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gi|68551581|ref|ZP_00590976.1| 043-412 KPHVLLVFSAMR--YEHRSLLKGIAAVAPA--TPLVGGTTAGEISME------------GATTQS--VVVMALAS--------------------DRFRFYTGVGRAL--------SRNERQSVGEMLDQMFSGDPPADA----------------------QTLLVFPDGMGGD----GLRLMDGLHERLGGK------FEIVGGYPGD-----DERFKQTYQYHDG----------QVYQDAIAGLLICH--------DEGFSTGIGVRSGFESI-GNSFVCTSAE--GNVVREFDHVR 

gi|75854748|ref|ZP_00762423.1| 028-390 NLSYVMCYYTEE--YDFELIREAFLEHFPG--VPFHGASSCQAVMTD------------QGFHTG-PVIAALAIYDS-------------------GPHAYGTGISNY-----------DSGDSVTRALDMALENA---------------------NRVGEVPNLILLHATPG-----EESIIASIDERFGTL------IPIIGGSAAD-----NHITGKWSVITTQ----------GSQTAGLSLTLFYS----------SQPVDIAFSAGHTPT-NIKGVATKTN--DRCLLEIDDE- 

gi|28806537|dbj|BAC59809.1|    028-390 HLSYIICYYTEE--FDFRAIRSAFLRYFPG--VPFHGSSSCQAIMTD------------QGFHVG-PVIAAMAIYDS-------------------GPHAYGTGISN-----------CEENECVSVALDMALQNA---------------------NRIGEVPNLILLHATPGK----EEKIIESIDERFGTL------VPIIGGSAAD-----NHIEGKWSVITAQ----------GHEKQGISLTLFYS----------SNPVDIAFSAGHTPT-NIKGIVSKAK--GRCLLEIDGE- 

gi|27362064|gb|AAO10970.1|     028-396 HLAMLICYYTEE--YSSHKLQHSFRQHFPA--IPVHGASSCRAIMTD------------KGFHPG-PVVGVFAIYDS-------------------GSNAYGTGISDIDESS------DSVTEIVFKTLDMALHNA---------------------DRVGEVPSLILLHATPGN----EESIIEAIDQKFGTL------VPIIGGSAAD-----NQVKGNWSIFTTQ----------GTSIKGISLTVFFS----------SQSIFTAFSAGHTPT-ELSGLVTKVS--DRVLLEIDGK- 

gi|37198598|dbj|BAC94433.1|    029-397 HLAMLICYYTEE--YSSHKLQHSFRQHFPA--IPVHGASSCRAIMTD------------KGFHPG-PVVGVFAIYDS-------------------GSNAYGTGISDIDES------SDGVTEIVFKTLDMALHNA---------------------DRAGEVPSLILLHATPGN----EESIIEAIDQKFGTL------VPIIGGSAAD-----NQVKGNWSIFTTQ----------GTSIKGISLTVFFS----------SQSIFTAFSAGHTPT-ELSGLVTKVS--DRVLLEIDGK- 

gi|86145972|ref|ZP_01064299.1| 029-389 DIACLICYCTEE--YSTLAVQRYLVDALPN--TPIHGCTTCHGIMTE------------TGFHSG-PVIGILIIYDS-------------------GINAYGTGISHFGDS---------IDRSTFSAIDKALKNA---------------------NREGEIPDLILLHSTPGN----EEKVMAAIDNKFGTE------VPIIGGSAAD-----NQVSGNWSIFTEE----------ALAINGVSLTVFFA----------SQSIYSSFSAGHTPT-QYSGTVTKVR--NRILLEIDHR- 

gi|84385457|ref|ZP_00988488.1| 029-389 DIACLICYCTEE--YSTLAVQRYFVDALPN--TPIHGCTTCHGIMTE------------TGFHSG-PVIGVLIIYDS-------------------GINAYGTGIEHFSDS---------INQSTFSAIDKALKNA---------------------NREGEIPDLILLHSTPGN----EEKVMAAIDKKFGTE------VPVIGGSAAD-----NQVSGNWSIFTEE----------SLSINGVSLTVVFA----------SQSIYSSFSAGHTPT-RYSGTVTKVR--NRILLEIDHR- 

gi|9655944|gb|AAF94601.1|      038-402 GLSNLICYFTEE--YDAQLLSSMLKAAFPG--IPIIGCSSCRGVMTQ------------DGYFSNPAVGIMGIYDS--------------------PQAAYGTALISLCDNR-------PIPELIDQAIDNALESA---------------------DRTGELPSLVLLHATPGI----EEVLIEGIDNKFGSQ------VPIIGGSAAD-----NFISQNWSIFTQE----------GATDKGIALQLMFP----------SQSVFGGFSAGYSPT-EFSGVITKAK--GRVIEEIDNE- 

gi|75829833|ref|ZP_00759124.1| 001-345 ----------------------MLKAAFPG--IPIIGCSSCRGVMTQ------------DGYFSNPAVGIMGIYDS--------------------PQAAYGTALISLCDNR-------PIPELIDQAIDNALESA---------------------DRTGELPSLVLLHATPGI----EEVLIEGIDNKFGSQ------VPIIGGSAAD-----NFISQNWSIFTQE----------GATDKGIALQLMFP----------SQSVFGGFSAGYSPT-EFSGVITKAK--GRVIEEIDNE- 

gi|75824232|ref|ZP_00753693.1| 001-345 ----------------------MLKAAFPG--IPIIGCSSCRGVMTQ------------DGYFSNPAVGIMGIYDS--------------------PQAAYGTALISLCDNR-------PIPELIDQAIDNALESA---------------------DRTGELPSLVLLHATPGI----EEVLIEGIDNKFGSQ------VPIIGGSAAD-----NFISQNWSIFTQE----------GATDKGIALQLMFP----------SQSVFGGFSAGYSPT-EFSGVITKAK--GRVIEEIDNE- 

gi|59480005|gb|AAW85792.1|     029-393 APNLILCYFTER--HNKETIISTLKSQFPS--SKIHGCTSCQGIMTD------------QGFADDHSIAVWGIFDS--------------------GLGCYGTSISQFVSHY-------DIESLTIHLLEEAIKDS---------------------GREGELPSLVLLHATSGH----EEKIISVIDTFFGSP------VPLIGGTAAD-----NHNQGLWSVFTQD----------GCVKSGISISVFYP----------SCKVSYSFHSGYAPS-NVSGIATKTD--QRTIYEIDNR- 

gi|46913446|emb|CAG20232.1|    036-398 NPKLVLAYFSEH--HDETLIKNILHEQYPD--AQVLGCSSCRGVMTD------------EGYNYGDSIALWAMCDYN-------------------GAFGTALVSTNQS-----------PFEMAQQAVLRAIENS---------------------GRPGELPALILLHATPGN----EEDVIKGIEHELGAS------IPIIGGSAAD-----DFVSGNWKLFTHE----------HTSQHGVGVCVFYP----------SCQVSYSFHSGYANT-NQSAVVTKVE--GREIVELDNE- 

gi|24374085|ref|NP_718128.1|   026-393 DEPANLAIAFGNIDAIVHLSQATEITQLAT--SWVVTSSCIAAFSDI-----------AAEDNQN-HLAILQFYDPQ -------------------GSYGVASKQSSIDS----------IIEDSQQALTLALNAA---------------------NRPGELPAFIWCSQSPGL----EEGLLAGIRQLVGNN------VPVFGGTAAD-----NDVSGHWCMFDGQ----------QTITTGFIIAVLFP----------STPINYFFSSGYETT-RHTAIVTSAS--GRKLHTLNHQ- 

gi|66048228|ref|YP_238069.1|   037-408 DPVYLTGFVSPH--VDFDQVAKSVAARFP-N-AKISLCTTSGELCSGND-----SLYCAADNQW-DRIVLALFD-------------------SSVIKSAEVLHIPLHSEDI-RGAGKRLSMRERIARLTDSIKRTQINTPID----------------HRDTLAYVTFDGLSAS----ESFFMEALYESGRFP------CLFVGGSAGG-----KGDFKKTLIHDGK----------RSYENHAQVVFLKSA--------KNVRFGVFKSQNFEPT-PLSLSVLTASLEERYISQVVNA- 

gi|71556854|gb|AAZ36065.1|     011-382 DPVYLTGFVSPH--VDFGQVAQSVAARFP-N-AKISLCTTSGELCSSND-----SLYCAAGNQW-DRIVLALFD-------------------SSVIQSAEVVHIPLHSEDI-RGAGKRLSMRERIARLTDSIKRTQVSTPID----------------HRDTLAYVTFDGLSAS----ESFFMEALYESGRFP------CLFVGGSAGG-----KSDFKKTLIHDGK----------RSYENHAQVVFLKSA--------KNVRFGVFKSQNFEPR-PLSLSVLTASLEERYISQVVNS- 

gi|71838174|ref|ZP_00677935.1| 036-402 SPTFVSAYVSPH--IDIDRVARDLTSRFP-G-VPMMICSTAGELHADAG-----RLYCSTGNRW-DRVVVHCFD-------------------ASLIASAQVVSVPLACEDL-RRGNVEMSLKDRVERISASIAGLKVDMEID----------------YRNTLAYVLFDGLSAS----ESFFMEALYESGRFP------CLFVGGSAGG-----TFDFRTTWLHDGK----------RKLENHALVAFVKMA--------PGVRFGVLKSQNFEPA-GSSFNVLSASVEQRYVTQVVDR- 

gi|27352453|dbj|BAC49456.1|    057-425 RSPLVLAFISPH--CDFARVASSLQRLAG-S-TPVIAMSTAGELCSAGQ-----SLYKPTGSNW-SSVVVQVLPADLFQ----------------SVSIHSVRLHNDDIRKG-EPSRAHDARIEAITREVAAIRTPFAIDVRD-------------------TIAFALVDGVSAS----ESYFMEAVYRSGKFP------CGFVGGSAGG-----KLDFQHTHLYDGR----------QVLENHALIVFMKLA--------PGRAYGIFKTQNFKKT-GKSFVVMDADPDRRTASGVMEG- 

gi|76582700|gb|ABA52174.1|     031-380 DAELVLFFCSSR--FDLDALADEMRERFRG--TRVIGCTTAGEIGP-------------AGYRND-SLVAVALPR--------------------ALFTVETALLEDLQTFT-----IASGHACALDALHDLERRAPRASGA-N------------------SFALLLIDGLSVR----EEPVTRTLQGALGD-------IALVGGSAAD-----DLRFERTAIFYDG----------RFRDDCAALIVAST----------ALPFRTFKTQHFRCG-TERLVVTQADAERRTVSEINGL- 

gi|85064325|ref|ZP_01025179.1| 023-372 DAELVLFFCSSR--FDLDALADEMRERFRG--TRVIGCTTAGEIGP-------------AGYRND-SLVAVALPR--------------------ALFTVETALLEDLQTFT-----IASGHACALDALHDLERRAPRASGA-N------------------SFALLLIDGLSVR----EEPVTRTLQGALGD-------IALVGGSAAD-----DLRFERTAIFYDG----------RFRDDCAALIVAST----------ALPFRTFKTQHFRCG-AERLVVTQADAERRTVSEINGL- 

gi|83716238|ref|YP_438929.1|   033-381 DAELVLFFCSSR--FDLDALADEMRERFRG--TRVIGCTTAGEIGP-------------AGYRNG-SLVAVALPR--------------------ALFTIETALLEGLQTFT-----IASGHACTLDALHDLERRAPRASGA-N------------------PFALLLIDGLSVR----EEPVTRTLQGALGD-------IPLVGGSAAD-----DLRFERTAIFYDG----------RFRDDCAALIVAST----------ALPFRTFKTQHFRCG-AERLVVTQADAERRTVSEINGL- 

gi|46201414|ref|ZP_00055072.2| 033-379 DTALVLLFCSPA--YDLEQLGPAIAEAFGD--TLTLGCTTAGEITP-------------QGYCTG-SLTGLSLNR--------------------DACHADAVHIDRLS--------EFAFSHGLDSVREVLARMAQTEGPDFASG-----------------TFAMLMIDGMSSA---EDSVLSALHAGLGE-------IPLFGGSAGD-----DLEFRRTWVYKDG----------CFHSDMAALVLVHT----------PYPFRVFKTQHFVGS-DTKMVITGADPLHRIVTEINAE- 

gi|27348576|dbj|BAC45593.1|    039-385 ELALILVFLSPS--YDPHHFIAEITRQFDE--TQVCGCTTAGELAP-------------DGWDEN-SVVALAFSR--------------------ADFSAAVRPILNLD-----SFRVEDGRRIGGELRHELLRITPQVDRG-N------------------PFGLVLIDGLCRR----EEAVMSAIYASLDD-------IPVVGGSAGD-----GMRFEKTWVFCDG----------KAHTNAALLILLNT----------SLPFRAFKCDNFEPS-PQKMVVTEADIENRTVRELNAE- 

gi|14021963|dbj|BAB48574.1|    009-356 DAGFALVFFSQSL-VEAGALSRALSVHAPG--LHHAGCSTAGEITP-------------QGLEEGHMLAMLLPSA--------------------AFTAVSAMVDNLSS-------SGMDRITGEVEALRRALRVRVGGERTRN------------------TFALCFIDGLSYA----EEAVSSAIHWGLDD-------IPLLGGSAGD-----DLKFETTRLISNG----------RVTSDSAIIVLIAT----------EIPFHVFKTDNFVPT-DEKLVVTASDADHRIVREFNAT- 

gi|84684328|ref|ZP_01012230.1| 042-383 DMELIVLFVSSM--ADFDEVLARISACCAG--THVIGCSTAGEISP-------------DGYAEG-EIVAVGFPR--------------------DLFRAKIHLIPDLD---------DIAPQNLIDRMIQSRGELDSEKPD-WRF----------------EFNFVLIDGLSKR----EDALTSGLAMGLGP-------VPLFGGSAGD-----GTDFEETFVLYDG----------QAYRNAAVLAQFRT----------RCPVRVFKTDHLIPS-DTRMVVTGADPERRTVHEINAE- 

gi|56678127|gb|AAV94793.1|     042-383 ELELILLMASPQ--TDIPALLARAAAVLPG--TRIVGCTTAGEISA-------------AGYTEG-EIVAIGMPR--------------------AYFKAQTMLIDDLT------DYDAQAIIDRMIQTRNDLAAARPE-WGH-------------------EFNFLLIDGLSTL----EDRLVSDLAMGLGP-------VPLFGGSAGD-----GERFGTTFVFHEG----------RAHGNAAVLMQVRT----------RCPIQVFKTDHLIPT-EKRMVVTGADPDRRLVHEINAE- 

gi|83374888|ref|ZP_00919654.1| 043-384 PFALVILFVTPE--TDVSALALGAQEVFGP--VPVIGCTTAGEISA-------------EGYTEG-EVVAVALPA--------------------AHFHVRPILIGALA--------DLDREELIGRLIRERDALARERPD-WGS-----------------EFAFLMVDGLSTR----EDELASTLAAGLGP-------VPLFGGSAAD-----GVRFRETFVIHGA----------DVLRDAAVLALVRS----------DCRVRVFNLDHFRPT-DQRMVVTEADPARRIVRRINAE- 

gi|77387857|gb|ABA79042.1|     043-384 PFALVILFVTPE--TDVSALALGAQEVFGP--VPVIGCTTAGEISA-------------EGYTEG-EVVAVALPA--------------------AHFHVRPILIGALA--------DLDREELIGRLIRERDALARERPD-WGS-----------------EFAFLMVDGLSTR----EDELASTLAAGLGP-------VPLFGGSAAD-----GVRFRETFVIHGA----------DVLRDAAVLALVRS----------DCRVRVFNLDHFRPT-DQRMVVTEADPARRIVRRINAE- 

gi|16904150|gb|AAL30776.1|     043-384 PFALVILFVTPE--TDVSALALGAQEVFGP--VPVIGCTTAGEISA-------------EGYTEG-EVVAVALPA--------------------AHFHVRPILIGALA--------DLDREELIGRLIRERDALARERPD-WGS-----------------EFAFLMVDGLSTR----EDELASTLAAGLGP-------VPLFGGSAAD-----GVRFRETFVIHGA----------DVLRDAAVLALVRS----------DCRVRVFNLDHFRPT-DQRMVVTEADPARRIVRRINAE- 

gi|83369576|ref|ZP_00914429.1| 045-386 PFGLVILFVSPG--ADVAALAREAEAVFGA--VPVIGCTTAGEISS-------------DGYTEG-EIVAVALPE--------------------AHFRARPVVVRDLA--------RLDREALIGRLIRERDALARDRPD-WPG-----------------EFAFLMVDGLSTR----EDELASALAAGLGP-------VPLFGGSAAD-----GVRFRETFVIHNA----------EVLRDAAVLALVRS----------DCRVRVFNLDHFRPT-DQRMVVTEADPARRIVRRINAE- 

gi|36958824|gb|AAQ87249.1|     039-380 PFSLIMLFLSPA--ADLERLPAEAARVFVD--VPIVGCTTAGEISG-------------AGYDEG-TVVALALPSE--------------------FFRVDTVTIPDLM---------RLDPPALAAAVVRKRVAMARQYPELAH-----------------EFALLLVDGLSQK----EDELTSALAAGLGA-------MPMLGGSAGD-----GTRYARTFVLDGG----------RLSRNAAVLALVRT----------ECPVRVFNFDHLMPT-ERRMVVTEADPRRRVVRQINAE- 

gi|85703814|ref|ZP_01034917.1| 042-384 RLALVLFFVSPQ--ADFEGLMAEAARVFGD--SRCVGCTTAGEIGM-------------AGYAEG-SIVAVGFAA--------------------DHFHAVLQIVTPLS--------NLDSTACVSQTVRARAWLSTQAGDALPN-----------------EFAFLAVDGLSLK----EDELVAALAAGLGP-------MPLFGGSAAD-----GERFAQTLISCDG----------VTLQNAAVVCLMRT----------DCPVRVFRLDHFQPT-DRRMVVTDADPARRIVHQINAE- 

gi|83373985|ref|ZP_00918761.1| 043-381 RPAAVLLFASPG--ADLPALAAHLGPALGT---RVVGCSSAGEFAC-------------GGYGHG-HVVAVGLPA--------------------ARFRTEAVWLRNLA---------GLGVSEWMAELRALFSRFEVQPR--RH-----------------RFGLLLIDGLSRQ----EELVAATVDAVAHR-------LPVLGGSAGD-----GLRFEETCLVLDG----------ESHRDSAIFALFET----------DFALEQVIFDHFTPS-GSRMVVTAAVPEERLILEINAE- 

gi|83368083|ref|ZP_00912948.1| 042-378 APAAVLLFSSPG--ADLPALAARLGAALGA---RIIGCSSAGEFAC-------------GGYGNG-HVVAVGLPG--------------------ARFHTDAVWLRNLA---------GLGVSDWMAELRALFSRFEGQPR--RH-----------------RFGLLLIDGLSRQ----EELVAATVDAVAHR-------LPVLGGSAGD-----GLRFEETCLVLDG----------DSHRDSAIFALFET----------DFALEQVIFDHFTPS-GSRMVVTAAVPEERLILEINAE- 

