
                                                                                                                                                                                        
gi|188219762|ref|NP_057532.2| ------------------------------------------------------MLFNSVLRQPQLGVLRNGWSSQYPLQSLLTGYQCSGNDEHTSYGETGVPVPPFGCTFSSAPNMEHVLAVANEEGFVRLYN----------TESQSF    86
gi|73960856|ref|XP_547399.2| ------------------------------------------------------MLFNSVLRQPQFGVPRNGWSSQYPLQSLLTGYQCNCNDEHTSYGETGVPVPPFGCTFSSAPNMEHILAVANEEGFVRLYN----------TESQAY    86
gi|31982955|ref|NP_084042.1| ------------------------------------------------------MLFNSVLRQPQLGVLRNGWSSHYPLQSLLSGYQCNCNDEHTSYGETGVPVPPFGCTFCTAPSMEHILAVANEEGFVRLYN----------TESQTS    86
gi|62659969|ref|XP_223074.3| MTSVWRGVWRPGLAVAGVGGKTVSRCGGRKRRLRRNLGAISSAFSSAESSPQDEMLFNSVLRQPQLGVLRNGWSSHYPLQSLLSGYRCSCNDEHTSYGETGVPVPPFGCTFCTAPSMEHILAVANEEGFVRLYN----------TESQTS   140
gi|114572393|ref|XP_525058.2| ------------------------------------------------------MLFNSVLRQPQLGVLRNGWSSQYPLQSLLTGYQCSGNDEHTSYGETGVPVPPFGCTFSSAPNMEHVLAVANEEGFVRLYN----------TESQSF    86
gi|71895517|ref|NP_001026219.1| ------------------------------------------------------MLCRALLLR----AAGHRQSSSLPLQHLLDGYRCSREDDHLSYGEIGMPVPPFGCSFSAAPNFEHVLAVANEEGFVRLYD----------TEAQNT    82
gi|27545239|ref|NP_775348.1| -----------------------------------------------------MTLFHHVVDRGAKKRGRNGEQRLFPLSSLLDCYECARRDEHISYGASAAAVPPFGCTFSSAHGQQNCLAVANEEGFVTIFN----------TGEK--    85
gi|18405469|ref|NP_566822.1| ----------------------------------MRDHTAQKIQYPAGFRDSPMESSRSRSVFVNIGLRELNGFRVRKRPFFADSELICREIAGVAVEHDGIWTPPLAVSFCKTSRNSQLFAVSDEDGHVSLFNSSSKKFASSATHQENT   116
gi|115454769|ref|NP_001050985.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|188219762|ref|NP_057532.2| RKKCFKEWMAHWNAVFDLAWVPGELKLVTAAGDQTAKFWDVKAGELIGTCKGHQCSLKSVAFSKFEKAVFCTGGRDGNIMVWDTRCNKKDGFYRQVNQISGAHNTSDKQTPSKPKKK-QNSKGLAPSVDFQQSVTVVLFQDENTLVSAGA   235
gi|73960856|ref|XP_547399.2| RKKCVKEWMAHWNAVFDLAWVPGELKLVTAAGDQTAKFWDVKAGELIGTCKGHQCSLKSVAFSKFEKAVFCTGGRDGNIMVWDTRCNKKDGFYRQVNQISGAHNTLDKQTPSKPKKK-QNSKGLAPSVDFQQSVTVVLFQDENTLISAGA   235
gi|31982955|ref|NP_084042.1| KKTCFKEWMAHWNAVFDLAWVPGELKLVTAAGDQTAKFWDVRAGELMGTCKGHQCSLKSVAFPKFQKAVFSTGGRDGNIMIWDTRCNKKDGFYRQVNQISGAHNTADKQTPSKPKKK-QNSKGLAPAVDSQQSVTVVLFQDENTLVSAGA   235
