKKRDSKTEGAESGGTQSP  2261
gi|194670415|ref|XP_001787655.1| IDTVSEKGNPNPKDSKDNQGKQNVSNGSAPTRTMGLENRLNSFIQVDPPDQKGTETKPGHSNNPVPASETSESSIAERTPFSSSSSSKHSSPSGTVAARVSPFNYNPSPRKSSTDGTSARPSQIPTPVSNNTKKRDSKPDSTEPSGTQSP  2839
gi|114601146|ref|XP_001143366.1| IDSVSEKGNPNIKDSKDNQAKQNVGNGSVPMRTVGLENRLNSFIQVDAPDQKGTEIKPGQNN-PVPVSETNESSIVERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADSTSARPSQIPTPVNNNTKKRDSKTDSTESSGTQSP  2765
gi|53759122|ref|NP_000029.2| IDSVSEKANPNIKDSKDNQAKQNVGNGSVPMRTVGLENRLNSFIQVDAPDQKGTEIKPGQNN-PVPVSETNESSIVERTPFSSSSSSKHSSPSGTVAARVTPFNYNPSPRKSSADSTSARPSQIPTPVNNNTKKRDSKTDSTESSGTQSP  2831
gi|118104245|ref|XP_001233411.1| IDSVSEKGVVNGKDSKEIQEKQNPGNGSVPVRTIGLENRLNSFFQMDSPDKKGNETKPLQTN-PVPAPENNESTVSERTPFSSSSSSKHNSPIGAVAARVTPFNYNPSRRKSSVDNSSARPSQIPTPVNNSTKKRDSKSENTDSSGTQSP  2220
                         ......2710......2720......2730......2740......2750......2760......2770......2780......2790......2800......2810......2820......2830......2840......2850

                                  ************
gi|110225370|ref|NP_031488.2| KRHSGSYLVTSV  2842
gi|6978509|ref|NP_036631.1| KRHSGSYLVTSV  2842
gi|73951984|ref|XP_536285.2| KRHSGSYLVTSV  2273
gi|194670415|ref|XP_001787655.1| KRHSGSYLVTSV  2851
gi|114601146|ref|XP_001143366.1| KRHSGSYLVTSV  2777
gi|53759122|ref|NP_000029.2| KRHSGSYLVTSV  2843
gi|118104245|ref|XP_001233411.1| KRHSGSYLVTSV  2232
                         ......2860..