gi|2808666|emb|CAA11377.1|     049-386 RPALVLLFGMPT--EGLPALGAALREVLGEG-CRVVGCSSVGEIGP-------------RGYCAQ-TVTALGFPS--------------------ASFRVGVCVLRDQA---------LVPVSEWMSTLRRFHADFRPDLR--RS-----------------SFGVLLADALARQ----EDVLTATLDAAIPG-------LPIVGGSSAE-----GMRFGPTCQMVDG----------AEHPGAALFLLVET----------DLAAAEVSFQHFSPT-DRRAVVTAADRHNRVIMELNGE- 

gi|15140035|emb|CAC48563.1|    040-382 RPSFIFLFVPNR--LQPDDLAAALRKSLPN--TVVFGCTTAGQITP-------------RGYEND-TLLAVAFQR--------------------HHFRVASILFQPIS---------PVSIADVVSQTERLATQFRVTPG--RK-----------------RLALIFADGLSKQ----EDILVAALEAGLKD-------IPVFGGSAGD-----GLRFQRTQVLRNG----------EFHSNAALLLLLET----------DLEFSGLGFDHFQPT-DKRMVVTRAVPEERLVLEINGS- 

gi|71147615|gb|AAZ28088.1|     031-372 NICFVLFYCSST--YALDTLAKTMEDTFKE--TKIVGCTTAGEVTQ-------------QGYEQH-SIVAIGFSS--------------------DYFAISAQLIESME-------KFDTINAQSTINELVEDCQSRDLTAIKNN-----------------SFLLTLLDGLSSN----EEQFLVTLNSATRG-------IPHFGGSAGD-----DINLAKTHVYYQG----------NFYQNAAIVIMVNT----------TLSFEVFNCHHIALP-TEKLVVTSADADSRTVYELNAE- 

gi|76793383|ref|ZP_00775871.1| 031-376 HITFVLFYCSSV--YSLQRLASNMASAFDG--VDLVGCTTAGEITP-------------NGYEQH-SIIAIGFSA--------------------SHFAISAQIVESME-------NFTLIDAQETINKLTENCYVKKLTTIKNH-----------------SFILTLLDGLSAD----EEQFLVTLNSASGG-------IPHFGGSAGD-----DIHLATTHVFYQG----------SFYQNAAIVLMVNT----------TCAFEVFSCNHIKHP-TSKVVVTAADADSRTVFELNAE- 

gi|82735596|ref|ZP_00898458.1| 034-380 HLGFVLFFCSAE--YDLQALGEALEQDFGG--IRLVGCTSAGEITP-------------LGYGRN-CVTAVGFDH--------------------RHFSIATALIDEME-------RFSLIDAQQMVERLVGTCRSNTLAPIKGH-----------------SFALTLLDGLSSR----EEMVLAALSAALGD-------IPHFGGSAGD-----DNYLNRTHVYYGG----------TFHNGAAVVVLVNT----------WLDFELFTTHHILPR-QEKLVVTGADSAQRRVFELNAE- 

gi|26989382|ref|NP_744807.1|   034-380 HLGFVLFFCSAE--YDLQALGEALEQDFGG--IRLVGCTSAGEITP-------------LGYGRN-CVTAVGFDH--------------------RHFSIATALIDEME------RFSLIDAQQMVERLVGTCRSNTLAPIKGH------------------SFALTLLDGLSSR----EEMVLAALSAALGD-------IPHFGGSAGD-----DNYLNRTHVYYGG----------AFHNGAAVVVLVNT----------WLDFEVFTTHHILPR-QEKLVVTGADSAQRRVFELNAE- 

gi|68343870|gb|AAY91476.1|     034-380 HLGFVLFFCSAE--YPLQTLGPALQQSFGG--IPLVGCTSAGEITP-------------LGYGRN-CVTAIGFDH--------------------RHFSIAAELIDQME------HFSLIDAQQMVERLVGRCRSNTLAPIKGN------------------SFALTLLDGLSSR----EEMVLAALSAALGD-------IPHFGGSAGD-----DNYLTHTHVYYGG----------EFHSGAAVVVLVNT----------WLDFEVFTTHHIQPR-EEKLVVTGADSTLRRVYELNAE- 

gi|84327648|ref|ZP_00975665.1| 022-368 HLGFVLFFCSAE--YDLPALAEMLERYFGG--IDLVGCTTAGEITP-------------AGYGRG-CVSAVGFDV--------------------RSFAISSALIDEME------RFSLLDAQQMVETLVAGCRRGGLAPIKDH------------------SFALTLLDGLSSR----EEVVLAALGAALGA-------IPHFGGSAGD-----DRHLTHTHVYHQG----------QFHTGAAVVVLVNT----------WLDFEVFTTHHVVPR-AEKLVVTRADSGSRRVHELNAE- 

gi|32042062|ref|ZP_00139645.1| 022-368 HLGFVLFFCSAE--YDLPALGEMLERYFGG--IDLVGCTTAGEITP-------------AGYGRG-CVSAVGFDV--------------------RSFAISSALIDEME------RFSLLDAQQMVETLVAGCRRGGLAPIKDH------------------SFALTLLDGLSSR----EEVVLAALGAALGA-------IPHFGGSAGD-----DRHLTHTHVYHQG----------QFHTGAAVVVLVNT----------WLDFEVFTTHHVVPR-AEKLVVTRADSGSRRVHELNAE- 

gi|49088404|gb|AAT51566.1|     034-378 HLGFVLFFCSAE--YDLPALAEMLERYFGG--IDLVGCTTAGEITP-------------AGYGRG-CVSAVGFDV--------------------RSFAISSALIDEME------RFSLLDAQQMVETLVAGCRRGGLAPIKDH------------------SFALTLLDGLSSR----EEVVLAALGAALGA-------IPHFGGSAGD-----DRHLTHTHVYHQG----------QFHTGAAVVVLVNT----------WLDFEVFTTHHVVPR-AEKLVVTRADSGSRRVHELNAE- 

gi|84712936|ref|ZP_01020741.1| 034-375 QAQLILFFCSAA--YDLARLAAELRNAFGD--TPVIGCTTIGQLGL-------------DGYTSG-GISAISLAG--------------------DIAAHPFAVD--------LAAMEGRMSGIADETKRIIGMHPDQR-----------------------PFGLLLVDGLSLM----EEQLASLLYRRMPH-------LPIVGGSASD-----NPSLQQTHVYVDG----------EFRTHTAVFTLFRT----------RLPFRTIKFAHFVPT-DTTLVITRSDQEKRVVYEINGE- 

gi|68247736|gb|EAN29820.1|     034-379 GAVLTLLFVSPS--YDKAALQTALEGVFGG---VVVGCTTAGEITQ-------------AGFVEQ-SLTGVSLAG--------------------NALQAWAHVIQDLH--------HFNPAQAQQLGDLLHDALPNEAELDPDH-----------------AFALLLVDGLSMR----EEQLLALLHPHLDG-------IALVGGSAGD-----GLAFQESFVYAQG----------RWHHHAAVLTLVHC----------ETPFMPFQWHHFKPT-ATRLIITACDPMGRRVTEINGL- 

gi|71837446|ref|ZP_00677211.1| 119-459 DTKLVVFFASSK--YAPEEISKKMQETFPH--ALVFGCSTAGEIVT-------------GSMLNE-SVVAMGFNNE-------------------SLLDAKIEVIEDIK----------DPEGVKKAFDSFTDHFGVAIADMPSKE----------------YVGIILVDGLSSA----EEGMMETIGDSTN--------VVFIGGSAGD-----DMKFKSTYLYANG----------KAYTNAALLALLKP----------GADFTFIKTQSCRDL-GKPLVVTKADEARRVVLEFNGK- 

gi|77546151|gb|ABA89713.1|     107-447 DPSAVIFFASTV--HAPEAISRQMQDAFPK--AQVFGCSSAGEITS-------------GAMLND-SVVAMAFSAE-------------------MAPDLKLEVIRNLG-------QRHGIEQAFGNFEKHFGQPVAAMDPTR-------------------YVGLLLIDGLAGV----EEKVTETLGDLTN--------VPFIGGSAGD-----DLQFTGTYVYANG----------NCYRNAALLALLKP----------GVRFSFIKTQSFRLL-GKTLKVTRANEANREVIAFNGK- 

gi|71839832|ref|ZP_00679572.1| 028-368 EPVLLIFFASPF--FEGTAVSAAMAGAFPN--ATVFGCSSAGELTT-------------GRMLNN-AISALAFSRE-------------------AIGDVCIQVVEDMR-------NGMDVNKAFNAFQEHYGISSHDLDPSR-------------------HIGIVLVDGLCRR----EEELMDRIGDLTM--------VNFIGGSAGD-----DFQFRETHVYANG----------TSYTNAAVLAIVRP----------LIPFTFVKTQSFVPL-DRKLLVTEAREEAREVISFNGK- 

gi|82744830|ref|ZP_00907345.1| 099-442 DIKLVIFFASSN--YNQQKISLLMEEEFKG--CIVIGCSTAGELAS-------------GEMLDN-SIVAMAINSN-------------------IISDIKVELVENIK-------KNLNLELAFTSFEEYYKESLYNMSSEK-------------------FVGITLIDGLSMK----EEKIMDLIGDRTN--------VFFVGGSAAD-----NNEFVETYVSVNG----------YTSTDSVALILIRIS--------DDAEFSVIKTQSFESL-DYSFVANKVDEEKRQVIEFNNR- 

gi|84393555|ref|ZP_00992309.1| 027-364 KQYLIQLFSAQS--SDVARRIASVALNRLSN-ATLIGQSARHVICDN------------CLESSC-TLIIISEFN--------------------ETRLASAVQPFTGN-----------PNQDSQELASQLDLS-----------------------KDAKTVISLCDQVEGR-----DYPIYSAFENLSYT-------LPVAGGLC-------HENEYGRWVMHN----------EQTYQHACVAVALTN---------PRLKVWSDAYSEWNPI-GMKLRVTHAV--GNRLYALNDKP 

gi|86148176|ref|ZP_01066474.1| 027-364 KQYLIQIFSAQS--SDIARRIANAALNRIGH-ATLIGQSARYVICDN------------SLKHEC-TLVVVSEFN--------------------DTHLTSTVQTFTGN-----------PNQDSQDLASQLNLT------------------------EETKTVISLCDQVEGR----DYPIYSAFESLPYA-------LPVAGGLC-------HENGYGRWVMHN----------EQTYQHACVAVALTN---------PSLKIWSDAYSEWNPI-GMKLRVTHAV--GNRLYALNDKP 

gi|75855154|ref|ZP_00762814.1| 027-362 KQYLVQILSTQS--RDFTTTLADAVLLLLPN-AHVVGHSTRNVILEG------------EIFTSG-CLISVTEFE--------------------QTTLTSAVQTYSYS-----------PDIDGGELKRSLLLQ------------------------HNSQVILSFAVQIERR----DYPLFQTFASEE---------VVISGGLA-------QSIDDGCWVLYQ----------NRVYDNAVVAVALHS---------DTLKLWTDAYSEWNPI-GMPHKVTHAK--GTRLYCLGEQK 

gi|28808005|dbj|BAC61242.1|    027-362 KQYLVQILSTQS--RECAAALAKAVLSMLPN-AHVIGHSTRNVILDG------------DIFTSG-CLINLIEFG--------------------QTTLTSAVQAYSFS-----------PDIDGGELKRSLQLQ------------------------SNSQVIISFAVQIERR----DYPLYQTFATEN---------VRVSGGLA-------QTIEDGCWVLYQ----------NQTYDNAVVAVALHS---------DTLKTWTDAYSEWNPI-GMPHKVTHAK--GTRLYCLGERK 

gi|27360670|gb|AAO09606.1|     027-363 NTYLVQIFSTQT--ASITQGYARHLLAHLPN-VDIIGHSTQHTIYGG------------EILTGG-CLVVIAEFC--------------------HTTLTSAVVSYS-----------GSAELDGYDLYQALQLT------------------------PASRAVISFSVQVERQ----DYPLYGAFNEGIA--------TPVCGGLA-------QSGADGCWVLHQ----------DQLYTQAVVAVALHS---------EQLKVWTSAYSEWNPV-GMYHAVTAAE--GQRLISLGNKP 

gi|37197014|dbj|BAC92855.1|    027-363 NTYLVQIFSTQT--ASITQGYVRHLLAHLPN-VDIIGHSTQHTIYGG------------EILTGG-CLVVIAEFC--------------------HTTLTSAVVAYS-----------GSADLDGYDLCQALQLT------------------------PTSRAVISFSVQVERQ----DYPLYGAFNDGIA--------TPVCGGLA-------QSGADGCWVLHQ----------DQLYTQAAVAVALHS---------EQLKVWTSAYSEWNPV-GMYHAVTAAE--GQRLISLGNKP 

gi|86148177|ref|ZP_01066475.1| 027-363 DNLLIQVFSSFE--KDSVLAACQVIQSTFPN-AKLIGCSANHYISQG------------VILHKG--LYVIVTRFE--------------------ATSYTCGVVEY----------SEQPRRDSQAMWQQLECN------------------------ADTQSIICFADRLQIN----NQDLFSAFEQSIYS-------LPVCGGAS-------TITEHGRWVMLD----------GICYENAYVMLALHS---------VELSITKGYYCEWNPI-GRTFRVTDAQ--DNRLAELDGIP 

gi|84393554|ref|ZP_00992308.1| 027-363 EDLLIQVFSSFE--KGSVLAACQVIQATFPN-ARLIGCSANHYISQG------------VILHQG--LYLIVTRFD--------------------ATSYTCGVVEY----------SKQPLLDSQSMWQQLECN------------------------TNTQSIICFADRLQIN----NRDLFSAFEQSRYS-------LPICGGAS-------TITDNGRWVMLD----------GTCYENAYVMLALHS---------VELATTKGYYTEWNPI-GRTFRVTGAQ--DNRLAELDGMP 

gi|9654530|gb|AAF93307.1|      027-361 QSILVQIFSPLS--REHVVQLARLIRSRHPQ-ACLLGCSTEEVIFQG------------EVHHQ-VTLLQITVFE--------------------QTYLSRAVVDYS-----------DDEAADAERLARQLELT------------------------SMSRAVVCFSWQMDTL----QVARFALRDTQGAP-------VPVAGGAA-------KQTPSGRWVLLD----------EACYQNASVAIALHG---------EALYVETGGYTEWQPV-GRTYRVTAVE--GDRVLRLDDEP 

gi|75828033|ref|ZP_00757468.1| 027-361 QSILVQIFSPLS--REHVVQLARLIRSRHPQ-ACLLGCSTEEVIFQG------------EVHHQV-TLLQITVFE--------------------QTYLSRAVVDYS-----------DDEAADAERLARQLELT------------------------SMSRAVVCFSWQMDTL----QVARFALRDTQGAP-------VPVAGGAA-------KQTPSGRWVLLD----------EACYQNASVAIALHG---------EALYVETGGYTEWQPV-GRTYRVTAVE--GDRVLRLDDEP 

gi|75815349|ref|ZP_00745863.1| 027-361 QSILVQIFSPLS--REHVVQLARLIRGRHPQ-ACLLGCSTEEVIFQG------------EVHHQV-TLLQITVFE--------------------QTYLSRAVVDYS-----------DDEAADAERLARQLELT------------------------SMSRAVVCFSWQMDTL----QVARFALRDTQGAP-------VPVAGGAA-------KQTPSGRWVLLD----------EACYQNASVAIALHG---------EALYVETGGYTEWQPV-GRTYRVTAVE--GDRVLRLDDEP 

gi|75819429|ref|ZP_00749509.1| 027-361 QSILVQIFSPLS--REHVVQLARLIRSRHPQ-ACLLGCSTEEVIFQG------------EVHHQV-TLLQITVFE--------------------QTYLSRAVVDYS-----------DDEAADAERLARQLELT------------------------STSRAVVCFSWQMDTL----QAARFALRDTQGAP-------VPVAGGAA-------KQTPSGRWVLLD----------EACYQNASVAIALHG---------EALYVETGGYTEWQPV-GRTYRVTAVE--GDRVLRLDDEP 

gi|75822991|ref|ZP_00752532.1| 027-361 QSILVQIFSPLS--REHVVQLARLIRSRHPQ-ACLLGCSTEEVIFQG------------EVHHQV-TLLQITVFE--------------------QTYLSRAVVDYS-----------DDEAADAERLARQLEIT------------------------STSRAVVCFSWQMDTL----QAARFALRDTQGAP-------VPVAGGAA-------KQTPSGRWVLLD----------EACYQNASVAIALHG---------EALYVETGGYTEWQPV-GRTYRVTAVE--GDRVLRLDDEP 

gi|59478795|gb|AAW84582.1|     027-363 SGCLIQIFSSQS--MEEVSTYHSFLQCLFPH-AEIVGLSAIHTSINS------------SVFTQS-TIVSISTFDS--------------------STVTSASIVHG-----------ENEPLVGHQLLRKLSVN------------------------QTTKSVIAFSCYGSAS----NYKLFEAFSEQAYI-------VPVSGCVA-------TDTGEGAWILFN----------GEFHQNQIVAVALHG---------EKLQAWYEAFVEWNPI-GKHFRVTASE--GRVVKAIDHIP 

gi|75700997|gb|ABA20673.1|     035-401 PADLGLVFISSAFASEYSRVLPLLAEQLSV--PVMIGCSGGGVIGTAASGQTQ------ELEAEA-ALSLTLAHLP-------------------GVNLQVFHVLGEEL--------PDLDSPPDTWINLIG------------------------VPPSPTPHFILLSSAFSSG----INDLLQGLDFAYPG-------SVILGGQASV-----GGMGGRLALFCNG----------SLHREGTVGLALS----------GNIVLEPIVAQGCRPI-GEPLQVTKAE--RNIILELDEKV 

gi|17131945|dbj|BAB74550.1|    035-401 PADLGLVFISSAFASEYSRVLPLLAEQLSV--PVMIGCSGGGVIGTAASGQTQ------ELEAEA-ALSLTLAHLP-------------------GVNLQVFHVLGEEL--------PDLDSPPDTWINLIG------------------------VPPSPTPHFILLSSAFSSG----INDLLQGLDFAYPG-------SVILGGQASV-----GGMGGRLALFCNG----------SLHREGTVGLALS----------GNIVLEPIVAQGCRPI-GEPLQVTKAE--RNIILELDEKA 

gi|23127187|ref|ZP_00109062.1| 035-408 PADLGLVFISSAFTSEYSRLLPLLAEKLSV--PVLIGCSGGGVIGTTVNGEIQ------ELEAEP-AISLTLAHLP-------------------GVKVQVFHVVAEEL--------PDLDSSPDAWVDLIG------------------------VPASPTPQFILLSSSFASG----INDLLQGLDFAYPG-------SVIVGGQASG-----GGMGGRVALFCNESDGEE---CQSLYREGTVGIALT----------GNIVLETIVAQGCRPI-GKPLQVTKAD--RNIILELDEQV 

