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gi|90186273|ref|NP_034426.2| ------------------------------------------------------MFNPMTPP---QVNSYSEPCCLRPLHSQGVPSMG-TEGLSGLPFCHQANFMSGSQGYGAARETSS---CTEG----------SLFPPPPPPRSSVK    79
gi|62652273|ref|XP_345833.2| ------------------------------------------------------MFNPMTSP---QVNSYGEPCCLRPLPSQGVPSMG-TEGLSGLPFCHQANFMSGSQGYGSARETSS---CTEG----------SLFPP---PRSSVK    76
gi|73968515|ref|XP_858885.1| ------------------------------------------------------MFNSMTPP---PVSSYGEPCCLRPLPSQ-APSMG-TEGLPGLPFCHQANLMSGPHSYGPARETTS---CTEGELSPLFPAPAPLFPP---PRSAVK    85
gi|149944723|ref|NP_001092470.1| ------------------------------------------------------MFNSMTPP---PVSSYGEPCCLRPLPSQGAPGMG-TEGLPGLPFCHQATLMPGPHSYGPAREANS---CTE----------VPLFPP---PRSAVK    76
gi|4885279|ref|NP_005260.1| ------------------------------------------------------MFNSMTPP---PISSYGEPCCLRPLPSQGAPSVG-TEGLSGPPFCHQANLMSGPHSYGPARETNS---CTEG----------PLFSS---PRSAVK    76
gi|118119480|ref|XP_413682.1| ------------------------------------------------------MFNPVTP----QAPGYAEHCCPRPLHGASAGTPG-LQGLD-FPVCHQPNLASSHHGYGLVPGTEHPGGAADG----------SRFST---PRGAGK    77
gi|30231244|ref|NP_840081.1| MPVDMQPHQGLYHYDNTSNQPSRGLAPSVRSPYSSEASSVCVALSGGQSVNSREMYNPSMAPGACMEPYMRAPHAPPPHSMMGHRGMPPPEGMSGAPYCNQN-MMTSHHNLPHNQHTSELMASGDA----------SCFST---PRSMLK   136
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gi|90186273|ref|NP_034426.2| LTKKRALSISPLSDASLDLQTVIRTSPSSLVAFINSRCTSPG-GSYGHLSIGTMSPSLGFPPQMSHQKGTSPPYG----VQPCVPHD---STRGSMMLHPQSRGPRATCQ-LKSELDM---MVGKCPEDPLEGDMSSPNSTGTQDHLLGM   217
gi|62652273|ref|XP_345833.2| LTKKRALSISPLSDASLDLQTVIRTSPSSLVAFINSRCTSPG-GSYGHLSIGTMSPSLGFPPQMSHQKGTSPPYG----VQPCVPHD---STQGSMMLHPQSRGPRATCQ-LKSELDI---MVGKCPEEPLEGDMSSPNSTSTQDHLLGM   214
gi|73968515|ref|XP_858885.1| LTKKRALSISPLSDASLDLQTVIRTSPSSLVAFINSRCASPG-GSYGHLSIGTMSPSLGFPPQMNHQKGTSPSFG----VQPCGPHD---PSQGGMMPHPQSRGPLPTCQ-LKSELDL---LVSKCPEEPLEGDMSSPNSTGTQDPLLGM   223
gi|149944723|ref|NP_001092470.1| LTKKRALSISPLSDTSLDLQTVIRTSPSSLVAFINSRCASPG-GSYGHLSIGTMSPSLGFSPQMNHQKGTSPSFG----VQPCGPHD---PTQSGMMPHPQSRGPLPTCQ-LKSELGV---LVNKCPEEPLEGDMSSPNSSSTQDPLLGM   214
gi|4885279|ref|NP_005260.1| LTKKRALSISPLSDASLDLQTVIRTSPSSLVAFINSRCTSPG-GSYGHLSIGTMSPSLGFPAQMNHQKGPSPSFG----VQPCGPHD---SARGGMIPHPQSRGPFPTCQ-LKSELDM---LVGKCREEPLEGDMSSPNSTGIQDPLLGM   214
gi|118119480|ref|XP_413682.1| LGKKRALSISPLSDSSVDLQTVIRTSPNSLVAFINSRCASAG-GSYGHLSISTISPSLGYQNPPGQQKGQGQLFSHTPPLPPCSSHET-LSSRPGLLHPTPARGTIKHCQQLKLERSLSSPLTAKYPEEKSEGDISSPASTGTQDPLLGM   225