gi|62659969|ref|XP_223074.3| KKTCFKEWMAHWNAVFDLAWVPGELKLVTAAGDQTAKFWDVKAGELMGTCKGHQCSLKSVAFSKFQKAVFCTGGRDGNIMIWDTRCNKKDGFYRQVNQISGAHNTADKQTPSKPKKK-QNSKGLAPSVDSQQSVTVVLFQDENTVVSAGA   289
gi|114572393|ref|XP_525058.2| RKKCFKEWMAHWNAVFDLAWVPGELKLVTAAGDQTAKFWDVKAGELIGTCKGHQCSLKSVAFSKFEKAVFCTGGRDGNIMVWDTRCNKKDGFYRQVNQISGAHNTSDKQTPSKPKKK-QNSKGLAPSVDFQQSVTVVLFQDENTLVSAGA   235
gi|71895517|ref|NP_001026219.1| TKLISKEWQAHSNAVFDLAWVPGEHRIVTASGDQTAKVWDVRAGELLGICKGHQCSLKSVAFSRFEKAVFCTGGRDGNIMVWDTRCNKKDGFYRQVNQISGAHNVVDRQTPSKLRKKRQNLRGLAPLVDFQQSVTVVLLQDEHTLISAGA   232
gi|27545239|ref|NP_775348.1| QSSVLKEWQAHDNAVFDIAWVPGTNCLVTASGDQTARLWDVITGDLLGTFKGHQCSLKSVAFYKQEKAVFSTGGRDGNIMIWDTRCSKKDGFYRQVKQISGAHMKPERFTPQTKKRR-----GMAPPVDSQQGVTVVLFCDETKLISSGA   230
gi|18405469|ref|NP_566822.1| EKARFRDWIAHYNAIFDISWIKGDSCLLTASGDQTIKVWDVEENKCTGVLIGHTGTVKSMCSHPTNSDLLVSGSRDGCFALWDLRCKSSSHKEEFCINSTGMVKGAHLSPLSKRIRR--------RKAASSSITSVLYVKDEITIATAGA   258
gi|115454769|ref|NP_001050985.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|188219762|ref|NP_057532.2| VDGIIKVWDLRKNYTAYRQEPIASKSFLYPGSSTRKLGYSSLILDSTGSTLFANCTDDNIYMFNMTGLKTSPVAIFNGHQNSTFYVKSSLSPDDQFLVSGSSDEAAYIWKVSTPWQPPTVLLGHSQEVTSVCWCPSDFTKIATCSDDNTL   385
gi|73960856|ref|XP_547399.2| VDGVIKIWDLRKNYTAYRQEPIASKSFLYPGSSTRKLGYSSLILDSTGSTLFANCTDDNIYMFNMTGLKTSPVAIFNGHQNSTFYVKSSLSPDDQFLVSGSSDEAAYIWKVSTPWHPPTVLQGHSQEVTSVCWCPSDFTKIATCSDDNTL   385
gi|31982955|ref|NP_084042.1| VDGIIKVWDLRKNYTAYRQEPIASKSFLYPGTSTRKLGYSSLVLDSTGSTLFANCTDDNIYMFNMTGLKTSPVAVFNGHQNSTFYVKSSLSPDDQFLISGSSDEAAYIWKVSMPWHPPTVLLGHSQEVTSVCWCPSDFTKIATCSDDNTL   385
gi|62659969|ref|XP_223074.3| VDGIIKVWDLRKNYTAYRQEPIASKSFLYPGTSTRKLGYSSLVLDSTGSTLFANCTDDNIYMFNMTGLKTSPLAVFNGHQNSTFYVKSSLSPDDQFLISGSSDEAAYIWKVSMPWHPPTVLLGHSQEVTSVCWCPSDFTKIATCSDDNTL   439
gi|114572393|ref|XP_525058.2| VDGIIKVWDLRKNYTAYRQEPIASKSFLYPGSSTRKLGYSSLILDSTGSTLFANCTDDNIYMFNMTGLKTSPVAIFNGHQNSTFYVKSSLSPDDQFLVSGSSDEAAYIWKVSTPWQPPTVLLGHSQEVTSVCWCPSDFTKIGTSSSLNV-   384
gi|71895517|ref|NP_001026219.1| VDGVIKVWDLRKNYAAYRQDPVPSKSFFYPGTSTRKLGYSSLVLDSTGANLFANCTDDSIYMFNMTSLKTFPVAVFSGHQNSTFYIKSSISPDDQFLVSGSSDCNAYIWKVSEPSLPPRILVGHSQEVTSIAWCPSDFTKIATCSDDNTV   382
gi|27545239|ref|NP_775348.1| VDGIIKMWDLRRNYTAYHQNPLPLQAYPYPGSCTRKLGYSGLSLDYTGSRLFSNCTDDNIYMFNISGLKTTPIAVFSGHSSSSFYVKSTVSPDDQFLASGSSDHNVYIWRISDPKQAPMMLQGHSQEVTSVAWCPTDFTKIASCSDDNTV   380
gi|18405469|ref|NP_566822.1| PDSALKFWDIRKLKAPFAQ--ASPQSDPTNTKEKRSHGIVSLSQDSSGTYLTASCKDNRIYLYNTLRLDKGPVQSFSGCRIDSFFVRTMISPDGEYVLSGSSDGNAYIWQVNKPQVDPIILKGHDFEVTAVDWSPSEIGKVATASDDFTV   406