gi|71675756|ref|ZP_00673500.1| 031-412 KADLGLVFISSAFTSEYPRLMPLLKKHLPE--TITIGCGGGGIVGMNEQGKPQ------ELEQKT-AISLSLAHLP-------------------EVAVKAFHISAGQL--------PDLDSSPDRWCNLIG------------------------VPTVDKPQFIILADPFSAK----INDLLQGLDYAYPH-------SPKVGGLASN-----GINGQNAGLFCEN-----------NLYQEGAVGVSLS---------GNIILETIVAQGCRPV-GQPYRVTQGE--RNIVLELEELV 

gi|67921944|ref|ZP_00515460.1| 031-403 PADVGIFWISSAYASDYSRLIPLILEKFPL--PILIGCGGAGIIGQNENKESS------EIENNP-ALSLTVGCLP--------------------NVKINPFFLNPES-------LPDLDSSPEIWQELMG------------------------VSPQEQPNFILLSDPFSTP----INDLLAGLDFAYPQ-------SVKVGGLSSS-----NLMGVPGTVFYHQADDPQS----GFYHQGTVGLALS----------GNIAIDTIVAQGCRPI-GEPYQVVKGQ--RNIILELSQDG 

gi|1001390|dbj|BAA10880.1|     062-447 QWDLAIIFLSSSFASDAARLMPLVQEKLSV--PNLIGCLGGGIIGMENNATVQ------EVEGEV-ALSLTVAQLP-------------------GVTVTPFYVHGEGM--------PDLDAPPQSWVDLMG------------------------VDPASGADFIILADPMTGG----ITDFLAGLDFAYPQ-------ATKVGGLASG-----ENVAMGGSLFLQSSDHP----AGRYGDGFIGVALA-----------GNIRLGSVVAQGCRPI-GEPFVVNQGQ--RNIITEIQGKD 

gi|86606541|ref|YP_475304.1|   063-443 RPNLGILFVSAAFASEYIRVLPLLSELLEV--DVLIGCSGGGIVG-GG----H------EIEEGP-ALSLSLAVLP--------------------DVALHPFYLRGNQ-------LPDLDAPPSAWIDLVG------------------------VLPQSKPHFLLLADGFSSR----ISELLQGLDFAYPG-------AVKVGGLASG----GRGPRGNALFLLDARTPT---PRRELYREGTVGLALS----------GNVVLDAVVAQGCRPI-GDPLRVTEAE--GNVILSLEGRP 

gi|86609276|ref|YP_478038.1|   063-438 RPNLGVLFVSAAFASEYIRVLPLLSGLLEV--DVLIGCSGGGIVG-GG----H------EIEDGP-ALSLSLAVMP--------------------EVVLHPFHLRGNQ-------LPDLDAAPSAWVDCVG------------------------VSPQSKPHFLLLADGFSSG----ISELLQGLDFAYPG-------SVKVGGLASG----GRGPRGNALFLLDARTLT---PRRELYREGTVGLALY----------GNVVLDAVVAQGCRPI-GDPLRVTEAE--GNVILGLEGRP 

gi|56686121|dbj|BAD79343.1|    031-395 APDLGLIFVSASFASDFPRLLPLLQEKLQV--PRLLGCCGGGIVG-TQQGTGV------ECEQQP-ALTLLLASLP--------------------GVRATPFHLSPEA-------LPDLDSPPQAWIEAIG------------------------VNPSDDPQFLLMVDPFSAK----IEDLLQGLDFAYPE-------AVKVGGLASGL----GAESAIASLFFQD-----------RQVDGVIGLALS----------GNVQLQAIVAQGCRPV-GPLWHVAAAE--RNILRQLQTED 

gi|35211388|dbj|BAC88767.1|    040-400 RVDLLFVFASPDFAQGAGQWLGGLQRELAC--RVQIGCSGGGIIG-AG----S------EVEGPS-ALSLLAAHLP--------------------GVELRPFWLKAEE-------LPDLDSSPKTWENLME------------------------ISAGAAPHFVLMVDGSSFP----VDVLIGGLDFAFPK-------AIKVGGLASG-----GNRPGQNRLFFGD-----------QAVGSGAVGVVLA---------GDIAVEAAVAQGCRPV-GETFQITRAE--GNLLWELDGQP 

gi|78169924|gb|ABB27021.1|     045-418 EADLALVFVSTGYASDLPRLLPMLQNGLRA--KHWFGCAGGGVVGTNADGNAS------ELEQGP-ALSVTLMCLP--------------------GADIQTSVLSTDQ-------LPDLDGASIDWQDWVG------------------------IRPDASRSQIVLIDPSCRG----INDLISGLDYAYPE-------AEKIGGIAA------PHNAPHGSLLVDQ-----------NVVTGAAVCSIG----------GDWLFDTVVAQGCRPI-GPVFAIEQVQ--RNVLLELNDGT 

gi|78196292|gb|ABB34057.1|     046-420 EADLALVFTSTGYATDLPRLLPMLRAQISA--KHWIGCTGGGVVGTRGDGSAS------ELEQTP-ALSVTVLSLP--------------------GASIATQHLNTEE-------LPDLDGAAQQWHDWVD------------------------ITPKAARSQILLIDPTSSG----INDLFSGLDYAYPG-------AEKIGGIAS------PHNSPHGSLLLDD-----------QVVTGAVVCSIG----------GSWRLETVVAQGCRPI-GPVFSIEQVQ--RNVLLELSDGS 

gi|33632345|emb|CAE06801.1|    045-420 EADLALVFASTAYASDLPRLLPLLRRELSS--RHWLGAAGGGVVGTRADGTAA------EIEQAP-SLSVTLLSLP--------------------GAAIDSVALSTTS-------LPDLDGSAQTWQEWSG------------------------LNPQHCRSQILLIDPTSSN----INDLISGMDYAFPG-------AEKIGGIAC------PHNAPHGSLLFDD-----------RVVTGAVICSIG----------GDWRLDSVVAQGCRPI-GPVFAIEQVQ--RNVVLELSDGE 

gi|33635670|emb|CAE21994.1|    045-420 SADLALVFASTHYASDLQRLLPLLQRRLKA--THWLGCAGGGVIGTTAKGNAS------ELEKEP-ALSITMLQLP--------------------GAILKPFYLETQS-------LPDLDGPAQHWQEWVG------------------------ADPFNARSMLLLVDPSSRS----INDLISGLDYAYPT-------TTKLGGIAG------PHNAPHGSLFFDD-----------RVVMGAVGCSFG----------GDWNLEVVVAQGCKPI-GPVFAIEQVQ--KNILLELSHEN 

gi|87125073|ref|ZP_01080920.1| 022-395 AADLALVFVSSHFASDLPRLLPLLHKRLQS--THWLGAVGGGVIGTDRSGKAS------EVERNA-ALSVTLLNLP--------------------GAVLQPFAVATDS-------LPDLDGSSEEWHRWFG------------------------LAPNTTRAMLLLVDPGSSG----INDLISGRDYAYPA-------AACIGGIAA------PHNAPHGSLLSGD-----------QVVSGAVGLGIG----------GDWTLDPVVAQGCRPI-GPVFAIEQSH--RNVLLQLSEGS 

gi|87301924|ref|ZP_01084758.1| 052-425 EADLALVFSSTSYASDLPRLLPLLRSRLRS--RHWLGAAGGGVVGTGASGTAH------EVEQES-ALSVMLLRLP--------------------GAELQLFGLDTDQ-------LPDLDGDSRDWIDWVG------------------------ADPELADSMLLLVDPTCQA----INDLISGLDYAFPG-------LAKVGGIAG------PHSASHGSLLLDD-----------RVVTGAVGCLIG----------GSWTIDPVVAQGCRPI-GPVFEIEQAE--RNVVLQLSRGD 

gi|1314011|emb|CAA97403.1|     032-381 APSLAVLLGSRAHTDRAADVLSAVLQMIDP--PALVGCIAQAIVAGRH-----------EIEDEP-AVVVWLAS----------------------GLAAETFQLDFVR------------TGSGALITGYR------------------------FDRTARDLHLLLPDPYTFP----SNLLIEHPNTDLPG-------TAVVGGVVSG-----GRRRGDTRLFRDH-----------DVLTSGVVGVRLP----------GMRGVPVVSQGCRPI-GYPYIVTGAD--GILITELGGRP 

gi|13880449|gb|AAK45139.1|     073-422 APSLAVLLGSRAHTDRAADVLSAVLQMIDP--PALVGCIAQAIVAGRH-----------EIEDEP-AVVVWLAS----------------------GLAAETFQLDFVR------------TGSGALITGYR------------------------FDRTARDLHLLLPDPYTFP----SNLLIEHPNTDLPG-------TAVVGGVVSG-----GRRRGDTRLFRDH-----------DVLTSGVVGVRLP----------GMRGVPVVSQGCRPI-GYPYIVTGAD--GILITELGGRP 

gi|81255484|ref|ZP_00879960.1| 032-381 TPALAVLLGSRSHTDQAVDLLAAVQASVEP--AALIGCVAQGIVAGRH-----------ELENEP-AVAVWLAS----------------------GPPAETFHLDFVR------------TGSGALITGYR------------------------FDRTAHDLHLLLPDPYSFP----SNLLIERLNTDLPG-------TTVVGGVVSG-----GRRRGDTRLFRDR-----------DVLTSGLVGVRLP----------GAHSVSVVSQGCRPI-GEPYIVTGAD--GAVITELGGRP 

gi|13880173|gb|AAK44880.1|     032-381 TPALAVLLGSRSHTDQAVDLLAAVQASVEP--AALIGCVAQGIVAGRH-----------ELENEP-AVAVWLAS----------------------GPPAETFHLDFVR------------TGSGALITGYR------------------------FDRTAHDLHLLLPDPYSFP----SNLLIEHLNTDLPG-------TTVVGGVVSG-----GRRRGDTRLFRDR-----------DVLTSGLVGVRLP----------GAHSVSVVSQGCRPI-GEPYIVTGAD--GAVITELGGRP 

gi|71914580|gb|AAZ54482.1|     058-411 PADLVCVFVSGIDPEEVALAGERAMALAEG--ATTIGCSAGGVIGGGR-----------GTEGQG-AVSVWAAMLP--------------------GVTMTPFELAAIA-----------EGDQLAVIGVL------------------------EPTPADQAALLLANPYVFP-----THTFVEHSNTILDG-------LPIVGGLADG-----TYGGDSVRLFLQG-----------ETVQAGAVGLLFG---------GNGVLGTVVSQGCRPI-GPSMVVTKAE--DNVLIELAGTP 

gi|87306450|ref|ZP_01088597.1| 036-394 PVDLAFVFVSPQHADKLETIATQLCGLLGT--ENLFGGTGEAIVGVGR-----------EIEQAP-AISLWLAHLP--------------------GVEVTPMHLEFQR--------TPDGGSFIGWSGKLP------------------------LQWPKEATLLLMGEPFSFP----ADALLARMNEDQPG-------IPIIGGMASG-----GHAPGENLLVHGR-----------EVKKTGASAIYLH---------GAVRVRSVVSQGCRPI-GEPMVITKSE--RNEIHLLGGRP 

gi|23015999|ref|ZP_00055761.1| 036-385 GANFGFLYATEAFALNLSSMLTFLRETT-RI-EHWVGGVAPGLCVEDA-----------EIRDEG-AVAAMIGHLP---------------------PDQFRVFI----------------GDAADWAKRH------------------------------FPCVGLVHGDPRD-----PDVPKAVTDLAAEA-------GFLAGGLMSAS---------GPAAQLAG-----------IATDGGLAGVLLG---------SGIEVLTGMTQGCSPL-GEVHTVTESW--QGVVMALDGRP 

gi|82948268|dbj|BAE53132.1|    033-362 GANFGFLYATELFAPNLSSMLTFLRETT-RI-EHWVGGIAPGLCVAGE-----------EIREDG-ALAAMVGHLP---------------------PDQFRVFI----------------GDAGDWTKRH------------------------------FPCVGLVHGDPRD-----PDVPKAVVDLAAEA-------GMLAGGLMSAS---------GPAAQLAG-----------IATDGGLTGVLLG---------SGIEVLTGMTQGCSPL-GAIHTVTESW--QGVVMALDGRP 

gi|74316907|ref|YP_314647.1|   041-374 NATLGFLYVSDAFADELEAILAFFKGAT-GV-VHWTGSVGVGVCATGH-----------EYLDEP-AIAVMLGEFAP--------------------ADFTMLPL----------------LRSTAEIGAEP----------------------------ASGYFAVVHGDPANGH---IQELIEGVSAQVSS-------GFVVGGLSSSR---------GTARQISD-----------EVVSGGLSGVVFS---------ERVKLATRLTQGVSPL-GPRHEITAAN--KNVVGSLDHRP 

gi|47573176|ref|ZP_00243215.1| 034-404 APTLGWCYLTDHHANAAEALLADLRERFPG--TAWVGSVGIGICASGV-----------EYFDEP-GLAVMLAAMP--------------------HEQFRVFSG-----------------RRPLQGDAG-----------------------------FVPHTALVHADPSTPE---LSELVGELSERVDS-------GYLFGGLGSAR--------NRVLTIAAPGGDDAD--EGGVFTGGLSGVAFT----------ADVAIVSRITQGCQPV-GPVRAITRIE--RNVVYELDDRP 

gi|72122740|gb|AAZ64926.1|     043-390 ALTLGWCYLSDYYATAAERILDALQQEWPG--VAWVGTAAMGISACGV-----------EYIDEP-ALALMMAPLP--------------------RDAFRLFSG-----------------RKPLPPATSG----------------------------FTPHTALVHAEGSTPD---LQDLLRELSERTAT-------GYLFGGLSSAR---------NQTLQIAD----------GIFTGGLSGVLFG----------PGVGLISRVTQGCQPI-GPARTVTRAE--RNVVFTLDHEP 

gi|84710934|ref|ZP_01019236.1| 054-457 APTLALLYITDHYVPQAQEILDHLSAELPF--ITDWSGAVGVGIASNNV-----------EYFDEPALAVMLCELP--------------------HDHYRVFSG-----------------VSPLPPARSGL---------------------------FTAHTALVHADAATPD---VAELIAEMAARTES-------GYVFGGLASSR------SAVVQFALSGHGNLKGQGAACGVFSGGLSGVAFARDA------SGGMGLMSRVTQGCKPV-SSTYTITACD--ANVVIELDGQP 

gi|67907393|ref|ZP_00505795.1| 037-430 APTLALLYITDHYAVHAQDILDHLSAELPD--ITDWSGTVGVGIASNNV-----------EYFDEPALAVMLCELP--------------------HDQYRVFSG-----------------VSPLPPAASGR---------------------------FKAHTALVHADAGTPD---VAELIDEMAQRTES-------GYVFGGLASSR------SSTVQFAFSGHGNVKGHGAAGGVFNGGLSGVAFARDP------SGGMVLMSRITQGCQPV-SANHDITACE--SNVVTGLDGQP 

gi|74021001|ref|ZP_00691589.1| 037-424 SPTLALLYITDHYALQAQEILDHLSAELPE--ITDWAGTVGVGIAANNA-----------EYFDEPALALMLCELP--------------------TDQYRVFSG-----------------VAPLGLG--------------------------------FEAHTALIHADASTP---DLGELIEEMALRTDS------GYLFGGLASSR------SKTVQFAVGGDGNISGQGAARGVFSGGLSGVAFG----------AGINLVSRVTQGCLPV-ARAHQVTKAD--KHVVLALDDEP 

gi|67935255|ref|ZP_00528278.1| 034-399 TPQVLIVFAA--MRFNHHELLAGISSVSGD--MQMVGGTTAGEVS-TA-----------GFSTDS--VVIMALGS---------------------ECLEFVAGIGHNM--------SADESVCSVEMVHDILGKVSLDPD----------------------ASLLVFPNGMGGD---GLRVLDGLHSVLG-MD-----FEICGGFLGD-----DERFETTFQYFNG----------KVYRDAIVGLMVCR--------MKGFKTGIGVRSGFASI-GNSFICTSSE--GNVVKEFENTS 

gi|67918377|ref|ZP_00511976.1| 038-405 TPQVLIVFGA--MRFDHRELLKGIMSVAGD--IPLVGGTTAGEIS-TG-----------GFSTGS--VVVMALAS---------------------DYLHCVEGIGHDM--------SSDEAACAVEMATDILSKGSFDKD----------------------ASLMVFPNGMGGD---GLRVLDGLHSVLG-RG-----FEISGGFLGD-----DERFQSTFQYYNG----------KVYKDAIVGLMISR--------KDCIRTGIGVGSGFESI-GNSFVCTASE--GNLVTEFDHVR 

gi|67938367|ref|ZP_00530894.1| 034-401 KADVLIVFGA--MQFDHKALLKGITSVSGD--VPMVGGTTAGEIS-PE-----------GFSEAS--VVVMAISS---------------------QHVTFDTGIGLHM--------SRGEESCARELIEDIGLQTLLSKS----------------------SSLLVFPNGMGGD---GLKVLKGLQKLLG-SD-----YEISGGYLGD-----DLRFRQTFQYYNG----------KVFRDAIVGLSVSF--------VDSFLTGIGVRSGFASI-GNSFYCTSST--GNVVREFDHVS 

gi|17134018|dbj|BAB76580.1|    032-380 NPQAGILFAA--IDFDHSLILENINQAFPG--IELIGGTTDGEISSLL-----------EFQQDS--ITLMLFCS---------------------DEIEILAGVGYQV--------SHNPIAATQEAVQKAKAKSTTEP-----------------------QLCLTHPESLTTS---GVSILDGLKLALG-EK-----FPIFGGLAAD-----QSVYQNTHQFFKT----------EVLSDAVPILLFCG----------QVLFSHGIASGWFPI-GKTSKVTKVD--KNIVYEIDGQP 

gi|75702095|gb|ABA21771.1|     033-381 NPQAGILFAA--IDFDHSLILENINQAFPG--IELIGGTTDGEISSLL-----------EFQQDS--ITLMLFCS---------------------DEIEIFAGVGYQV--------SHNPITATQEAVQKAKAKSTTEP-----------------------QLCLTHPESLTTS---GVSILDGLKLALG-EK-----FPIFGGLAAD-----QSVYQNTHQFFKT----------EVLSDAVPILLFCG----------QVLFSHGVASGWLPI-GKTSQVTKVD--KNIVYEIDGKP 

gi|23126385|ref|ZP_00108283.1| 033-381 IPKAGILFSA--IDFEHALILQQIHQFFPG--IELIGGTTDGEISSVL-----------EFQQDS--ITLMLFCS---------------------DEVEINAGVGRKV--------SVDPIAVTKQAVEQAKAKTTETP-----------------------RLCLTHPESLTIS---GVSILHGLKLALG-QN-----VPIFGGLAGD-----QSRYQNTYQFFQT----------EVLSDSVPILLFSG----------TILFSHGVASGWHPI-GQISQVTKVD--KNILYEIDGKP 