gi|30231244|ref|NP_840081.1| LSKKRALSISPLSDASVDLQTVIRTSPNSLVAFVNSRCGPNNPSSYGHLSVGTMSPSLGFSSSINYSRPQGNIYSHP--VPSCIGAPARLPPHNPRLHTPAKHTHLKTEPVLGSVMDS---INIKGLEDHSEGDVASPSSTGTQDPLLGL   281
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gi|90186273|ref|NP_034426.2| LDGREDLEREE-KPEPESVYETDCRWDGCSQEFDSQEQLVHHINSEHIHGERKEFVCHWGGCSRELRPFKAQYMLVVHMRRHTGEKPHKCTFEGCRKSYSRLENLKTHLRSHTGEKPYMCEQEGCSKAFSNASDRAKHQNRTHSNEKPYV   366
gi|62652273|ref|XP_345833.2| LDGREDLEREE-KPEPESVYETDCRWDGCSQEFDSQEQLVHHINSEHIHGERKEFVCHWGGCSRELRPFKAQYMLVVHMRRHTGEKPHKCTFEGCRKSYSRLENLKTHLRSHTGEKPYMCEQEGCSKAFSNASDRAKHQNRTHSNEKPYV   363
gi|73968515|ref|XP_858885.1| LDGREDLEREG-KPEPESAYETVCRWAGCSQEFDSQEQLVHHINSEHIHGERKEFVCHWGGCSRELRPFKAQYMLVVHMRRHTGEKPHKCTFEGCRKSYSRLENLKTHLRSHTGEKPYMCEHEGCSKAFSNASDRAKHQNRTHSNEKPYV   372
gi|149944723|ref|NP_001092470.1| LDGREDLEREE-KPEPDSVYETDCRWDGCSQEFDSQEQLVHHINSEHIHGERKEFVCHWGGCSRELRPFKAQYMLVVHMRRHTGEKPHKCTFEGCRKSYSRLENLKTHLRSHTGEKPYMCEHEGCSKAFSNASDRAKHQNRTHSNEKPYV   363
gi|4885279|ref|NP_005260.1| LDGREDLEREE-KREPESVYETDCRWDGCSQEFDSQEQLVHHINSEHIHGERKEFVCHWGGCSRELRPFKAQYMLVVHMRRHTGEKPHKCTFEGCRKSYSRLENLKTHLRSHTGEKPYMCEHEGCSKAFSNASDRAKHQNRTHSNEKPYV   363
gi|118119480|ref|XP_413682.1| LSVRDDLEKEDGKPESETIYETNCYWDGCAKEFDTQEQLVHHINNEHIHGEKKEFVCHWAACSREQRPFKAQYMLVVHMRRHTGEKPHKCTFEGCNKAYSRLENLKTHLRSHTGEKPYVCEHEGCNKAFSNASDRAKHQNRTHSNEKPYI   375
gi|30231244|ref|NP_840081.1| LEGRDDLDKEE-KPEPEAIYETNCHWESCSKEFDTQEQLVHHINNEHIHGEKKEFVCHWKDCSREQRPFKAQYMLVVHMRRHTGEKPHKCTFEGCNKAYSRLENLKTHLRSHTGEKPYVCEHEGCNKAFSNASDRAKHQNRTHSNEKPYI   430
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gi|90186273|ref|NP_034426.2| CKLPGCTKRYTDPSSLRKHVKTVHGPDAHVTKRHRGD-GPLPRAQPLSTVEPKREREGGSG------REESRLTVPESAM-PQQSPGAQSSCSSDHSPAGSAANTDSGVEMAGNAGGSTEDLSSLDE--------GPCVSATG-----LS   495
gi|62652273|ref|XP_345833.2| CKLPGCTKRYTDPSSLRKHVKTVHGPDAHVTKRHRGD-GPLPRAQPLSTVEPKREREGGSG------REESRLTVPEGTM-PQQSPGAQSSCSSDHSPAGSAANTDSGVEMAGNAGGSTEDLSSLDE--------GPCVAATG-----LS   492
gi|73968515|ref|XP_858885.1| CKLPGCTKRYTDPSSLRKHVKTVHGPDAHVTKRHRGD-GPLPRAPSLSTVEPKRERDGGPT------REESRLTVPEGAM-PQPSPGAQSSCSSDHSPAGSAANTDSGVEMTGNAGGSTEDLSSLDE--------GPCVAGTS-----LS   501
gi|149944723|ref|NP_001092470.1| CKLPGCTKRYTDPSSLRKHVKTVHGPDAHVTKRHRGD-GPLPRAPALSSVEPKRERDGGPI------REESRLTVPEGAMKPQPSPGAQSSCSSDHSPAGSAANTDSGVEMTGNAGGSTEDLSSLDE--------GPCLAGTG-----LS   493
gi|4885279|ref|NP_005260.1| CKLPGCTKRYTDPSSLRKHVKTVHGPDAHVTKRHRGD-GPLPRAPSISTVEPKREREGGPI------REESRLTVPEGAMKPQPSPGAQSSCSSDHSPAGSAANTDSGVEMTGNAGGSTEDLSSLDE--------GPCIAGTG-----LS   493