gi|115454769|ref|NP_001050985.1| ------------------------------------------------------------------HMDKGPIKAYTGSKIESFFVKSAISPDGTHILGGSSDGNVYLWQVDQPERGPIILEGHEGEATSVDWCASEVGKIATSSDDSKV    84
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gi|188219762|ref|NP_057532.2| KIWRLNRG-LEEKPGGDKLSTVGWASQKKKESRPGLVTVTSSQSTPAKAPRAKCNPSNSSPSSAACAPSCAGDLPLPSNTPTFSIKTSPAKARSPINRRGSVSSVSPKPPSSFKMSIRNWVTRTPSSSPPITPPASETKIMSPRKALIPV   534
gi|73960856|ref|XP_547399.2| KIWRLNRG-LEEKSGGDKLSIVGWASQKKKEARADLVTVTNSQSTPAKAPRVKSSPSISSPSSAACAPSCAGDLPLPSNTPTFSIKTPPAKSRSPISRRGSVSSVSPKPPSSFKMSIRNWMTRTPSSSPPITPPASETKITSPRKALIPV   534
gi|31982955|ref|NP_084042.1| KIWRLNRG-LEEKP-GDKHSIVGWTSQKKKEVKACPVTVPSSQSTPAKAPRAKSSPSISSPSSAACTPSCAGDLPLPSSTPTFSVKTTPATTRSSVSRRGSISSVSPKPLSSFKMSLRNWVTRTPSSSPPVTPPASETKISSPRKALIPV   533
gi|62659969|ref|XP_223074.3| KIWRLNRG-LEEKPEGDKHSIVGWTSQKKKEVKAGPVSAPNSLSTPAKAPRSQCSPSASSPSSAR-TPSCAGDLPLPSNTSTFSVKTTPVTTRSPVSRRGSSSSVSPKPPSSFKMSLRNWVTRTPSSSPPVTPPASETKISSPRKALIPV   587
gi|114572393|ref|XP_525058.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   384
gi|71895517|ref|NP_001026219.1| RIWRLQHYPEEEKSVSNKAKLVGWVTQKKPEEQRGAGRSASPQSTPAKAFSVG-SPCASSPRPAACAPSYSGDLPLSTNTPTVSLKTQMATACTPAKLSGASPRTSPKLVPSSKMSIKHWIARTPCSSPEVG-----KKTPSPRKALAEV   526
gi|27545239|ref|NP_775348.1| RIWRLNRKPEGENSTIQDGNLVGWTIRKVQSPNRTPGHHSPVELTPSKNPGSVRSVSLASPQPATCAPTGA-ALPLPSNT----------SSAPPAKLT------SPKMPSS----LQQWISRS-SKSP-------------VRKALTPV   495
gi|18405469|ref|NP_566822.1| RLWNIENN-----------------ICTNANATASVSRVKRRVTALSNTEAKERLEMNRETESPQKHSSLSSDDDYNNDQSMPIIRTPESQKKKTSSSSSLSSLSSEEDIICERTPETTFNSPSSVLNPP--------------------   519
gi|115454769|ref|NP_001050985.1| RVWNTERR-----------------VFPN---TSSPTVIRKRITAPNTGSRSASHELATTSRDVGVAACTSADGELPTGSRSPLQPRVLEFGTPESAKKRAFRLFQEDSLDIRKSPEAQMNSPSSVLSPP--------------------   194
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                                                                                                                                                                        
gi|188219762|ref|NP_057532.2| SQ-----KSSQAEACSESRNRVKRRLDSSCLESVKQKCVKSCNCVTELDGQVENLHLDLCCLAGNQEDLSKDSLGPTKSS-KIEGAGTSISEPPSPISPYASESCGTLPLPLR-PCGEGSEMVGKENSSPENKNWLLAMAAKRK--AENP   675