gi|48863020|ref|ZP_00316914.1| 038-395 ETDLVFIFSG-EHRDEFAANYERARTAFPC--ATIVGCSTAGEIE-DT-----------RVTSNH--CVITAVTFKN------------------TSTFSVCAEVTDIA----------HSKRAGAQLAQKLLAHRN-----------------------TPLKHIFVLSDGLNVN---GSELVTGLVESVP-SY-----ISVTGGLAGD-----NGDFTFTQTIANG----------APKTGQVVAVGFYG---------DGIHVGHGCMGGWDPF-GTERLITRSQ--ANVLYELDGKP 

gi|71491969|gb|EAO24282.1|     025-379 MPQLLIVFGT-RKYLQEEVRFEEIKGFYPG--AHIFGCSTAGEIC-AT-----------NVFEDA--LAITALEFE--------------------HTRIESRQIHLSQ--------VQNSFQAGEYLASSLTHDD--------------------------LSHVLVLSDGLHVN---GSELLQGLTSSLP-PG-----IAITGGMAGD-----GVSFEETLVFLDA----------PPTPDTIAVLGFYG---------NHLRVGYGSMGGFDPF-GPKRLITRSA--ANVLYEMDGRS 

gi|83647196|ref|YP_435631.1|   024-376 DTVLLLCFGR-QSLLFTDDVDAALRYSFPQ--AQIVGCSTAGEIM-GT-----------KVLENT--LTVTALSFS--------------------RATIAVVSTPVQD--------NSDSRAVGRNIARQLPPE--------------------------GLRHVLLLSDGLKVN---GSELVHGAQEALP-QR-----VRITGGLAGD-----YEDFTDTSVWVNS----------PTREGLVAAIGFYG---------DSLRIGYGSMGGWDAF-GPDWRISKSE--RNKLFELDQHS 

gi|27350541|dbj|BAC47551.1|    025-379 RQSVVFVFGA-RSLVQAGSLVGELRDHFKG--AAMLGCSTSGEIL-GD-----------VVVDDS--VSATLVDFE--------------------HTRLRFASATIGDAKA--------SYNVGKELAQQLNDA--------------------------SLRHVFVLSDGLHVN---GSDLARGLASGVS-EG-----VSITGGLSGD-----GTNFAETWVIADG----------GAGPQRVAAVGLYG---------DDLRIGYGSMGGWQAF-GPLRTITRAE--GNILYELDERS 

gi|82947377|dbj|BAE52241.1|    023-375 KPSLVLYFAA-PGTLPAEDILADLRAAYGD--APIVGCTTGGEIL-GS-----------EVIDDS--VVVSALGFA--------------------LASVRVASRDLADLSQ--------SRATGAALAGDLAGE--------------------------GLRALFILSDGTKVN---GDALVAGCLSAVP-PD-----VVVTGGLAGD-----GARFQSTAVGCDD----------PMRPGRVAAVGFYG---------ESLSIGHGSFGGWDEF-GPPRTITRSA--ANVLYELDGEP 

gi|46201521|ref|ZP_00054896.2| 001-349 ----MLYFAA-PGALTPESILADLRVAYGN--APILGCTTGGEIL-GP-----------EVLDDS--IVVSALGFD--------------------KASVRMASRDLSDVSQ--------SRETGAALARELAGE--------------------------DLRAIFILSDGTKVN---GDSLVAGCLSAVT-SD-----VVVTGGLAGD-----GARFQTTAVGCSD----------AMRPGRVAAVGFYG---------DSLAIGHGSFGGWDEF-GPPRTITRSA--ANVLYELDGEP 

gi|52627645|gb|AAU26386.1|     026-388 ENTLILVFAS-PIFRANSKPIEELAQAYKK--SKIIGCSTAGEIF-GP-----------NIFDNS--ISVAVVQFES--------------------TKLQLAKTEVKSTEE--------SYEAGVHLSKSLHQK-------------------------QNPQSIFVLSDGLNVN---GSELIKGLNQHAG-KG-----VIITGGLAGD-----GADFKNTWIIYDG----------KIVDHCIGAVGFYG---------DQIHVGHGSRGGWDIF-GPERVITRSK--ANILYELDNQP 

gi|53750110|emb|CAH11502.1|    025-387 ENTLILVFAS-PIFRANSKPIEELAQAYKK--SKIIGCSTAGEIF-GP-----------NIFDNS--ISVAVVQFES--------------------TKLQLAKTEVKSTEE--------SYEAGVHLSKSLHQK-------------------------QNPQSIFVLSDGLNVN---GSELIKGLNQHAG-KG-----VTITGGLAGD-----GADFKNTWIIYDG----------KIVDHCIGAVGFYG---------DQIHVGHGSRGGWDIF-GPERVITQSK--ANILYELDNQP 

gi|53753115|emb|CAH14562.1|    025-387 ENTLILVFAS-PIFRANSKPIEELAQAYKK--SKIIGCSTAGEIF-GP-----------NIFDNS--ISVAVVQFES--------------------TKLQLAKTEVKSTEE--------SYEAGVHLSKSLHQK-------------------------QNPQSIFVLSDGLNVN---GSELIKGLNQHAG-KG-----VIITGGLAGD-----GDDFKNTWVIYDG----------KIVDHCIGTVGFYG---------DRIHVGHGSRGGWDIF-GPERVITCSK--ANILYELDNQP 

gi|27360950|gb|AAO09860.1|     025-375 INTLIIVFG-----RASDTSLEQLSAQMPY--SQVIGCSTAGEII-DN-----------TILEDA--VVATIILFEKS--------------------TIHLASAHIEDGMRA-------SFNIGVQLGQELSSHK------------------------DNLKHVFVLSDGLLIN---GGHLVEGFHSVLP-KN-----IKVTGGLAGD-----GERFEQTTVISGN----------RSSSGLVVALGLYG---------EHLSVGYGSRGGWCPF-GMERKVTRST--DNVLYELDDQD 

gi|37199898|dbj|BAC95727.1|    025-375 INTLIIVFG-----RASDTSLEQLSAQMPY--SQVIGCSTAGEII-DN-----------TILEDA--VVATIILFEKS--------------------TIHLASAHIEEGMRV-------SFNIGVQLGQELSSHK------------------------DNLKHVFVLSDGLLIN---GGHLVEGFHSVLP-KN-----IKVTGGLAGD-----GERFEQTTVISGN----------RSSSGLVVALGLYG---------EHLSVGYGSRGGWCPF-GMERKVTRST--DNVLYELDDQD 

gi|68247588|gb|EAN29673.1|     039-395 QPALVLVFGS-MAFFEEASFMQRLQHCFPG--AALVGCTTAGEIT-AD-----------GVLDDH--CVVTALHFD--------------------GVTVQVAQSAVGAMEH--------SREAGVNLGSTLHPY--------------------------HPQAVLLFGKGLAIN---GSGVIEGLMQSLG-ND-----VPITGGLAGD-----GGNFKRTLVLSPE----------GVSDDRVVAVGLSG---------EGVRVGHGSFGGWSPF-GPPRKVTRSE--GNVLFELDGEP 

gi|71849371|gb|AAZ48867.1|     008-362 EADFLLIFGS-IDHFNAPGMSQTLNEAFPR--AILLGCSTAGEIT-PD-----------GVDDGT--CTVTAIDFE--------------------QTRLTHGSTRLTGMDD--------SFAAGERVGRQIGAT--------------------------DLKAVLVFGPGVKIN---GSALVSGIASAIG-NG-----IPITGGLAGD-----GGAFRETFTIGPE----------GVANDKIVAVGLCG---------EGLRFGHGSFGGWEPF-GPARKVTRCT--GNILHELDGEP 

gi|86130607|ref|ZP_01049207.1| 024-376 KSPLVLVFGN-RYLLEDAVIYEEVRSLFPD--GHLIFGSSSGEIV-AG-----------AVNDEH--ITITAIEF--------------------EKTRFEVQTTSIIEAHND-------SEQAGRTVVEKLSKE--------------------------GLKHIFVISEGSSVN---GSALTKGMQEAAP--D-----VLITGGLCGD-----DARFERTLASYNQ----------QPKEGEIIVIGFYG---------ETFEASFSIYGGWTPF-GPERLITKSE--GNVLYEIDGKP 

gi|86133506|ref|ZP_01052088.1| 024-380 KAPLVLIFGS-RYLLEAESVYDEIKSIFPD--GHLVFGSTSGNIT-SE-----------SVDDES--IVVTAIEFE--------------------KSSFVIKTTNVISENQE----SLNSTEVGKELIKQLPQE--------------------------NLKHVFIISDGSFIN---GSQLAIGMNSASD-QD-----LIVTGALCGD-----AARFEKTLSSYNE----------LPKEGEIIAIGLYG---------ESLEISFASNGGWTPF-GPERLVTKSK--DNILYEIDGKP 

gi|86142594|ref|ZP_01061033.1| 024-377 KSPLVLIFSN-RFVLEQEAVFSEMRALFPD--GHLVFGSTSGEIT-GT-----------SVLNNG--LSYTAIEFE--------------------KASFEIVTHSILKEDKN-------SFKTGKHLAEKLDQK--------------------------LLKHVFVLSEGSNVN---GSELIKGIASVLP-ED-----VTITGGLCGD-----DARFEKTLAAYNE----------PAKEGEVIAIGLYG---------ASLEISYANYGGWFSF-GPERLITKSE--GNVLYELDHKP 

gi|82747131|ref|ZP_00909631.1| 024-378 KAQVIFLFGS-KEFICNKEVFNKIKITYPN--ADIIGCTTAGEIF-ND-----------QVNDNI--LTVTAVYFE--------------------STKIKFLVTELTD--------FNKCYEKGIEIAKAIPVE--------------------------NLSHVFLIGEGININ---GSKLAEGVVDGLP-EK-----VKVTGGLAGD-----YEGYKETFVVAND----------YGKKNLIATIAFYG---------EKIKIGFGSVGGFDTF-GIERTVTKSK--DNILYELDGKP 

gi|68212291|ref|ZP_00564128.1| 025-380 NANLVLVFGS-VRRFSDGKLPTQLKERYPA--AQIVGCTTSGEIG-PH-----------GVSDDS--LQITAIAWD--------------------NTMQRVTYARANNMQT--------SAETAINLAKQLKSD--------------------------SLRTILVFSDGLHIN---GSELLQGFQSVLG--D-----IPIVGGMAGD-----NAEFSRTLQLLND----------SIEEGLVVAIGLYG---------DKLITASGALGGWKPY-GPPRKITRSE--KNVVYEMDGKP 

gi|48863984|ref|ZP_00317877.1| 029-377 AQSLLILAAHSP---AWHCEQIISVISKYNI-PIVGGIFPQVLLGDQA-------------YDEG---FVVAALNC--------------------PLDIVCINHLS-----------SGDESIAAQLLNNREK-------------------------LIKAKTHITLIDGLAAN---IERLVECMYELMG-LN-----VTAVGGGAGA-----LDFVQRPCLFTRE----------GALEDAAIIAGVP------------SPIHLGVAHGWEVM-DGPYLVTGSE--QNMLTTLNYTP 

gi|71143642|gb|AAZ24115.1|     030-376 AESLLVLTCS---QNNYPEEELNALFHACPL-KLFGGIYPMLTLKG-------------DLIKQG--ALIIGFKEA--------------------VDVTLFAQLNQVT----------NESCLEELITSTLKEKNNFCG---------------------QDDFLMFYDALISN----IEGFIDCLFEHLDHG------INIAGGGAGN-----LDFIQRHCIFTNS----------GVHSDAILLVALP------------RTLNTSVAHGWETF-DEPFLVSEAQ--GQTVQSLNYQP 

gi|76793018|ref|ZP_00775511.1| 029-277 KPKGIMILCS---EEAASWGDDFKQYVGTLD-VPIFGGIFPGLILDSRF------------EPRG--ILVVGLRNN-------------------------IRVC--------------VIESVSTCAPVSSNMAYMSQS----------------------VNSVMILTDALSRQ---IDGYLQHVLAFLP-ED-----CSVFGGGAGT-----LEFKAQPCLFSAA----------GMHQDAMILVEMS------------THWDLSVGHGWEIL-AGPFLANSTD--DNCVLELNFEP 

gi|55377251|ref|YP_135101.1|   034-427 EPDFCQIFCSP--AYDYDAVLWGARSVVGSD-TEIVGCSSSGEFTETG-------------SGNG-TVTVGVVSS---------------------DSMRFFSSISTEL--------SADPERCLFEAVHDLPASGDPA------------------VDGYPHRTIINLHDGMAGI---GNKVTRLTEQYLDDEE-----TPVVGGSAGD-----DLQLQQTHVFRND----------RVETDAVVLTLIAAE----------DALPVTVNHGHEPI-SEAMTVTRAE--GSTVYELDGRP 

gi|55378177|ref|YP_136027.1|   040-403 RVDFCQVFSST--GFDAEAVLAGVTALVDDE-TAVVGCTAGGTFTEER-------------AMDA-GVAVTLVTS---------------------DSFRFDTALATGL--------SENTRGAVRDAVRSLPEN-----------------------IEEPYQSALVLHDGLAGV---GEQLSLSVQRRLG-PY-----VEFAGGAASD-----GLRMESTPVFCDA----------SVVEDAVVLVLISGK----------KRPVITVNHGHTPI-SEPWEVTDVS--GNVVHELNGEP 

gi|58803052|gb|AAW82651.1|     031-385 TPRLVTMFASRE--RDQLALNRAVRQRLPAD-TRLIGATTAGELDN-------------TGIHEG-SVVMSALFGD----------------------FEVGLGLGTGL--------SVDAISAGAAAIKRACEDLGVRQQ----------------DLDPRRFVGLVIDDGFRYK---KEELLLGILEKCQT-------LVLVGGGASDANR--DPAKQSAMVHVDG----------EVATDAVLVALFKT----------SAPWAALRSHWYVPT-GEKLTITKVDESHTRALEIDGHP 

gi|87118909|ref|ZP_01074808.1| 033-363 QPDLIQFYANTD-IIETRDWVNLLTHYCPN--ACRIGMSSEKQIFNG------------QPQTKG--VTLICSYFNA------------------TTLIHNCAPIGKDQ-----------LNQSCHTLFEPVNEHKG-----------------------EAIPAGIVLADDLSIS---SSSLFSQVNTHKT---------KFCGGLSG------LHSSNQTWVLYQD----------QLLQEHAVLVAFAS---------DKLVIENDAFVDSIDI-GKKMRVTAMQ--DNILQQIDHLP 

gi|83589544|ref|YP_429553.1|   030-374 SPVITLVLTTDN--YDQERVLSAVKRVIGN--SRLVGACVPGVIVN------------ARLYKRG--VGICTVSGE--------------------GVEAVTHLQRNIS---------QHSYRKGEKAGEALLEK-----------------------GGETPGTVLLFPDGFAAN---ISGLLRGLYNVMG------PAFEYIGGGSGD-----NLRFYRTYQFTEE----------GISSDAVAAAVIRG-----------INFQMCLSHGWRPV-GEPLMVTKAK--GRKVYEIDGLP 

gi|34483007|emb|CAE10006.1|    025-360 KPNLLIQLFCGQDGSVLSYLTKTLLRHLPQ--AICIGTTTDGEICEER----------VTTLQS---SISITVFD---------------------HTTLKTAFVQEED-----------SFQGGLKLARDLITS-RT--------------------------KLLILFSDGTHTN--AENLLQGIESFDC-------TIPLCGGMAGD-----NGKLKQTFISSQN----------HIFDKGAVGVSLNS---------DRLKVATDYKFDWKSI-GVEHTIQEAK--GNRIYKIDGMK 

gi|82748819|ref|ZP_00911295.1| 028-365 NILVQVFSGIC-NKEFINEVIRNLKLLIPQ--CKIVGATSSGEILNG------------DIFERE-CIISISVF---------------------EKTIIKSILVKDNI----------CDFSKGVKIASLLIS---------------------------TDTKVIISFGDSSIM---GEELLNGINS-IND------HVLVAGGIAGK-----SDPAYETYVFTEE----------GVEKNAVAAVALKG---------EFLNVNNRSSFNCIPI-GKEHEITLVE--DNIVKKIGTIS 

gi|71849105|gb|AAZ48601.1|     024-374 GAGVLALLPEA--EKEQLPLLQSACSRRG---IALVGGIFPALIER------------QGFSKKG--AWLLYFDQM--------------------PPHFLLPAINVEG---------RPAVDRLVSAALSGWKSYP---------------------ADAPKPTLFMIFDGMLPN---IASILDELYLELSNRVE------YAGVNAG-----SETFQPMPCLFDAS----------QVVGDGVLALLLPG------------NMAPVLEHGFRQP-EHAMSATSTE--GNRIATIDWRP 

gi|83643848|ref|YP_432283.1|   028-384 RPEVVFLFSTVHYENPQELVEGLYDSIGNDE-LVIIGSTGDGFFES------------EGPRDIG--ACALGLNSE-------------------GLVRWRASYASGVGDQ-------PAQTARAALTAALQACG-------------------------DDKPTCMFMVSDFRAD---ASQIEKVLEFETD--------IPIVGGFAAD-----DNKMASCTLYANR----------RALSDAVVVMTASG----------ELHFDISIGNTLSPV-GKPGVIDKAEG--ATIFSIDGTD 

gi|19887261|gb|AAM02007.1|     048-411 DPNLGLVFFS---PKHIEEIESAVGSLPEG--CKVIGCSTAGELTP-------------DGYTYG-TVIVALISS--------------------PYLAVETHRITFER-----EDPKHAREIGRNLVLGAMEKLRNPGPCLDINFNAMLTSLSEGRPIRALPYFIIELVEGLVPA---IDYYMDGINEVVQKYK----FLEVYGGAAGD-----DLRLERTYVLEGR----------TLCPEGSAVVAFGS---------TALKIGGALECGFEPVYEDRFPVTKAVPEERRIVEFDGEP 

gi|82748402|ref|ZP_00910887.1| 019-341 NSNIGFVIFSN------VENVTELSTLVSS--NVILCSTSGEYGR-------------NGYEDG--IISGFQYD----------------------ICDGEVVEILYPP------------IKSVNNLKGAYEKIKTN-----------------------KNAFSLLLCDGLTGM---EESIIGTLYFVDDN-------FKVIGGSAGD-----NLKFKETFIFIGK----------KRVHSVMIFFN------------IKKRTTIIKENIYIPM-GQRLLVTEADPISRTIKTFNKVP 

gi|82745669|ref|ZP_00908180.1| 026-365 APKLILFFSN---VEPFEEYTKKMKEKFQN--SIIIGSTTFAGFCMDG------------AYKDS--LMVMGIED----------------------GIECYADILEEVD--------KYPLKYIDRVTKCVNN-----------------------FRDKSNTICFEISTALISC---EELVLSTLNSVLDEHK-----IPLFGGSAGD-----KGKAEKTMVSFNG----------IVHNNTCAFVIIKN---------LSGKIRLYRENIYKKT-AHYFTATKVDTRNRIVHEYDNKP 