gi|118119480|ref|XP_413682.1| CKIPGCTKRYTDPSSLRKHVKTVHGPDAHVTKKHRGS-VVPGHALPASAAPQDMKQEKNTNGPAEIRKDDGKLLVPDLVSKPQPSPGGQSSCSSDRSPLGSTTNNDSGVEMTGNTGGSYEDLSTLEDV-----VPGDPMGTSG-----LM   514
gi|30231244|ref|NP_840081.1| CKIPGCTKRYTDPSSLRKHVKTVHGPEAHITKKHRGDTGPRPPGLTTAGQSSELLIEKEERN-----REDCKLLAPDNTLKSQPSPGGQSSCSSERSPLGSANNNDSGVEMNLNAAGSLEDLTTQEDSGNAGVSESSATISSGGMCMSVQ   575
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gi|90186273|ref|NP_034426.2| TLRRLENLRLDQLHQLR----PIGSRGLKLPSLTHAGAPVSRRLGPPVSL-----------------------DRRSSSSSSMSSAYTVSRRSSLASPFP-------------------PGTPPE-------------NGASSLPGLTPA   586
gi|62652273|ref|XP_345833.2| TLRRLENLRLDQLHQLR----PIGSRGLKLPSLTHAGAPVSRRLGPPVSL-----------------------DRRSSSSSSISSAYTVSRRSSLASPFP-------------------PGSPPE-------------NGASSLPGLTPA   583
gi|73968515|ref|XP_858885.1| TLRRLENLRLDQLHQLR----PIGPRGPKLPSLTHTGTPVSRRLGPPVSL-----------------------DRRSSSSSSVSSAYTVSRRSSLASPYP-------------------PGSPPE-------------NGASSLPGLAPA   592
gi|149944723|ref|NP_001092470.1| TLRRLENLRLDQLHQFR----PMGPRGLKLPSLTHTGTPGSRRLGAPVSL-----------------------DRRSSSSSSVSSAYTVSRRSSLASPFP-------------------PGSPPE-------------NGASSLPGLTPA   584
gi|4885279|ref|NP_005260.1| TLRRLENLRLDQLHQLR----PIGTRGLKLPSLSHTGTTVSRRVGPPVSL-----------------------ERRSSSSSSISSAYTVSRRSSLASPFP-------------------PGSPPE-------------NGASSLPGLMPA   584
gi|118119480|ref|XP_413682.1| ALQKLENLRIDKLKQMR----KPSTKGLNLPAIPGAGETSWHFHG-----------------------------LRGGSGTVLPQ-----------------------------------------------------------------   566
gi|30231244|ref|NP_840081.1| ALKRLENLKIDKLKQIRRPTPPGRNAGNKLPALSATGEMMSMCAPSPLLSNRRVMELSAPDMGGVTGMSCPPNDRRGSGTSSLSSAYTVSRRSSMVSPYLSSRRSSDVSHCQSVMGGEVPGDPLSPQNSQRAGLCQNSGGLPGLPSLTPA   725
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gi|90186273|ref|NP_034426.2| QHYMLRARYASARGSGTPPTAAHSLDRMG-------------GLSVPPWRSR---------TEYPG-----YNPNAGVTRRASDPARAADHP-APARVQRFKSLGCVHTPP-SVATG-RNFDPHHPTSVYSPQPPSITENVAMDTRGLQE   706
gi|62652273|ref|XP_345833.2| QHYMLRARYASARGSGTPPTAAHSLDRIG-------------GLPAPPWRSR---------AEYPG-----YNPNAGVTRRASDPARAADHP-APARVQRFKSLGCVHTPP-SVATG-RNFDPHLPTSVYSPQPPSITENVAMDTRGLQG   703
gi|73968515|ref|XP_858885.1| QHYLLRARYASARGGGTPPTAAPSLDRMG-------------SLPAPPWRSR---------AEYPG-----YNPNAGVTRRASDPARAVDRP-APARVQRFKSLGCVHTPP-TVAGGGRNFDPQLATGVYSPQPPSITENVAMDTRGLRE   713
gi|149944723|ref|NP_001092470.1| QHYLLRARYASARGGGTPPTAAPSLDRTG-------------ALPAPPWRSR---------AEYPG-----YNPNVGVTRRASDPARSVDRP-APARVQRFKSLGCVHNTP-TVVGGGQNFDPQLPTSVYSPQPPSITENVSMDTRGLRE   705