gi|73960856|ref|XP_547399.2| SL-----KSSQAVACSESRNRVKRRLDSSCLESVKQKCVKSCNCVTELDDPVEKLHLDLCCLAGNQEDLGKDSLVPTKPS-KIEGASISISEPPSPASPYASESCGTLPLPLG-SCGEGSEVVGKENSSPENKNWLLAMAAKRK--AENS   675
gi|31982955|ref|NP_084042.1| SQ-----KSSQADACSESRNRVKRRLDSSCLESVKQKCVKSCNCVTELDGQAESLRLDLCCLSGTQEVLSQDSEGPTKSS-KTEGAGTSISEPPSPVSPYASEGCGPLPLPLR-PCGEGSEMVGKENSSPENKNWLLAIAAKRK--AENS   674
gi|62659969|ref|XP_223074.3| SQ-----KSSQADACSESRNRVKRRLDSSCLESVKQKCVKSCNCVTELDGQVESLHLDLCCLSGTQEVLSQDSAGPTKSS-KTEGTGTSISEPPSPVSPFASEGCGPLPLPLG-PCGEGSEMVGKENSSPENKNWLLAMAAKHK--AENS   728
gi|114572393|ref|XP_525058.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   384
gi|71895517|ref|NP_001026219.1| TQSLLETSSTPKAQHSQAEKRAKRRLDCSKEDEAGQKCLQDCSCVTELDHVAKKSKLNLCHLAAGQRACDEGSLSLADLDNEHEDSTHSPKELSFPGSLVNPSGTQTPPPVLQSPCERDSDVVDKENSSPERKNWLSALGEKLR--TGKA   674
gi|27545239|ref|NP_775348.1| LQG------------LSFERRVKRRLETG--DSASSGLGEEIDGVSELYPNVKRSRSSVSTLK-KEDSFGLESEKRQGS--------------------------------------DGAEASGKENSSPRRTDWLSVISQKFKGSAQPK   592
gi|18405469|ref|NP_566822.1| ---------------SSVKRRTIRDYFLVTP-----------------------------------------------------------------------------------------------------------------------   535
gi|115454769|ref|NP_001050985.1| ---------------HSLKRRTIRDYFASSSSCEHTKHVHDLALLAHSSTVKNLKNAQYSYRCLKK------------------------------------------------------------------------------------   245
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gi|188219762|ref|NP_057532.2| SPRSPSSQTPNSRRQSG---KKLPSPVTITPS--------SMRKICTYFHRKSQEDFCGPEHSTEL   730
gi|73960856|ref|XP_547399.2| SPRSPSSQTPNSRRQSG---KTSPGPVTITPS--------SMRKICTYFHRKSQDDYCSPEQSTEL   730
gi|31982955|ref|NP_084042.1| SPRSPSSQTPSSRRQSG---KTSPGPVTITPS--------SMRKICTYFRRKTQDDFCSPEHSTEL   729
gi|62659969|ref|XP_223074.3| SPRSPSSQTPSSRRQSR---KTSPGPVTITPN--------SMRKICTYFRRKTQDDFCSPEHSTEL   783
gi|114572393|ref|XP_525058.2| ------------------------------------------------------------------   384
gi|71895517|ref|NP_001026219.1| GS-PPSSYTSSAKRQEAAVVTTSPKTAVNTSV--------SMRKICTYFHRKPQN-----------   720
gi|27545239|ref|NP_775348.1| SPSSGSSQQDTRTLESPAAVSPRPMKVFSPPTNKKASPSKPMKKISSYFMKRTQD-----------   647
gi|18405469|ref|NP_566822.1| ------------------------------------------------------------------   535
gi|115454769|ref|NP_001050985.1| ------------------------------------------------------------------   245
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