gi|85860598|ref|YP_462800.1|   079-451 RLSAVIVFASAS--YHLDEVLSGIRAAVGR--VPIFGASSAGEICNG------------TLSESV--SVTALASP----------------------FLSVGVGIGKEVS--------TDWRKAIHAAIDSGGLNRYFTPQDGSYY---------NSMTLEGRSAFAILFSPASTSHSDSYSPEILEELKRLSLG----RLLFFGGAAVD---AEKTSGHENFIFYND----------QVCSDSMILAVFET----------TLRFGIAMGHGLHPT-AKRARITRVR--DYEVLELDGRR 

gi|68209996|ref|ZP_00561863.1| 033-395 DCDLVVIYTTIG--HDLNDIISEAHELAPS--AKVVGCTCSGIIGK------------EGPNEAMR-SLAIMTVKG--------------------GNDEFSVVIKDNI---------TGPNSYEVSAQLAQDLKNK---------------------N-PNVNMIHFLASGIDIA---ADKALEGIESVFG------TDVPIFGATSSD-----NMKAINNFQFVDG----------QILEKGALAIGFAD---------PTLEVISQASHGFEII-EMPFEVTRSE--SNRVFELDGQP 

gi|71545550|ref|ZP_00666476.1| 032-403 RPGLVFAFCHGN--HDHRAFLGGLRSVVGDS-VPVVGGSSIGVITNN------------DLSYERFPTGVAVLEAG---------------------GINCRVGSAGDV----------NLDERAAGKKLAER------------------------FALIEKDRLFLLFYDSIKAPS-STPLIEGVASGLDSR------IPIIGAGLLG-----DYGFGPTQQFCGS----------HVSSQSAVGVSLD------------VDFHVRIMHGCTPLDGVYRSITKMEG--STIYELDGRP 

gi|19887745|gb|AAM02379.1|     030-409 RIDAVLCAFSPR--HDPHEVREAIVEYLEDDRCLILGLSSAGNITT-------------DGFSDG-SVAILAMELS---------------------KLVAMGMAIGTG-----LSEDPYRVARETVTEAAKSVEVDVSASLAPVATKLVTGN---VDVTRHSLVDALLFTDDLCHPEALMEALRGVLDCLG------TVPRIVGGMTAD-----EYEFERTYIFDDS----------GVYEDALAVLILYS----------SVKRGHAVDHGFVPS-SEPMIVETEG---VDVIRMDGEP 

gi|1500521|gb|AAB99648.1|      028-408 RASLIIFITSILERDKLKQVFDGMKQHIP--LDNLIGCSTGGTFSGK------------DYIKED-GVLILAFDE--------------------YYKSAISCEKVDRE-----AEYVGKKIADKIKTCIRDKYP---------------------KLDIDDNFLGFVFFDWNVDS---EQEILDVLGRELT--------IPIIGGTAAD-----DGSFDKFFQIYKG----------EVVKDCCVFGVVGG----------KLKFDLIYGHGYEPT-DIYARVTKAEG--KVVYELDGKP 

gi|56379075|dbj|BAD74983.1|    024-329 DEPLFVQIAGN-DEAAVRHAAAALARRWPH--AHMVGMAGPLPMAG--------------EAN---LAVGVASMTS--------------------STVSSLALPADEF---------DRPDGLAALIAEAVVR---------------------------HDTTLLLLFTNHRSA---LPPLLRHLPLANER-------MVIIGCAL-----------PEGSVLFSPD---------GRLERGGIAVSFSG---------TALRGHCAAPFLWEPI-GLAFSITKSR--DQQIDELNGQK 

gi|45047734|emb|CAF30861.1|    037-381 KPNIVFLYSSPD--YDPEEVLNGVKLILGN-SVQIVGGSSKFQICGN------------KFLENG--VSVGILGS--------------------KYFNTGMGVGLGIS-------INPKESGKKAVKDAVENLG-------------------------MLPKLLYVITDFCKC----EEQVLKGIIEELG------VTIPIFGGVSSD------DFEFEHTYQYGN----------DVYLDSIVCVAFGGD-------IVPKISYNNYEYGENSG-KLENIITKSE--KRSIEEIGNIS 

gi|19887245|gb|AAM01994.1|     028-395 RADFGIVFFHD---IDPEDVVSELSYGVE----RFVGCVAGEGHYPG------------SVKG--HKISLLALKT---------------------EWMAKFGTGGSAR-------QDPGEASRGALEEAFEDLDFDPYDVSYSALN-----LKDPKRIVMYRPVIGITFIEGATFHNTGLEVLSGFRFGSGPAAES---IRTFGALSS------DPELESAPVVCDK----------GVFESGAVYATIST----------FLKVSWSFASSLKPV-TKLGTVTKSR--ENVIVEIDGRP 

gi|79546803|ref|NP_201157.3|   093-516 RPQFVIANIT---CGNMEETLTLITERVGSRVPIIVSVVTGILGKEA------------CNDKAG-EVRLHSTSDDELFDVANFAILLTIGYLPGMKVDIIPVIQAKGE-----SGAEMEDKFVMDIRNYMSMVSGHAAA---------------------PACLILFAEDTHA----TEPVLHKLDYAMPA-------ETVIVGGQIGEFLHKRGNEPRNVQLQ-------------KDDIRVLAGLIFARD-RHRPAQAERIQFDTAISNGMSS----VDLRYKAA---NVNVSLGPSC 

gi|26451740|dbj|BAC42965.1|    093-470 RPQFVIANIT---CGNMEETLTLITERVGSRVPIIVSVVTGILGKEA------------CNDKAG-EVRLHSTSDDELFDVANFAILLTIGYLPGMKVDIIPVIQAKGE-----SGAEMEDKFVMDIRNYMSMVSGHAAA---------------------PACLILFAEDTHA----TEPVLHKLDYAMPA-------ETVIVGGQIGEFLHKRGNEPRNVQLQ-------------KDDIRVLAGLIFARD-RHRPAQAERIQFDTAISNGMSS----VDLRYKAA---NVNVSLGPSC 

 

B) 

consensus/90%                          ....................s.t.htp.ht............................shhh..............................h.....ht.......t..h.h.t...h..s..h.h...t......t....h.....................................hhhhtChhch..h..........t........................hhsh.s.hc.....  

consensus/80%                          ....................sht.htphlt........................h...slhhh.t........................t.hhps..thp.......ptsh.hhst..l..u..l.hh..p......th..hh.t..................................hshhhsChhRh..h......t.p.t.ht.hh..................hhGh.s.GE.h...  

consensus/70%                          ....................Ahphhpchlst.................t...t.hhthslhlths........................phhlpsh.tls.......ssslhhhss..lt.Gt.lphh.sstthhhtthththtttt.t..............................hslhhsChtRth.h......p.chphhpthhs...............hshhGahshGE.ts..  

consensus/60%                          ....................AhphYpchlush...............tp...t.hhtaPLhlths.......................tphhlRslhtlc.t.....ssulthhss..lppGptlphhpsssptshppsphshpptptt............................sthslhhsCsuRthhhtt....st-sphhpphhs...............hslhGFhshGEhss..  

consensus/50%                          ....................AhchYpchLust...............ts.h.pthspaPLsltsst......................tphhlRslhslcsp.....sGulshsss..lpsGsplpltpssspsstpssppssppsptp...........................tstsulhasClGRthtlttt..sspEspshpplhst..............sslsGFaoaGElush.  

                                                          (h4       )               (h5       )  (b14 )                        (b15)  (b16)        (b17    )    (b18  ) (h6                 )                          (b19     )           (h7         )                (b20 )          

                                       ....................HHHHHHHHH..................HHHHHHHH.....EEEE..........................EEEEE..EEE..........EEEEE........EEEEE...HHHHHHHHHHHHHHHHHH.............................EEEEEEE..............HHHHHHHHHHH..................EEEE........... 

gi|68551581|ref|ZP_00590976.1| 043-412 --------------------SLDLYREFLGEE--------------RSARLPGAFMEYPFGLIDEGVS----------------SGKATHFQLRCGVRANEE-----DGSIFLAAS--IPEGSEVTLTTGSRGDVIRGAHEAAQQALKSLGG-----------------------GKPEAIIMFSCVGRKMVLGRR--VQEEVDAVRECIGR-------------DVPIVGFYTYGEIGPID- 

gi|75854748|ref|ZP_00762423.1| 028-390 -------------------PALNVYRKWTNHQDNQ---------VGKNNLLFTNSSAYPLGRVAG-------------------HLYERPYYKLSHPIRETR-----DGGIELFTR--IEEGDELTLMKGSREHLVARAAKVVNAAFNQKLE----------------------ESRKIGVINIFCAGPMLHLMQD---MNSVCEQINQELEQ-------------LPFICPFTFGEQGRFI- 

gi|28806537|dbj|BAC59809.1|    028-390 -------------------SALDTYRKWTRHQENL---------TSKENLLFTNSSAYPLGRVAG-------------------HLYDRPYYKLSHPIRETE-----DGGIELFTQ--ISVGEELTLMKGSREHLIARAAKVVNAAFNQKLE----------------------ESRKIGVINIFCAGPMLHLMQD---MNSVCEQINQELEH-------------LPFICPFTFGEQGRFI- 

gi|27362064|gb|AAO10970.1|     028-396 -------------------PASSVYKDWTKIHLDE---------YNQEQLIFDIATAYPLGRVAG-------------------QLYDYPYFKLSHPVRETT-----ENGIELFST--VDLGERIYLMQGCKDQLISRAARVINAAFWQKLE----------------------DSRKIGVINIFCAGPMIHLKHD---IDSVLKQLLDELDD-------------KPFICPFTFGEQGRFV- 

gi|37198598|dbj|BAC94433.1|    029-397 -------------------PASSVYKDWTKIHLDE---------YNQEQLIFDIATAYPLGRVAG-------------------QLYDYPYFKLSHPVRETT-----ENGIELFST--VDLGERIYLMQGCKDQLISRAARVINAAFWQKLE----------------------DSRKIGVINIFCAGPMIHLKHD---IDSVLKQLLDELDD-------------KPFICPFTFGEQGRFV- 

gi|86145972|ref|ZP_01064299.1| 029-389 -------------------PATTVYNEWTNFHLGG----------SDDGYIFEKSTVYPLGRKVG-------------------SSYDYPYFKLSHSIRETE-----CNGIELFTD--INEGDTIYLMQGSKQQLISRAANIIHSSYYNDMD----------------------LEEKLGAINIFCAGPMLHLKQD---MDEVCDQINHALGG-------------LPYICPFTFGEQGRLS- 

gi|84385457|ref|ZP_00988488.1| 029-389 -------------------PAVTVYNEWTNFHLGG----------SDDGYIFEKSSVYPLGRKVG-------------------SSYDYPYFKLSHSIRETE-----CNGIELFTD--ISEGDTIYLMQGSKQQLISRAANIIHSSYYNDMD----------------------LEEKLGAINIFCAGPMLNLKQD---MDEVCDQINQALNG-------------LPYICPFTFGEQGRLS- 

gi|9655944|gb|AAF94601.1|      038-402 -------------------SASGLYKEWIGDHSGI---------QITEQYLFEHVTRFPLGRVVGK------------------EESCSTQYKLTHPVRRTE-----NGGLEMFAN--VEVGEQVSLMTGSQNQLIERVTRVIQEASYKSYQ----------------------DRALFGSLTIFCAGSMLRLGQD---IHKVQQKIMEQLNG-------------CAFICPFTFGEQGRFI- 

gi|75829833|ref|ZP_00759124.1| 001-345 -------------------SASGLYKEWIGDH---------SGIQITEQYLFEHVTRFPLGRVVGK------------------EESCSTQYKLTHPVRRTE-----NGGLEMFAN--VEVGEQVSLMTGSQNQLIERVTRVIQEASYKSYQ----------------------DRALFGSLTIFCAGSMLRLGQD---IHKVQQKIMEQLNG-------------CAFICPFTFGEQGRFI- 

gi|75824232|ref|ZP_00753693.1| 001-345 -------------------SASGLYKEWIGDH---------SGIQITEQYLFEHVTRFPLGRVVGK------------------EESCSPQYKLTHPVRRTE-----NGGLEMFAN--VEVGEQVSLMTGSQNQLIERVTRVIQEASYKSYQ----------------------DRALFGSLTIFCAGSMLRLGQD---IHKVQQKIMEQLNG-------------CAFICPFTFGEQGRFI- 

gi|59480005|gb|AAW85792.1|     029-393 -------------------PALEVYKEWTNMS----------CLLNKKTNLLENMAQYPFGRIAG-------------------YMYDIPYFKLAHPTKITN-----DGGIECFAN--IYEGEEVFVMYGEKDQIISRPQRVIDSATNFKQE----------------------KFVPIGGINIFCAGSMMHIKSS---MLDVCDSVNAAMHG-------------APYICPFTFGEQGRFT- 

gi|46913446|emb|CAG20232.1|    036-398 -------------------PAINIYEKWLDKS------------LSQASNIINESSLNPLGRVVG-------------------KVHELEYYKLAHPLKVTE-----RGGIELFAT--VEESETVFCMMGTDERLITRAGRVIDSANDVGRKG---------------------ELDPIGGITIYCAGCMLKVQDR---MHEVASYVNHAMHQ-------------APFVSPFTFGEQGQFI- 

gi|24374085|ref|NP_718128.1|   026-393 -------------------PAASVYNQWRTMM---------ALPTLANGPVLAQSTFNPLGRVIL--------------------DNDEQMTLLSHPAFIYG-----DGTMELFSE--VYQGEQLTFMHGNQTLLIQRAQTVTHFATQQLHDLY--------------------DSKPLAAIVIFCAGCMLAIKNE---TSQVRQGVENALGN-------------VPFIGGFTFGEQGRFA- 

gi|66048228|ref|YP_238069.1|   037-408 --------------RGEITTMVAALCEALKCE---------------RHELEGKLAQYSFAIRVG-----------------------EELFVRSIARIDYE-----SERVHLFCD--VAPGEELVMVKRTSMIDTTRKDFARFLQGKSG--------------------------KPLLGLLSDCILRRLNNG------SELGRMNDVFGA--------------TPVVGFSTFGEILG--- 

gi|71556854|gb|AAZ36065.1|     011-382 --------------RGEIATMVAALCDALKCE---------------RHELEGKLAQYSFAIRVG-----------------------EELFVRSIARIDYE-----SERVHLFCD--VAPGEELVMVKRTSMIDTTRKDFTRFLQGKSG--------------------------KPLLGLLSDCILRRLNNG------SELGRMNDVFGE--------------TPVVGFSTFGEILG--- 

gi|71838174|ref|ZP_00677935.1| 036-402 --------------QGHISSLVEALCTALKCS---------------PANLEAQLAGYSFAIMVG-----------------------KELFVRSISKLDIA-----NNRVHFFCD--IASGEELLLVRRTGLVSNTQKDFSRFMQGKPG--------------------------NPVAGILNDCILRRLNNE------RELSEMGRVMPE--------------GAVAGFSTFGEILG--- 

gi|27352453|dbj|BAC49456.1|    057-425 ---------------SEIKPFASVVAKALNTI---------------PANLMSMMTKHSFGIEVG-----------------------GDLFVRSVAGIDAD-----SGVVSFFCD--VNSGDRLELLEATDFVDQTRRDLEAFLRDKP---------------------------PAIGAILNDCILRRLNNE------SQLRNMSGMWP---------------MPVAGFSTFGELFG--- 

gi|76582700|gb|ABA52174.1|     031-380 -------------------PAAEEYARLIGA--------------RVEDLSPGHFAAAPVVVLID-----------------------GTDYVRSIQKLNP------DGSLTFYCA--IEEGLVLRVARALDLVDNLQATFGDLRDSFG---------------------------EPQLVLAWDCILRHLEMM---QRGTRDTAAEVLKA---------------NHAVGFSTYGEQYGG-- 

gi|85064325|ref|ZP_01025179.1| 023-372 -------------------PAAEEYARLIGA--------------RVEDLSPGHFAAAPVVVLID-----------------------GTDYVRSIQKLNP------DGSLTFYCA--IEEGLVLRVARALDLVDNLQATFGDLRDSFG---------------------------EPQLVLAWDCILRHLEMM---QRGTRDTAAEVLKA---------------NHAVGFSTYGEQYGG-- 

gi|83716238|ref|YP_438929.1|   033-381 -------------------PAAEEYARLIGA--------------RVEDLSPGHFAAAPVVVLID-----------------------GTDYVRSIQKLNP------DGSLTFYCA--IEEGLVLRVARALDLVDNLQATFGDLRDSFG---------------------------EPQLVLAWDCILRHLEMM---QRGTRDTAAELLKA---------------NRAVGFSTYGEQYGG-- 

gi|46201414|ref|ZP_00055072.2| 033-379 -------------------PAGREFARMLGME--------------VEELTPMIFATHPVVVRVG-----------------------GADYVRSIQKVNP------DGSLSFFCA--IDEGLVLSVAQTVEPYDNLAQVFDDLQAEIG---------------------------PPQLIIGCECVLRSLEME---RTQMKKRMGELLIA---------------NNVVGFNTYGEQFNA-- 

gi|27348576|dbj|BAC45593.1|    039-385 -------------------PAAEEYSRMVGIL--------------DAKLDPFSFASHPVLVRVG-----------------------GAYYARSIQRVEP------DGSLHFFCA--IDEGMVLTAATSRSLVGSTRDTFAEIRDQIG---------------------------DVSLYIGFECLLRRLDAE---QHQLARDMSDLYRQ---------------NRVVGFHTYGEQFGS-- 

gi|14021963|dbj|BAB48574.1|    009-356 -------------------NAAEEYAASVGIV--------------PQTLTPLSFASHPVVVKVG-----------------------GEYYCRSIQKMHA------DGSLSFFCA--IDDGVVLSIAQPKDMVESTRAALREVEERLG---------------------------GIDLILGFDCVLRRLDAR---NRQVFRDISELYRV---------------NNVVGFGTYGEQYRS-- 

gi|84684328|ref|ZP_01012230.1| 042-383 -------------------PAAREYARILGKD--------------PEQLTTFTFAAHPVVVRIG-----------------------GQHHVRAIQRVAE------NGDLVFFSA--IDEGLVLTLAEAENMVDHLRRELGALSDDG----------------------------PPANILGCDCLLRRMEAQ---ENQMTGEISSLLRE---------------NRVIGFSTYGEQFNS-- 

gi|56678127|gb|AAV94793.1|     042-383 -------------------PAAREYARVLGKD--------------PEQLTTFTFAAHPVVVRIG-----------------------GQHHVRSIQRVAE------NGDLVFFSA--IDEGLVLTLAEARDMREHLREELGRLAADG----------------------------PPAVILGCDCLLRRMEAQ---QKQVLGALSDILRE---------------NRVVGFSTYGEQFNS-- 

gi|83374888|ref|ZP_00919654.1| 043-384 -------------------PAAQEYARLLGKD--------------PGQLDSFTFAAHPVVVRIG-----------------------GKHHVRAIREVAP------NGDLIFFSA--IDEGLVLALAEPQDLVGHLTDELAALGRER----------------------------EPSAIVACDCVLRRMEAL---DSQSIGAVSALLRR---------------HRVVGFSTYGEQLNG-- 