gi|4885279|ref|NP_005260.1| QHYLLRARYASARGGGTSPTAASSLDRIG-------------GLPMPPWRSR---------AEYPG-----YNPNAGVTRRASDPAQAADRP-APARVQRFKSLGCVHTPP-TVAGGGQNFDPYLPTSVYSPQPPSITENAAMDARGLQE   705
gi|118119480|ref|XP_413682.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   566
gi|30231244|ref|NP_840081.1| QQYSLKAKYAAATG-GPPPTPLPNMDQAGTPARHVGFLRECQGQPLPPFLQQGGTRRHSANAEYGTGVIYPHQAPGNNTRRASDPVRSAADPQGLPKVQRFNSLSNVSLMSRRNALQQCGSDAALSRHMYSPRPPSITENVMMEAMGMDG   874
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                                                                                                                                                                        
gi|90186273|ref|NP_034426.2| EPEVGTS--VMGNGLNPYMDFSS-----------TDTLG----------YGGPEGTAAEPYEARGPGSLPLGPGPPTNYGPGHCAQQVSYPDPTPENWG--------EFPSHAGVYPSNKAPGAAYSQCPRLEHYG-----QVQVKPEQG   820
gi|62652273|ref|XP_345833.2| ELEVGTS--MMGNDLNPYMDFSS-----------ADTLG----------YGGPEGTAAESYGSKGPGSLPLGPGPPTNYGPGHCAQQVSYPDPTPETWG--------EFPSHAGVYPGTKALGTAYNQCPRLEHYG-----QVQVKPEQG   817
gi|73968515|ref|XP_858885.1| EPEGGTS--MIGSGLNPYMDFPP-----------ADTLG----------YGGPEGAAAEPYGARGPGSLPLGPGPPTNYGPNPCPQQVSYPEPPSEPWG--------EFPSHSGLYPGPKAPAGVYSQCPRLEHYG-----QVQVKPEQG   827
gi|149944723|ref|NP_001092470.1| EPEVGTS--MMGSGLNPYMDFPP-----------ADTLG----------YGGPEAAAAEPYGARGPGSLPLGPGPPTNYGPNPCPQQVPYSEPTPETWS--------EFPSHSGLYSGPKAPAGAYSQCPRLEHYG-----QVQVKPEQG   819
gi|4885279|ref|NP_005260.1| EPEVGTS--MVGSGLNPYMDFPP-----------TDTLG----------YGGPEGAAAEPYGARGPGSLPLGPGPPTNYGPNPCPQQASYPDPTQETWG--------EFPSHSGLYPGPKALGGTYSQCPRLEHYG-----QVQVKPEQG   819
gi|118119480|ref|XP_413682.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   566
gi|30231244|ref|NP_840081.1| NTEGRQQGNMIPGGDRSYMGYQHNPHQASQLSPGQESLGCIDQVYQSQMQGQYQREESCSTGVMGQADIANNLLQQAEYGMSTCQLSPSGPHYPSQGDGSGPWGQTNQLHSPGMQYQGAGMQGQHYTQQGIYDPTSNPNLQRVTVKPEQF  1024
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gi|90186273|ref|NP_034426.2| CP--VGSDSTGLAPCLNAHPSEGSPGPQPLFS----HHPQLPQPQYPQSGPYPQPPHG---YLSTEPRLGLNFNPSSSHSTGQLKAQLVCNYVQSQQELLWEGRNRGGLPNQ---------ELPYQSPKFLGGSQ---------------   937
gi|62652273|ref|XP_345833.2| CP--VGSDSTGLAPCLNAHPSEGSPDPQPLFS----HHSQLPPPQYLQSGPYPQPPHD---CLSLESRPGLNFNPSS-HSTGQLKAQLLCNYVQSQQELLWEGRSRGGIPNQ---------ELPYQSPKFLGGSQ---------------   933
gi|73968515|ref|XP_858885.1| CP--VGSDSTGLAPCLNAHPSDGPPHPQPLFS----HYPQPPPPQYPQSGAYTQPPPD---YLPSEPRPALDFDSTS-HSTGQLKAQLVCNYVQSQQELLWDGGGRGDPPVQ---------ETLYQSPKFLGGSQ---------------   943
gi|149944723|ref|NP_001092470.1| CP--VGSDATGLAPCLNAHPNEGPPRSQPLFS----HYPQPPPPQYPQSGSYTQPPPD---YLPSEARPSLDFESPT-HSTGHLKAQLVCNYVQSQQELLWDSGGRGDPPVQ---------EPLYQSPKFLGGSQ---------------   935