gi|77387857|gb|ABA79042.1|     043-384 -------------------PAAQEYARLLGKD--------------PGQLDSFTFAAHPVVVRIG-----------------------GKHHVRAIREVAP------NGDLVFFSA--IDEGLVLALAEPQDLVGHLTDELAGLGRER----------------------------EPSAIVACDCVLRRMEAL---DSQSIGAVSALLRR---------------HRVVGFSTYGEQLNG-- 

gi|16904150|gb|AAL30776.1|     043-384 -------------------PAAQEYARLLGKD--------------PGQLDSFTFAAHPVVVRIG-----------------------GKHHVRAIREVAP------NAISFFFSA--IDEGLVLALAEPQDLVGHLTDELAGLGRER----------------------------EPSAIVACDCVLRRMEAL---DSQSIGAVSALLRR---------------HRVVGFSTYGEQLNG-- 

gi|83369576|ref|ZP_00914429.1| 045-386 -------------------PAAQEYARLLGKD--------------PDQLDSFTFAAHPVVVRIG-----------------------GKHHVRAIREVAP------NGDLVFFSA--IDEGLVLTLAEPQDLVGHLAGELAALGAEG----------------------------PPSAIVACDCVLRRMEAL---DSQAVGAVSRLLRQ---------------HRVVGFSTYGEQLNG-- 

gi|36958824|gb|AAQ87249.1|     039-380 -------------------PAAHEYARLVGKD--------------PQQLSPFTFAAHPVAVRMG-----------------------TRHHVRAIRQVMD------NGDLVFFSA--IDEGVVLTITEPADMVGQLKRELAGLCMPE----------------------------RPTAILAFDCILRRLEAE---EKQVIGRVSGLLRR---------------HGVVGFSTYGEQFGP-- 

gi|85703814|ref|ZP_01034917.1| 042-384 -------------------VAAEEYARILGCR--------------IDELTPSTFAENPVVVRIG-----------------------GQHHVRAIQRAEA------NGDLQFFSA--IDEGLVLTLAQSQDMVAHLDRELAALGQET----------------------------QPLTVLACDCILRRTEVQ---QRQIGPEISRILAA---------------HRVVGFSTYGEQING-- 

gi|83373985|ref|ZP_00918761.1| 043-381 -------------------PAAEEYARLIGLA--------------PEALNPRVFAENPLLVRMG-----------------------GQYHVRAIREVTP------EGGLTLMSS--IESGVLLALGRADDLTHGLQARLEALGE------------------------------RPALILAFDCILRRLALE---QAGLEPAVARLFAD---------------WRIAGFNTYGEQHGG-- 

gi|83368083|ref|ZP_00912948.1| 042-378 -------------------PAAEEYARLIGLA--------------PEALNPRVFAENPLLVRMG-----------------------GQYHVRAIREVTP------EGGLTLMSS--IESGVLLALGRADDLTHGLQARLEALGE------------------------------RPALILAFDCILRRLALE---QAGLEPAVARLFAD---------------WRIAGFNTYGEQHGG-- 

gi|2808666|emb|CAA11377.1|     049-386 -------------------PAAQEYALLAGIP--------------VEALTPTEFARHPLLLRTG-----------------------KRHHVRAIRAITP------EGGLQLLSG--IEAGNILTLGRAMDMTRGFAEALDALPR------------------------------PPLMVLGFDCVLRRLALE---RAGMDGQMSELLAR---------------YRVAGFNTYGEQHSG-- 

gi|15140035|emb|CAC48563.1|    040-382 -------------------PAAEEYARLVKVP--------------VGELSPMVFAENPVLVRNG-----------------------NLYHVRAIQQIQG------EHGLTFLSA--IDDGLLLRLGRGKEIIRTLETGLAVSGHDGE---------------------------APDFILGFDCYLRKLEIE---RKGLDSEVSEQLRQ---------------RRVVGFNTYGEQHLG-- 

gi|71147615|gb|AAZ28088.1|     031-372 -------------------PAALEYAKLLNM--------------DLKDLSPEVFSLNPLAVKVG-----------------------GQYYIRSIQKVNEA-----DLSLTFYCA--VDVGIVLTAVEMGDIFDPVTQKLDEISHRYG---------------------------KPELVLACDCFLRRLEIE---QKGLENKVKKLNAK---------------YNIAGFNTYGEHING-- 

gi|76793383|ref|ZP_00775871.1| 031-376 -------------------PAALEYARLLNVT--------------VGELSPELFALYPLAVKVG-----------------------GQYYIRSIQKVNEA-----DLSLTFYCA--VDVGIVLSTVVMDDIFASLSSELSRMTSQYG---------------------------EPELVLTCDCFLRRLEIE---QRQQLKQAKELQQR---------------YNIRGFNTYGEHIDG-- 

gi|82735596|ref|ZP_00898458.1| 034-380 -------------------PAAEEYARHIGVP--------------VAALDHRVFAAHPLAVRIH-----------------------DQYYVRAIQQMHP------DLSLSFYCA--VENGIVLTAMTPGPLLPNLHQLFDGLHQRLG---------------------------PLLLTIGCDCFLRRLELE---AHHGLEPVGAFLRE---------------QRVIGFNTYGEQFNG-- 

gi|26989382|ref|NP_744807.1|   034-380 -------------------PAAEEYARHIGVP--------------VAALDHRVFAAHPLAVRIH-----------------------DQYYVRAIQQMHP------DLSLSFYCA--VENGIVLTAMTPGPLLPNLHQLFDGLHQRLG---------------------------PLLLTIGCDCFLRRLELE---AHRGLEPVGAFLRE---------------QRVIGFNTYGEQFNG-- 

gi|68343870|gb|AAY91476.1|     034-380 -------------------PAAEEYARLIGVP--------------LAQLDHRVFAAHPLAVRIN-----------------------QHYYVRAVQQVHP------DLSLSFYCA--VENGIVLTAMTPGPLLPNLQQLFDGLQQRLG---------------------------GLLLTIGCDCFLRRLELE---GQGSLEQIGAFLRE---------------QRVMGFNTYGEQFNG-- 

gi|84327648|ref|ZP_00975665.1| 022-368 -------------------PAALEYARLVGVA--------------PQALDFALFSAHPLAVRVD-----------------------ERYYVRSIQQANE------DLSLTFYCA--VENGIVLTAMSTGPLLPNLEAQFRRLHERLG---------------------------PPLLTIGCDCFLRRLELE---VGGDTQATAAFLRS---------------QQVIGFNTYGEQFNG-- 

gi|32042062|ref|ZP_00139645.1| 022-368 -------------------PAALEYARLVGVA--------------PQALDFALFSAHPLAVRVD-----------------------ERYYVRSIQQANE------DLSLTFYCA--VENGIVLTAMSTGPLLPNLEAQFRRLHERLG---------------------------PPLLTIGCDCFLRRLELE---VGGDTQATAAFLRS---------------QQVIGFNTYGEQFNG-- 

gi|49088404|gb|AAT51566.1|     034-378 -------------------PAALEYARLVGVA--------------PQALDFALFSAHPLAVRVD-----------------------ERYYVRSIQQANE------DLSLTFYCA--VENGIVLTAMSTGPLLPNLEAQFRRLHERLG---------------------------PPLLTIGCDCFLRRLELE---VGGDTQATAAFLRS---------------QQVIGFNTYGEQFNG-- 

gi|84712936|ref|ZP_01020741.1| 034-375 -------------------PAAQVYADLVGVP--------------LEQLGLPTFSVNPLIFEMG-----------------------GEQYIRAIGGVNP------DQSLTLYCT--IENGMVLSIGRAVDPVANALAAFDRLREDIG---------------------------EPALVIGCDCLLRRLEFE---GSGLLDAMGDIMKC---------------NQVFGFSTYGEQFDG-- 

gi|68247736|gb|EAN29820.1|     034-379 -------------------PASQAYATAVGVP--------------EAALNSDIFSRHPTMLQMG-----------------------GSHYVRAIQQANG------DGSLTFYSA--VERGLVLHLAQAADMVKHLEQQLHLMHAEMA---------------------------NPQLVLICDCILRRLEAK---QKGVLPQLSQLLAH---------------HPVIGFSTYGEQSGG-- 

gi|71837446|ref|ZP_00677211.1| 119-459 -------------------PAATAYAEAVNCA---------------VEDVTKHFTDNPVGLVID-----------------------GDPFVRTPQQIKD------DGAMAFYCS--VKEGMELSLLEATDIIEDTRNALLQAQKESG---------------------------RIIGVMNFNCIMRKLELE---QGNVTQQYGDLFSS---------------VPTVGFSTYGEQYIG-- 

gi|77546151|gb|ABA89713.1|     107-447 -------------------PAAQAYAEAIGVP---------------TPEVSRRFMRNPIGLIVD-----------------------GEPYVRSPQRLKG------D-TMAFYCS--VKEGMKLSLLESTDMLSDTRDAISRAEKTMG---------------------------RISGILDFDCILRTLDLR---QKNLSTEYGRIFTD---------------IPTVGFSTYGEQYIG-- 

gi|71839832|ref|ZP_00679572.1| 028-368 -------------------PAAQAYAEALGVA---------------TEEASRRLKHNPLGLIVD-----------------------GIPFVRSPQRIQG------S-SMLFYCG--IKEGMELSLLEATDIIADTRAALDQARKKIG---------------------------PLSGVLSFNCIMRIQELE---QNGLTDQYGALLGD---------------VPTAGLGTYGEQFIG-- 

gi|82744830|ref|ZP_00907345.1| 099-442 -------------------PAALEYADAVKAD--------------NIEEISKYFMSNPLGLMIED----------------------NDFFIRSPQRVIG------T-SMMFYCN--ILEGMEVKLLKATNIIDDTRRTIENKASELG---------------------------KIDGIINFQCIHRTLELK---KKNLSDEYAKIFKD---------------IPTIGFSAYGEQYIG-- 

gi|84393555|ref|ZP_00992309.1| 027-364 --------------------AIEVFKHYLADG---------------KDLPFSQLMSFPLYRELGR-----------------------KKGISTPLRIN-D-----DGSIEFDSP--WHVGEEAQFCYNHPSLTAEKVRHGAEMLAMH---------------------------QPESVIIYNCVSRLEFID----SKLELKPFEGIVN--------------ACGAYCMGELYRNDDR-- 

gi|86148176|ref|ZP_01066474.1| 027-364 --------------------AIEVFKHYLADG---------------KDLPFSQLMSFPLYRELGR-----------------------KKCISTPLRIN-D-----DGSIEFDSP--WHVGEEAQFCYNHPSLTAEKVRHGAEMLAVH---------------------------QPESVIIYNCVSRLEFID----SKLELKPFEGIVN--------------ACGAYCMGELYRNDDR-- 

gi|75855154|ref|ZP_00762814.1| 027-362 --------------------ALDVYKRYLADG---------------HDVTLSQLLSFPLYRESLG-----------------------RKEVCTVTELH-A-----DGSMSFDRP--WCLGDEVQFCYNHPSLTLEQVRHGVVELAMH---------------------------QPEVVMIFNCASRLDFID----SSDEVQAFKDIAT--------------TFGSYCMGELHGGIGQ-- 

gi|28808005|dbj|BAC61242.1|    027-362 --------------------ALDVYKHYLADG---------------HDVTINQLLSFPLYRETLG-----------------------RKEVCTVTELH-V-----DGSMSFDRP--WCLGDEVQFCYNHPSLTLEQVRHGVVELAMH---------------------------QPEVVMIYNCASRLDFID----SSDEVQAFMDIAA--------------TFGSYCMGEIHGDIGQ-- 

gi|27360670|gb|AAO09606.1|     027-363 --------------------AYEVYKRYLADG---------------HELSASHLLNFPLYRERGK-----------------------HKEVCAVREIH-H-----DGSISFDKT--WSIGDQVRFCYNHPSLTLEQLKHGVVELALH---------------------------QPETVFIYNCASRLDFID----GCQEVAPFHQITT--------------SHGSYCMGELYHDGLQ-- 

gi|37197014|dbj|BAC92855.1|    027-363 --------------------AYEVYKRYLADG---------------HELSASHLLNFPLYRERGK-----------------------HKEVCAVREIH-H-----DGSISFDKT--WSIGDQVRFCYNHPSLTLEQIKHGVVELALH---------------------------QPETVFIYNCASRLDFID----GCQEVAPFHQITT--------------SHGSYCMGELYHDGLQ-- 

gi|86148177|ref|ZP_01066475.1| 027-363 --------------------VREVYNRYLADG---------------LEIPFEQLYNFPLMVGEPK-----------------------DQNTHLPLKVT-E-----GGEIEFSGS--FQVGDEVRFCYDHPSLTLEQIRLGVQQIASH---------------------------KPEQFFIYNCTSRIDFID----GNQEVEVFQALAD--------------TYGVYCMGELYQDNGQ-- 

gi|84393554|ref|ZP_00992308.1| 027-363 --------------------VRDLYNRYLADG---------------LEVPFEQLHNFPLMVGDPK-----------------------EQNIHLPLKVR-D-----CGDIEFSGH--FQIGDEVRFCYDHPSLTLEQIRLGVQQIASH---------------------------RPEQFFIYNCTSRIDFID----GNQEVEVFQKLAD--------------TYGVYCMGELYQERGQ-- 

gi|9654530|gb|AAF93307.1|      027-361 --------------------IEAIYQRNLGAQ---------------ADLPHDWLISFPLMKGECR-----------------------HQDLYLPLGLA-E-----EGGLRFNRP--LALQDEVRFCFDHPSLTLERVYLTAQQLQAK---------------------------QCQQVWVFNCALRLNFMH----ENHELQPLQAVAP--------------TDGCYCWGELLYEHGQ-- 

gi|75828033|ref|ZP_00757468.1| 027-361 --------------------IEAIYQHNLGAQ---------------ADLPHDWLISFPLMKGECR-----------------------HQDLYLPLGLA-E-----EGGLRFNRP--LALQDEVRFCFDHPSLTLERVYLTAQQLQAK---------------------------QCQQVWVFNCALRLNFMH----ENHELQPLQAVAP--------------TDGCYCWGELLYEHGQ-- 

gi|75815349|ref|ZP_00745863.1| 027-361 --------------------IEAIYQRNLGAQ---------------ADLPHDWLISFPLMKGECR-----------------------HQDLYLPLGLA-E-----EGGLRFNRP--LALQDEVRFCFDHPSLTLERVYLTAQQLQAK---------------------------QCQQVWVFNCALRLNFMH----ENHELQPLQAVAP--------------TDGCYCWGELLYEHGQ-- 

gi|75819429|ref|ZP_00749509.1| 027-361 --------------------IEAIYQRNLGAQ---------------ADLPHDWLISFPLMKGECR-----------------------HQDLYLPLGLA-E-----EGGLRFNRP--LALQDEVRFCFDHPSLTLERVYLTAQQLQAK---------------------------QCQQVWVFNCALRLNFMH----ENHELQPLQAVAP--------------TDGCYCWGELLYEHGQ-- 

gi|75822991|ref|ZP_00752532.1| 027-361 --------------------IEAIYQRNLGAQ---------------ADLPHDWLISFPLMKGECR-----------------------HQDLYLPLGLA-E-----EGGLRFNRP--LALQDEVRFCFDHPSLTLERVYLTAQQLQAK---------------------------QCQQVWVFNCALRLNFMH----ENHELQPLQAVAP--------------TDGCYCWGELLYEHGQ-- 

gi|59478795|gb|AAW84582.1|     027-363 --------------------AYDFYCKYLADN---------------KPLALSQIQAFPLMLEEET-----------------------ARIINTVESIT-K-----EGHLLFSAE--VPVGDEVRLSYYHPSLTQEQVNQGAARLANR---------------------------RPESIFIYNCESRIENST----ESTELQAFSDVGL--------------CQGVYGMGEFFRSHN--- 

gi|75700997|gb|ABA20673.1|     035-401 --------------------PLVVLRDLIASL----------------SEKERALAQHSLFVGVAMDEFKL-------------SLQQGDFLIRSILGVDPS-----GGAIAIGDL--VRPGQRLQFHLRDSQASAEELEFLLERYQTKPEFDNS----------------------AVGALMFSCVGRGEGLYGK--PNFDSELFKRYIQD--------------VPVGGFFCGGEIGP--- 

gi|17131945|dbj|BAB74550.1|    035-401 --------------------PLVVLRDLIASL----------------SEHERALAQHSLFVGVAMDEFKL-------------SLQQGDFLIRSILGVDPS-----GGAIAIGDL--VRPGQRLQFHLRDSQASAEELEFLLERYQTKAEFDNA----------------------AVGALMFSCVGRGEGLYGK--PNFDSELFKRYIQD--------------VPVGGFFCGGEIGP--- 

gi|23127187|ref|ZP_00109062.1| 035-408 --------------------PLVVLRDLIASL----------------SEHERTLAQHSLFVGVAMDEFKL-------------ALQQGDFLIRGILGVDPT-----AGAIAIGDR--VRPGQRLQFHLRDAQASAEDLELLLQSYQTQRESEPS----------------------AVAALMFACLGRGEGLYGK--PNFDSELFRRYLSD--------------IPVGGFFCGGEIGP--- 

gi|71675756|ref|ZP_00673500.1| 031-412 -------SSNQIVSDGVKQSPLEALQNLVQNL----------------DEKDRKLAENSLFVGIVRDEFKQ-------------NLEQGDFLIRNLIGVDPK-----AGAIAIGDQ--VRTGQRIQFHLRDAHTSAEDLEMLLQRYQRKVGFQST-------------------ATNNATALMFSCLGRGEVLYGK--PNFDSSLFSSYLN---------------IPISGFFCNGEIGP--- 

gi|67921944|ref|ZP_00515460.1| 031-403 ----------------ETKSPLEWLRQLMEGL----------------NDSDRSLAQHSLFVGVVRDEFKQ-------------ELQPGDFLIRNFLGVDPQ-----LGAISIGDR--VRPGQRLQFHLRDAQTSADDLDTLLKQSNPPTP--------------------------IQGALMFSCLGRGQTLYQI--PNFDSQLLANYFPG--------------VPIGGFFCNGEIGP--- 

gi|1001390|dbj|BAA10880.1|     062-447 ----------ADSGTVVLETPLASLQKLIPTL----------------SPKDQELAQSSLFVGVASDEFKL-------------TLQPGDFLIRNLLGVDPR-----QGAIAIGDR--VRKGQRLQFHLRDRETSADDLQILLRHYTEGEANQSS--------------------STAIGALMFSCLGRGYGLYGT--PNFDSQMFGQYFPG--------------VALGGFFCNGEIGQ--- 

gi|86606541|ref|YP_475304.1|   063-443 --------------------PLAVLQDLAERL----------------SPSDQRLARQALFIGLLMDEFKS-------------EPTSGDFLIRVILGIDPR-----VGAIAIGDR--VRPGQTVQFHLRDAQTSAEDLRWALSRYCAERNLQQSYPAERSS----------QPKPDPCGALMFSCLGRGKGLYGT--PNFDSQRFRELLGE--------------LPLGGFFCNGEIGP--- 

gi|86609276|ref|YP_478038.1|   063-438 --------------------PLAVLQDLAERL----------------SPVDQRLARHSLFIGLLMDEFKS-------------EPTPGDFLIRVILGVDPR-----VGALAIGDQ--VRPGQTVQFHLRDAQTSAEDLRWALSRYCAERNLRQSPSQPRPE---------------PCGALMFSCLGRGKGLYGT--PDFDSQRFRELLGE--------------LPLGGFFCNGEIGP--- 

gi|56686121|dbj|BAD79343.1|    031-395 ---------------EEPIAALQALQSVLRDL--------------------SPELQRSLCVGLACNSFQT-------------VLQPGDFLIRNLLGFDPR-----TGAVAIGDR--IRVGQRLQLHVRDAQTAADDLERQLGQWCRQHATK------------------------PAASLLFSCLGRGKPFYQQ--ANFESQLIQHYLSE--------------LPLAGFFCNGEIGP--- 

gi|35211388|dbj|BAC88767.1|    040-400 --------------------ALQVLQTVLQQL----------------DENDQRLARNALFVGVRMSEFHS-------------GSEQGDFLVRNLMGVDSR-----TGGLAVGEW--LRTGQTVRFHLRDAATSRDDLQLVLQRHRLEHSGAPP-----------------------AGALLFSCLGRGESLYGE--PDVDSTLFAQVLGE-------------GVPLAGFFCNGEIGP--- 

gi|78169924|gb|ABB27021.1|     045-418 ----------------TTSSPVACLQRVLADL----------------SEPERELVRHSLFLGIERRNLQLPT--------AGVQPKDSAFLIRNLIGVDPN-----NGAVAVAER--VRAGQNVQFHLREAEASRQEALALLNQHLGEVEEPI------------------------RFGLLMACLGRGQGLFGS--PDGDVNLGRSVMPD--------------LPVAGAFCNGEIGP--- 

gi|78196292|gb|ABB34057.1|     046-420 ----------------TKASPINCLQRVLADL----------------SERERELVRHSLFLGVQRSSLRLNA--------NGAASEASAFLIRNLIGVDPN-----NGAVAVAER--VRAGQNVQFHLREAAASQDEAVSLLKAATADSGDTV------------------------HFGLLMACLGRGQGLFGR--ADGDISVARQLMPD--------------LPVAGAFCNGEIGP--- 

gi|33632345|emb|CAE06801.1|    045-420 ----------------RRDTPVACLQRILADL----------------SEEERDQVRHSLFLGIERRNLQLTP--------NRLDAAGGAFLVRNLIGVDPN-----NGAVAVADR--VRPGMNVQFQLREADASRNEALSLLRSSTESAGSAP------------------------LFGLLMACLGRGQGLFGQ--PDGDVNLGRTVMPD--------------LPMAGAFCNGEIGP--- 

gi|33635670|emb|CAE21994.1|    045-420 ----------------QRDSPMACLQRVLDDL----------------SEEEREMVRHSLFLGIERRDLVLAG--------TGAPQPQGAFLVRNLIGVDPK-----NGAVAVAEQ--IRAGQNVQFQLREAEASRQESELLLGAARERNTSPP------------------------LFGLLMACLGRGHGLYGV--PNGDVHIARKLMAE--------------LPIAGVFCNGEIGP--- 

gi|87125073|ref|ZP_01080920.1| 022-395 ----------------RRDSPVACLQRVLAEL----------------TEDEREMAKDSLFLGVERRDLLIGG--------NQPSEPGSAFLVRNLIGVDPR-----NGAVAVAER--VRPGQNVQFQLREANASRQEASQLLCAARERAERPP------------------------LLGLLFACLGRGSGLFGV--ADGDVSIARSVMTD--------------LPISGAFCNGEIGP--- 

gi|87301924|ref|ZP_01084758.1| 052-425 ----------------QQNTPVNCLQTILQTL----------------NPAERELVRHSLFLGVARNSFNLAG--------GGGDAESTAFLVRNLIGVDPR-----NGAVAVAER--LRVGQQVQFQLRDADASRQELRQLLRNQAKASEPP-------------------------LAGLLFACLGRGKGLYGE--ADGDVRIAQGEFPG--------------LPMAGAFCNGEIGP--- 

gi|1314011|emb|CAA97403.1|     032-381 --------------------PLQRLREIVEGL----------------SPDERALVSHGLQIGIVVDEHLA-------------APGQGDFVIRGLLGADPS-----TGSIEIDEV--VQVGATMQFQVRDAAGADKDLRLTVERAAARLPGR------------------------AAGALLFTCNGRGRRMFGV--ADHDASTIEELLGG--------------IPLAGFFAAGEIGP--- 

gi|13880449|gb|AAK45139.1|     073-422 --------------------PLQRLREIVEGL----------------SPDERALVSHGLQIGIVVDEHLA-------------APGQGDFVIRGLLGADPS-----TGSIEIDEV--VQVGATMQFQVRDAAGADKDLRLTVERAAARLPGR------------------------AAGALLFTCNGRGRRMFGV--ADHDASTIEELLGG--------------IPLAGFFAAGEIGP--- 

gi|81255484|ref|ZP_00879960.1| 032-381 --------------------PLHRLREIVLGM----------------APDEQELVSRGLQIGIVVDEHLA-------------VPGQGDFLIRGLLGADPT-----TGAIGIGEV--VEVGATVQFQVRDAAAADKDLRLAVERAAAELPGP------------------------PVGGLLFTCNGRGRRMFGV--TDHDASTIEDLLGG--------------IPLAGFFAAGEIGP--- 

gi|13880173|gb|AAK44880.1|     032-381 --------------------PLHRLREIVLGM----------------APDEQELVSRGLQIGIVVDEHLA-------------VPGQGDFLIRGLLGADPT-----TGAIGIGEV--VEVGATVQFQVRDAAAADKDLRLAVERAAAELPGP------------------------PVGGLLFTCNGRGRRMFGV--TDHDASTIEDLLGG--------------IPLAGFFAAGEIGP--- 

gi|71914580|gb|AAZ54482.1|     058-411 --------------------AYAKLESIVSAL----------------PPEEQQLVADGLHIGIAIDEYAD-------------RHESGDFLIRGVLDADPE-----QSTITIGDV--VDVGQTVRFQVRDQATADSDLLERLRLFAHDTGGT------------------------AEGALLFSCNGRGSGMFPS--ADHDVRRVQQILGI--------------DAVGGFFAAGEIGP--- 

gi|87306450|ref|ZP_01088597.1| 036-394 --------------------PLEIIREIFAQL----------------PTSDQQLVNRGLHIGQVVDEYRE-------------KFEPGDFIIRNVIGVNQE-----TGGIAVGDY--VRPGQTIQFHVRDENSADADLKQLLATESSGQP---------------------------LGALVFTCNGRGTRLFSA--PHHDAECLQAACGD--------------IPAAGIFAMGELGP--- 

gi|23015999|ref|ZP_00055761.1| 036-385 --------------------ALDVLKEEVGEL--------------LARDLRRIAGYIHVGLPAEGDD-------------------SHDYQVRTLIGIDPG-----QGWIAIGEH--VEEGGRLIFVRRDANAARADLRRMLIGLKERLD-----------------------GRPIRAGLYVSCTGRGEYMFGH--KDAEPELLHEVLGD--------------FPLIGFFANGEIS---- 

gi|82948268|dbj|BAE53132.1|    033-362 --------------------ALEVLKEEVGEL--------------LARDLRRIAGYIHVGLPAEGED-------------------DHDYQVRTLIGIDPN-----QGWIAIGDH--VEEGGTLMFVRRDANAARTDLRRMLTGLKERLD-----------------------GRPIRAGLYVSCTGRGEYMFGH--QGAEPDLLHEVLGD--------------FPLIGYFANGEIS---- 

gi|74316907|ref|YP_314647.1|   041-374 --------------------ALEVMKEEIGEV--------------LARDLRRAAGYIFVGLPVRGSD-------------------TGDYLVRNILGVDPQ-----NNLVAVGEQ--LAPGDDLLFCRRDEQTAEQDLLRMLAAIRAQL------------------------GTAIRGGVYYSCLGRGRHMFGA--PNRELELIRETLGD--------------FPLVGFFANGEIS---- 

gi|47573176|ref|ZP_00243215.1| 034-404 --------------------ALDCLLGDLAVD-------------EQAPREALPRMRSTLVGLSDTATPQPG----EFVTAARGHAFGTETRVRHLIGIDPQ-----RRGIAIADT--ALAGQQLAFCHRDTDAARRDLVRIATEIRSALEPEEL----------PDGGAAATGGRRIAGALYVSCTGRGGPHFGA--PSAELQLLRHALGD--------------VPLVGFFAAGEIG---- 

gi|72122740|gb|AAZ64926.1|     043-390 --------------------ALDCVLKDLGLE-------------RDAPTKAMAEALSGTLAGLSAGTEDAP---------RLPGMFGAETVVRHLIGLDVQ-----HRVLALADV--PETGMRLAFCTRNPAAARTDLTRIATEIRAEIE----------------GGAAG----KALGALYISCSGRGGPHFGA--PSAELQIVRRALGD--------------LPMAGFFANGEIA---- 

gi|84710934|ref|ZP_01019236.1| 054-457 --------------------ALEVMLADLGVS-------------LEQPREALARVRNTLVGLSRDADF------PNDAVRQRSGQFGADVLVRHLIGLDPA-----RQGIAIADT--VSVGMKLAFCERNAQAARADLVRICAEIREELEPEEQTLEVASALNLPEAQSAPHPARRIAGAVYVSCAGRGGPHFGA--PSAELQIVRHALGD--------------VPLVGFFAGGEIA---- 

gi|67907393|ref|ZP_00505795.1| 037-430 --------------------ALDVMLEDLKVS-------------LDQPREALARVRTTLVGLSRPEDS------LHDARSRRAGQFGAEVVVRHVIGLDPA-----RKGIAIAEV--PHVGMKLAFCERNAQAARADLIRVCAEIREELEPEEVTLDVASALGGVPADAAPHPARRIAGAIYVSCSGRGGPHFGA--PSAELQIVRRALGD--------------VPLVGFFAGGEIA---- 

gi|74021001|ref|ZP_00691589.1| 037-424 --------------------ALDVMLRDLHIS-------------LEQPQEALAVVRATLVGLARAQTARQGLAGSDAPAVRQTGHFGNDVLVRHIIGLDPG-----QRGVAVAEP--VEPGTQLVFCQRNAQAAKADLIRVCAEIREELEPEELPLEAVAALHASEAEAAPHPARGIAGAIYVSCAGRGGPHFGG--PSAELQIIRRALGD--------------VPLVGFFAGGEIA---- 

gi|67935255|ref|ZP_00528278.1| 034-399 --------------------ALDLYKDFLGEE--------------RAVRLPGVCLEYPFGIIDTNLS----------------IDGEPLFQLRCGLSVDHK-----KGTISLAAS--IPEGSAVTLTTASRGDIIKGARSAAEQAKASLQG-----------------------AAPQAVVMFSCVGRKLVLGRR--IQEEVAVVQECLGK-------------DVPLIGFYTYGEIGPVD- 

gi|67918377|ref|ZP_00511976.1| 038-405 --------------------ALDLYKDFLGEE--------------RSARLPGVCLEYPFGLIDPALS----------------TGGEELFQLRCGLSVDHA-----KGTISLAAS--IPSGSSVTLTTASRGDIIQGARFAAEQAKACLSG-----------------------AIPRLVVMFSCVGRKLVLGRR--IQEEAATIKECLGS-------------DVPLIGFYTYGEIGPVN- 

gi|67938367|ref|ZP_00530894.1| 034-401 --------------------ALGLYREFLGDE--------------RSARLPGICMEYPFGLIDEEAG----------------ESGERYFQIRCGLSVDEK-----QGSITMAAS--IPEGSAVTLTTGSRGDVINGAREAAEQAMRRLGG-----------------------AKPELIIMFSCVGRKLVLGRR--ITEEVDVVRKTVGY-------------DVPIIGFYTYGEIGPID- 

gi|17134018|dbj|BAB76580.1|    032-380 --------------------ALEFYRHYLG--------------------QLPPSMEYPLAVFTHDET---------------------SFYLRAPIAYDEQ-----SGSITFFAD--IPEQASINMAEAGKDDILAASQASFMTAFKNYPG-----------------------TEPAGVLFFSCVARRQLLGTQ--AQQEYLNTKNILSK-------------DLPCCGFYCNGEISPIQ- 

gi|75702095|gb|ABA21771.1|     033-381 --------------------ALEFYRHYLG--------------------QLPPSMEYPLAVFTHDKT---------------------SFYLRAPIAYDEQ-----LGSVTFFAD--IPEQASINMAEAGKSDILAASQASFMTAFKNYPG-----------------------TEPAGVLFFSCVARRQLLGTQ--AQQEYLNTKNISNK-------------YLPSCGFYCNGEISPIK- 

gi|23126385|ref|ZP_00108283.1| 033-381 --------------------ALDFYHHYLG--------------------LLPPSMEYPLAVFDQNRD---------------------NFYIRAPIAYNQD-----SGSITFFAD--IPDRAVIQIAEACYEDILAASKASFMNALNNYPG-----------------------AEPSAVLFFSCVARRQILGTR--AKEEYQNTKLCLTY-------------HLPGCGFYSYGEIAPID- 

gi|48863020|ref|ZP_00316914.1| 038-395 --------------------ALQLYKQHLGEH---------------AQSLPSAGLLFPLTIREEGSN---------------------TTLVRTILGVDEK-----DQSVTFAGN--VPTGQYARFMKANFSRLVSGAENAANESVKHFNS-----------------------DEAELAVLVSCVGRKMILKQR--TEEEVEAVRSVLGP-------------QVAVTGFYSYGEISPHT- 

gi|71491969|gb|EAO24282.1|     025-379 --------------------ALELYKKYLGEH---------------AEGLPATGVFFPLSISGEEVA---------------------ESLVRTILAVNEE-----EQSLTFGGD--VPTGAYARMMKANLDRLIDGAVTAAESILSVVNN-----------------------ASPELAILISCFGRRSILKQR--TEEEVEAVSDVFGS-------------GCMLTGFYSYGEISPFK- 

gi|83647196|ref|YP_435631.1|   024-376 --------------------ALSLYKDYLGDY---------------ANGLPATALLFPLLVKLADN----------------------HYVVRTILGINES-----ERSMTFAGD--MPQGAAARFMKANFERLVEGAASAAEQSRFS--GG----------------------RQPQLALLVSCVGRKMVLKQR--TEEEVESVREVLGA-------------DTAICGFYSYGEISPVV- 

gi|27350541|dbj|BAC47551.1|    025-379 --------------------ALDLYKSYLGPH---------------ADQLPSSALLFPILVTEAKGG---------------------QGVVRTVLSVDEQ-----KKSMTFAGD--IPQGGTAQLMKTNVDDLVDGATAAANASLSGLGG-----------------------RRPDLAILVSCVGRKLVMKQR--TEEEVEAIRNVFGA-------------DAKISGFYSYGELCPFM- 

gi|82947377|dbj|BAE52241.1|    023-375 --------------------ALDLYKRYLGDE---------------AQGLPGSALLFPLSIRPAGED-------------------AGGEVVRTIVGIDEQ-----AKSMIFAGD--VPTGHLARLMRGNFDNLVDGAGRAAEAASAS--------------------------VGPCLGLLVSCIGRKLLMGQR--IAEEVEIVSDVLGK-------------TASLMGFYSYGEISPHG- 

gi|46201521|ref|ZP_00054896.2| 001-349 --------------------ALDLYKRYLGEE---------------AQGLPGSALLFPLSIRPSGDD-------------------AGAEVVRTIVGIDEE-----AKSMIFAGD--VPTGHLARLMRGNFDNLVDGAGRAAEAAAAI--------------------------KGPSLGLLVSCIGRKLLMGQR--IAEEVEIVSDVLGK-------------EASLMGFYSYGEISPHG- 

gi|52627645|gb|AAU26386.1|     026-388 --------------------ALKLYKTYLGDR---------------ASELPAAGLLYPLAIRNPSAP-------------------DSQHIVRTILGVNEE-----EQSLIFAGD--LPQGYYAQLMRANFDRLIVSANEAGENANDRLFKNGNL------------------NTQPVLAIDISCVGRRLVLGEL--TEEETETTLQSLPP-------------KSIQIGFYSYGELSPLA- 

gi|53750110|emb|CAH11502.1|    025-387 --------------------ALKLYKTYLGDR---------------ASELPASGLLYPLAIRNPSAP-------------------DSQHIVRTILGVNEE-----EQSLIFAGD--LPKGYYAQLMRANFDRLIVSANEAGENANDRLFKNGSL------------------NTQPVLAIDISCVGRRLVLGEL--TEEETETTLQSLPP-------------KSMQIGFYSYGELSPLA- 

gi|53753115|emb|CAH14562.1|    025-387 --------------------ALKLYKTYLGDR---------------ASELPAAGLLYPLAIRNPDVP-------------------ESQHIVRTILGVNEE-----EQSLIFAGD--LHQGYYAQLMRANFDRLIVSANEAGENANNRLFKNGNL------------------NTQPVLAIDISCVGRRLVLGEL--TEEETETTLQSLPP-------------KSIQIGFYSYGELSPLA- 

gi|27360950|gb|AAO09860.1|     025-375 --------------------ALSIYKTYLGDL---------------AQELPASGLRFPLEISVPGQE---------------------LKLVRTLLAIDEA-----QGSITFAGN--VPKGVTAKLMRASSESLIEGARNAASLCHHDS-------------------------SSPALAILISCVGRRLLLRQL--AEDEVEAVSEELGE-------------NTRVCGFYSYGEIAPSS- 

gi|37199898|dbj|BAC95727.1|    025-375 --------------------ALSIYKTYLGDL---------------AQELPASGLRFPLEISVPGQE---------------------LKLVRTLLAIDEA-----QGSITFAGN--VPKGVTAKLMRASSESLIEGARNAASLCHHDS-------------------------SSPALAILISCVGRRLLLRQL--AEDEVEAVSEELGE-------------NTRVCGFYSYGEIAPSS- 

gi|68247588|gb|EAN29673.1|     039-395 --------------------ALNVYKKYLDVY---------------AKDLPASGLLFPFEMLNADHE--------------------QVGLIRTILGVDEA-----QGSLVLAGD--IDGDGYLRLMHANTNGLVGGAEQAAIATRERAGAH----------------------SQGGVAILVSCVGRKLVMGDQ--VDEEVEVVASVLGD-------------DVLLTGFYSYGEISPFS- 

gi|71849371|gb|AAZ48867.1|     008-362 --------------------ALEIYRRYLGDH---------------ARNLPASGLLFPFAMLGEDHN--------------------AIGLIRTILGIDEE-----TGSLILAGE--IDPDGYLRLMHASTDKLVNGAEAAAEAAAAMLQS-----------------------SGTTLAILVSCVGRKLVMGNR--VDEEVEAVGEVFGN-------------KAVLTGFYSYGEISPFT- 