gi|4885279|ref|NP_005260.1| CP--VGSDSTGLAPCLNAHPSEGPPHPQPLFS----HYPQPSPPQYLQSGPYTQPPPD---YLPSEPRPCLDFDSPT-HSTGQLKAQLVCNYVQSQQELLWEGGGREDAPAQ---------EPSYQSPKFLGGSQ---------------   935
gi|118119480|ref|XP_413682.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   566
gi|30231244|ref|NP_840081.1| HPSMGGSSSCQNTKALHQNRHNANMQTYPLQGQGIMNRSSSASCDFHHSQMGTQPNQGGSFQSGTGINLALAESRRSQTPMHQMKEMMVRNYVQSQQALLWEQQQEQSVSEKPDGMDMGQTQMMQHSPQHQQANQNLYPGNTYQGYPNQN  1174
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gi|90186273|ref|NP_034426.2| -VSQSPAKTPAAAAAA-YGSGFA-PASANHKSGSYPAPSPCHETFTVG--------VNRPSHRPAAPPR--LLPPLSPCYGPLKVGDTNPSCG------------HPEVGRLGAGPALYP-----------------PPEGQVCNALDSL  1045
gi|62652273|ref|XP_345833.2| -VSQSPTKVPAAAAAATFGSGFASPALANHKSVSYPAPSPCHETFTMG--------VNRPPHRPAAPPR--LLPPLPPCYGPLKVGDANPSCG------------HPEVGRLGAGPALYP-----------------PPEGQVCNPLDSL  1043
gi|73968515|ref|XP_858885.1| -VSSSPAKGP----VATYGPGFA-PNLPNHKSGSYPAPPPCHENFTVG--------ANKTSHRAAAPPR--LLPPLPTCYGTLKAGGTNPSCG------------HPEVGRLGGGPALYA-----------------PPEGQVCNPLDSL  1048
gi|149944723|ref|NP_001092470.1| -VSPSPAKAP----VATYGPGFA-PNMPNHKPGSYPTP-SCHENFAVG--------ANKASHRAAAPPR--LLPPLPACYGPLKAGGTNPSCG------------HPEVGRLGGGPALYP-----------------PPEGQVCNPLDSL  1039
gi|4885279|ref|NP_005260.1| -VSPSRAKAP----VNTYGPGFG-PNLPNHKSGSYPTPSPCHENFVVG--------ANRASHRAAAPPR--LLPPLPTCYGPLKVGGTNPSCG------------HPEVGRLGGGPALYP-----------------PPEGQVCNPLDSL  1040
gi|118119480|ref|XP_413682.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   566
gi|30231244|ref|NP_840081.1| LMSPQQNRVPGSVKEQMQSSCYGPDMIPRPPQVRKSLSRQNSLSQQAGGAYLGSPPHLSPVHSTASPRRGVRLPPVQQQQQQQQQHSENFNNNNNPMYYSGQMHMHHDLEKTPEGPCLAQQHLTSSDPTTKPTSISYPDPAPMSNALEHL  1324
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gi|90186273|ref|NP_034426.2| DLDNTQLDFVAILDEAQG-----LSPPLSHEQGD---SSKNTPS------PSGPPNMAVGNMSVLLGSLPGETQFLNSSA  1111
gi|62652273|ref|XP_345833.2| DLDNTQLDFVAILDEAQG-----LSPPPSHEQGD---SSKNTPP------PSGPPNMAVGNMSVLLGSLPGETQFLNSSA  1109
gi|73968515|ref|XP_858885.1| DLDNTQLDFVAILDEAQG-----LSPPPSHDQGD---SSEHTPP------PSGPPNMAVGNMSILLGSLPGETQFLNSSA  1114
gi|149944723|ref|NP_001092470.1| DLDNTQLDFVAILDEAQG-----LSPPPSHNQRD---SSEHTPP------PSGTPNMAVGNMSVLLGSLPGETQFLNSSA  1105
gi|4885279|ref|NP_005260.1| DLDNTQLDFVAILDEPQG-----LSPPPSHDQRG---SSGHTPP------PSGPPNMAVGNMSVLLRSLPGETEFLNSSA  1106
gi|118119480|ref|XP_413682.1| --------------------------------------------------------------------------------   566
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