gi|86130607|ref|ZP_01049207.1| 024-376 --------------------ALDLYKRYLGDK---------------AAELPGSALIYPLNVKSQENE---------------------QSFVRTILNIDEE-----QNAMILAGD--VPEKATVQLMMTNMDNIAVASETAASRAMEGRK------------------------TPPELALLISCIGRKLVLDQR--VEEEVDEVMSVIGN-------------DTTIAGMYSYGEIAPFY- 

gi|86133506|ref|ZP_01052088.1| 024-380 --------------------ALDLYKTYLGEK---------------SKELPGAALLYPLNVKSKDDK---------------------KSIVRTILNINEE-----DNSMILAGD--ILEGSQVQLMMTNVDSIVNAAEIGAEKALAERK------------------------NAPELAILVSCIGRKLVLDQR--VEEEVEEVMEVIGA-------------NTLVSGFYSYGEIAPFE- 

gi|86142594|ref|ZP_01061033.1| 024-377 --------------------ALDLYKNYLGEK---------------ASELPQASLFYPLSVQFKDKK---------------------RPLVRTILNIDEA-----SNAMVLAGD--APEGAKVKLMMATVDGIVDGALEAAKRAVKHRE------------------------HPCQLAILVSCVGRKLVMDQR--VEEEVEEVCEVLGN-------------QAVISGFYSYGELAPFS- 

gi|82747131|ref|ZP_00909631.1| 024-378 --------------------ALDLYKEYLGEY---------------ASRLPVSGLLFPLNIRSRDNK---------------------YSYVRTVAGIDEK-----TNSLRFAGE--IPEGYYGKLMRANFNNLINGSIKAAENSITSINC-----------------------EDIKLAILVSCRGRRVVLNQI--IDEELEGVRSILGN-------------DVIFTGFYSNGEIAPSN- 

gi|68212291|ref|ZP_00564128.1| 025-380 --------------------ALPLYRMYIGEQ--------------NAKALPGSGLRFPFAVIEEGKR--------------------EVEKVRTLLAIDPE-----ENSLTFAGN--VEEGETVRLCQTTHDRLVEGAGGAARLVTANLDT-----------------------SQPGLALCVSCVGRKLVMAEQ--IADEIQAVQQTLGS-------------QTALTGFYSYGEFCPRP- 

gi|48863984|ref|ZP_00317877.1| 029-377 --------------------AFEIYREKVEAASGER---------FDDTNFFSIAKTYPLGIEGLDG----------------------SLTVRDPINLR-------GTKLMCVGE--VPQNSTVYILKGRREGLIKAAGVAAATAYNAYRRQSATTP--------------------YSGLLFDCISRSLFLESQ--FEQELALIQHTLGD-------------NGICVGALTLGEISNTS- 

gi|71143642|gb|AAZ24115.1|     030-376 --------------------AYEVYCQTIESATEYT---------FNNTDFFDIAKNFPLGIKDINN----------------------NIIVRDPILAK-------NNHLQCFGN--IPINSMVYLLESNIDSLVASTEKAAIALLSKLNKT-----------------------TITTTMVFDCISRALFMEDE--FEKELNVIAEHCH--------------LGALFGVLSLGEIANSQ- 

gi|76793018|ref|ZP_00775511.1| 029-277 --------------------AAQLYERVVQEHSKLS---------FDKHEFFDIAKTFPFGLARLDD----------------------EVLIRDPLKLE-------GSGLVCAGD--IPENTMLYIMCGDAEKLIAAASGAVNQALSTLNDT----------------------HEVTDCFLFDCVSRQLFLQDK--FATELDLIHREIAP-------------PYRTVGALVLGEIELGA- 

gi|55377251|ref|YP_135101.1|   034-427 --------------------AFEAWRDAIREDAMETYDIDVDELEAGSEDLVMLLGRYELGIESEPESDADGLASRIKTFIESKLISTTGYNIRWPGHTTDT-----EGPLDFAVT--VSEGTEVVVTHSNKSDQVYAVRNAANNAVNELRGG-----------------------SVAGGFVYDCACRAMILGED--FDDAVDTIHSAIDA---------------PFAGFETYGEVCSAD- 

gi|55378177|ref|YP_136027.1|   040-403 --------------------AFEVWKDAVRDHVAERTGIAVDDVPVGSAELRKLMVAYLFGID-QGE-----------T-----------YKIRWPRTAIEE-----TGALQFAVD--IPEGTVLRIMHGNRADQIASAEQAAADAVSLCDGN------------------------IAGAFVYDCACRQILFDDA--FSSAVDGITSTLSA---------------PVAGFETYGELCMQA- 

gi|58803052|gb|AAW82651.1|     031-385 --------------------AAKRYAEILGVG-----------VEELEFGTPRGFAVRPTALRVG-----------------------REYFIRAAWSPQE------DGSILFANL--LEEGTELELMKLGDMAGMTRSFFTDEVPRRVQ--------------------------NPQAALLFHCGGRMWYASAT--NTAQQLAETLKA---------------APTAAGMNVHFEIYSG-- 

gi|87118909|ref|ZP_01074808.1| 033-363 --------------------AQQVFNRYLGNG---------------SSTDIKVMNLFALKYKTS-----------------------HKETHSVPLSFAE------NGGIIMSEP--LPVGAQIKFVYFHPWPSLQGSLEKLNLLYQHPPE---------------------------SIFTFNCISRDQDPILN---ENSKLKLLSQVQE----------------LNGTYCYGEFFTSD- 

gi|83589544|ref|YP_429553.1|   030-374 --------------------ALERYSALVGAY--------------DKNDFSCYSMKYPLGLPCAG----------------------GEFIIRDPLKAEE------DGGILFVTE--IPENTIATLMEGDTASLLAAAEEVSKKALNTPAAP-------------------------KTFMVFDCVSRYLLMGE--DFSREMEAIAKNIKA-------------EIPVIGMLSFGEISSIS- 

gi|34483007|emb|CAE10006.1|    025-360 --------------------PVKFYEKYLGSH--------------------VSPIEFPLIVKKN-----------------------GVKTARAVIARHS------DGTLSFAGN--LSEGDKVKIGFGDAKSLFRDPIKAMKKLHQIQA---------------------------QTFFLYSCMARRRYMPDL--IRFEVEPFARL-----------------APTAGFFTYSEFFHSQ- 

gi|82748819|ref|ZP_00911295.1| 028-365 --------------------VKEFYNKYLGTN--------------NNDQILRMGNKFPLMVKRN-----------------------NRYFSTHILKFIN------AEEALISTK--LDIGEKIRIGFGDLREILQSAKEMYSEITRCPC---------------------------ESLLIYSCDSRKNIFKK--VNAKEIIPFKDLS------------------VGGFYTFGEFNNVD- 

gi|71849105|gb|AAZ48601.1|     024-374 --------------------AFDVYQEIIKAQ---------YGIALTRENFYEYAVHFPVGILRAN----------------------GAVVVRIPVALAD------DGSLFCVGE--IPENSMLVLLQAPEAGANACIAHLAENLRGIHGDLAG-----------------------AQLLTFYCAGRRMHLGQG--AEKELAELHMATGVG--------------EMAGALSLGEIGSTV- 

gi|83643848|ref|YP_432283.1|   028-384 --------------------AMDFIERETGKP-----------------VLQSDRGITSLSIIDSDEP--------------------GITRLRSIVPDFSV-----SERFLGLYGG-IEQGKTVQVCLAQPQTIISEVYKIAEKARNQGVKP-------------------------VAAIIVSCVGRKWLLGQE--IEHEILALAEHFGA-------------ALPIAGFPSFGEIGPLK- 

gi|19887261|gb|AAM02007.1|     048-411 --------------------AADYYADVVGKP--------------VEELDDSVFMWNPLGWEIFG----------------------REIIVREPAFVED------DGSMIFHSRS-PAAGALIRLEPT-EENMRETARRVTERAMRRADIRDP--------------------EEIALVLVFDCAHR---------DCDAQYDAIREVVGD------------DVPIVGFKTYGEHG---- 

gi|82748402|ref|ZP_00910887.1| 019-341 --------------------ASIEYARVLNVK---------------ESDLPNYFMNNPLGKMYED-----------------------EIFISSPMKVNP------DKSITFYCQ--VMSNTFVEVLKPVDPISQVRNTVEKIGFK------------------------------PSFMLSINCILRSLKFQED--NIWKAIDKELLSF--------------CPNTAGFVSYGEQFYK-- 

gi|82745669|ref|ZP_00908180.1| 026-365 --------------------AALVMAQALNTT---------------VENLPKYLDSYPLGRIIG------------------------SDLYITANQIVTK-----NNGMSYHAK--VYNNSKMVLLEPDDYKNVNNETIATVKKEVPNPS---------------------------LAIMVNCLARSMLFETD--GYLNEFAKNMGNAL--------------GNYIGFAGYGEQLR--- 

gi|85860598|ref|YP_462800.1|   079-451 --------------------AADVFAEFHDLK-------------------KADLESKPLFEQNLNHLGMRDALG--------------HYTIFTPRCFTP------EGGILLAHP--APEGAFLVLMEAVEDDMIAAGKNTLRQAMMQSGIN-----------------------RPAAILVCSCFLRMLLLGNR--IDEEIAAITDIMPG--------------TPVTGFYSAGEQGSND- 

gi|68209996|ref|ZP_00561863.1| 033-395 --------------------AWKCLTDNLGLP-----------------ETAQLADTIPIGALAEELPESLQEEYG-------------NTHILRVIAKKGP-----DGSIYMPVD--CPEGTKLCLTKRDEDRIFDGLDQMVGQIVERCDGR-----------------------RPVAVFHADCVARGRGMLNCILKDEIVARMQYPLCN-----------GEDIPWLGMYGLGEFARLG- 

gi|71545550|ref|ZP_00666476.1| 032-403 --------------------IVEVIDELYGNT---------------EWRKSYPVALLTLGQNHGPRFG---------------AYREDRYVNRLITGVLPD-----GRGVNIFEPD-FECGSEIQFMLRDSGKMIKSARKNSSGLMRHITEEAG--------------------RKPLFGLYIDCAGRSGGCSN--TASEEAAEVQDVFNR------------YGVPLLGFYSGVEIAPLL- 

gi|19887745|gb|AAM02379.1|     030-409 --------------------ALDVYEEVVGEE-----------------IGMETLLKYPLGVEDPGP--------------------RPYHLIRTPFEVDEE-----ERTLKLVAQ--LPSGVAVRVMEPGDVEDSFKRAVQRALEDAGSP------------------------DELGAVLVFNCMARHLIVD---TDDAVDLLRDLVSE--------------DVPIFGFNCYGEYGLTP- 

gi|1500521|gb|AAB99648.1|      028-408 --------------------AYQRYLEMLSEY------------TKLPMDIIKKYFYRDLRRLDFYLVHPLGFMDIN------------GNYITAFLERVEE-----N-TLVFRRD--ILEGSFLVLMKTDIEKQVKSIVDELKKAEDFENP---------------------------LIFINECYGREVLKNS--MFREFEEDILKYFLNFYKAGKKVEEYVIEDNCIGWLSYGETIAKD- 

gi|56379075|dbj|BAD74983.1|    024-329 --------------------ASSYLERYLGKE--------------FIERLPFSGMEFPFLIERN-----------------------GRDVCLPIVAVNQ------DGSVAVRGH--VHNGEKVRFAYIHAASLYWSARDVAMQTAKQPA--------------------------EGMLLYYSAALSG-------YTRPLFDGVAAVFG-------------QAALFPAVEV--------- 

gi|45047734|emb|CAF30861.1|    037-381 --------------------AVKRYIEISGYK----------GTVNELEKDPEFYLSHPLGILDTTG----------------------DIHLKGPISIK-------NKKLITGSN--ISNSNELKIENIDKNAIKNIFETNTSVLNNTQP--------------------------HYEPALTFCNISSFLSEIN--PDEIEKLIEKSDIN---------------PFFGSSTFGEIS---- 

gi|19887245|gb|AAM01994.1|     028-395 --------------------AGEVYIEKLEEV---------TDYVKACPNEYVYKELPPLGVVRVFP--------------------SVGHRIIPRTPLEVT-----DDYIRTAGY--VVEGEQLLLLGFDDRPNAPVRAYQGSLSSGEE---------------------------PLASILVTFAGR-------------KPLKEEIPD---------------KHCVGMYSFGEIIPIT- 

gi|79546803|ref|NP_201157.3|   093-516 PSTLLTAKRRGEAEVLDGDQILDDIDNILENYIWE-------------------NDSYLGVIKRRKYS----------------IGLEEKPKIMSSLVFHQVNGSDDQDLLVDGAGI--KTGDQFQVYLPDLKVAEAALNDVSAQLRNLKSKPNK------------------PEVVGGFAFVGSCRGDSFFGC----PNADSSPFLENFPE--------------LPFGGIFCDGEIGRSL- 

gi|26451740|dbj|BAC42965.1|    093-470 PSTLLTAKRRGEAEVLDGDQILDDIDNILENYIWE-------------------NDSYLGVIKRRKYS----------------IGLEEKPKIMSSLVFHQVNGSDDQDLLVDGAGI--KTGDQFQVYLPDLKVAEAALNDVSAQLRNLKSKPNK------------------PEVVGGFAFVGSCRGDSFFGC----PNADSSPFFREL--------------------------------- 

gi|72021153|ref|XP_794413.1|   314-483 -------------FISGVQQAAAELQRLFQEKARK-----------------------NPVIAGGIVN---RLL----------------SKGLCSKSEES-----SGVIGVTFSGPNVKAISVILNEQVRTRSEAKTAIARLKEANLPVRPKF------------------------SLGFMFACAGRGQHFYE-E-DNVESEEFHKLFPD--------------TPLFGFFGGGEIGCYN- 

gi|71895673|ref|NP_001025716.1 218-383 --------------------ATRFLHQIVNPLNEK-----------------------SIILAGGQVESFTSLI----------------SENNNAQPSDA-----CGVVGLAFSGPQIQSATVLLDQDVADERTAEAAMQRLKAANIPECN--------------------------TIGFMFACVGRGYRHYKTK-RNMEADAFRKFFPS--------------VPLFGFFGHGEIGCDR- 

gi|76647173|ref|XP_616744.2|   282-447 --------------------ASNYLQRVVSTFSDM-----------------------NVILAGGQVDNLASLT----------------SEKSPLD-IDA-----TGVVGLSFSGHQVQGATVLLNEDVNDEKTADAAMQRLKAANIPEQN--------------------------TIGFMFACVGRGSQYYRAK-KNVEADAFRKFFPS--------------VPLFGFFGNGEIGCDR- 

gi|74001045|ref|XP_544796.2|   231-395 --------------------ANNYLQRVVSAFSDM-----------------------NVILAGGQVDNLASLT----------------SDKQPLD-IDA-----TGVVGLSFSGHRIQSATVLLNEDVNDEKTVEAAMQRLKAANIPERN--------------------------TIGFMFACVGRGFQYYRAK-GNVEADAFRKFFPS--------------VPLFGFFGNGEIGCDR- 

gi|55726460|emb|CAH89999.1|    232-397 --------------------ASNYLQQVVSTFSDM-----------------------NIILAGGQVDNLSSLT----------------SEKNPLD-IDA-----SGVVGLSFSGHRIQSATVLLNEDVSDEKTAEAAMQRLRAANIPEQN--------------------------TIGFMFACVGRGFQYYRAK-GNVEADAFRKFFPS--------------VPLFGFFGNGEIGCDR- 

gi|62898732|dbj|BAD97220.1|    232-397 --------------------ASNYLQQVVSTFSDM-----------------------NIILAGGQVDNLSSLT----------------SEKNPLD-IDA-----SGVVGLSFSGHRIQSATVLLNEDVSDEKTAEAAMQRLKAANIPEHN--------------------------TIGFMFACVGRGFQYYRAK-GNVEADAFRKFFPS--------------VPLFGFFGNGEIGCDR- 

gi|46255744|gb|AAH32540.1|     232-397 --------------------ASNYLQQVVSTFSDM-----------------------NIILAGGQVDNLSSLT----------------SEKNPLD-IDA-----SGVVGLSFSGHRIQSATVLLNEDVSDEKTAEAAMQRLKAANIPEHN--------------------------TIGFMFACVGRGFQYYRAK-GNVEADAFRKFLPS--------------VPLFGFFGNGEIGCDR- 

gi|78394960|gb|AAI07671.1|     228-392 --------------------ASNYLHRVVSTFSNM-----------------------NIILAGGQVDNLSSLT----------------CEKNPLD-IDA-----TGVVGLSFSGHRIQSATVLLNEDVNDTKTAEAAMQRLKAANIPEQN--------------------------TIGFMFACVGRGFQYYRAK-GNVEADAFRKFFPN--------------VPLFGFFGNGEIGCDR- 

gi|74213323|dbj|BAE43149.1|    128-292 --------------------ASNYLHRVVSTFSDM-----------------------NIILAGGQVDNLSSLT----------------CEKNPLD-IDA-----TGVVGLSFSGHRIQSATVLLTEDVNDAKTVEAAMQRLKAANIPEQN--------------------------TIGFMFACVGRGFQYYRAK-GNVEADAFRKFFPS--------------VPLFGFFGNGEIGCDR- 

gi|83016734|ref|XP_909859.1|   128-292 --------------------ASNYLHRVVSTFSDM-----------------------NIILAGVQVDNLSSLT----------------CEKNPLD-IDA-----TGVVGLSFSGHRIQSATVLLTEDVNDAKTVEAAMQRLKAANIPEQN--------------------------TIGFMFACVGRGFQYYRAK-GNVEADAFRKFFPS--------------VPLFGFFGNGEIGCDR- 

gi|55962546|emb|CAI11498.1|    222-381 --------------------GGRFLNKLLEPLSQS-----------------------NILVVGGQVE--REFT----------------NEPTCCS-EDS-----YGAVGLSISGSKVQGASVLVEQDVSTAKGAEATIQRLKAANIPERN--------------------------TMGFMFACVGRGHNSYNDQ-LNVEADAFRKIFSN--------------IPLLGFFGNGEIGCDR- 

gi|47217857|emb|CAG02350.1|    210-370 --------------------GRRFLKQLLDPLGKS-----------------------KALIAGGIVE--SAFS----------------PRSQCCD-LGG-----YGVVGLALSGPKVQGASVLLDQDVVNPKGAEATVRRLKAAKIPEGN--------------------------TLGLMFACVGRGRSYYN-Q-SDVESSAFRKVFPT--------------VPLFGLFGNGEIGCDR- 

gi|24659489|gb|AAH39024.1|     128-293 --------------------ASNYLQQVVSTFSDM-----------------------NIILAGGQVDNLSSLT----------------SEKNPLD-IDA-----SGVVGLSFSGHRIQSATVLLNEDVSDEKTAEAAMQRLKAANIPEHN--------------------------TIGFMFACVGRGFQYYRAK-GNVEADAFRKFFPS--------------VPLFGFFGNGEIGCDR- 
 

 

File 1:  FIST_N (A) and FIST_C (B) multiple sequence alignments. 

 Multiple sequence alignment and amino acid consensus of all FIST_N subdomains. Amino acids are colored by secondary structure 

prediction:  (red) alpha helix, (blue) beta strand. The alignments should be viewed at high zoom for detail. 

 


