
Nterminus
 #                               10        20        30          40        50        60        70        80        90        100       110       120       130       140       150       160       170       180
                                  |         |         |           |         |         |         |         |         |         |         |         |         |         |         |         |         |         |

 Es.c   ----------------MAIDENKQKALAAALGQIEKQFGKGSIMRLGEDRSMD--VETISTGSLSLDIALGAGGLPMGRIVEIYGPESSGKTTLTLQVIAAAQREGKTCAFIDAEHALDPIYARKLGVDIDNLLCSQPDTGEQALEICDALARSGAVDVIVVDSVAALTPKAEIEGEIGDSHMGLAARMMSQAMRKLAGNLKQS
 Sh.f   ----------------MAIDENKQKALAAALGQIEKQFGKGSIMRLGEDRSMD--VETISTGSLSLDIALGAGGLPMGRIVEIYGPESSGKTTLTLQVIAAAQREGKTCAFIDAEHALDPIYARKLGVDIDNLLCSQPDTGEQALEICDALARSGAVDVIVVDSVAALTPKAEIEGEIGDSHMGLAARMMSQAMRKLAGNLKQS
 En.a   ----------------MAIDENKQKALAAALGQIEKQFGKGSIMRLGEDRSMD--VETISTGSLSLDIALGAGGLPMGRIVEIYGPESSGKTTLTLQVIAAAQREGKTCAFIDAEHALDPIYAKKLGVDIDNLLCSQPDTGEQALEICDALTRSGAVDVIIVDSVAALTPKAEIEGEIGDSHMGLAARMMSQAMRKLAGNLKNA
 Se.m   ----------------MAIDENKQKALAAALGQIEKQFGKGSIMRLGEDRSMD--VETISTGSLSLDIALGAGGLPMGRIVEIYGPESSGKTTLTLQVIAAAQREGKTCAFIDAEHALDPIYAKKLGVDIDNLLCSQPDTGEQALEICDALTRSGAVDVIIVDSVAALTPKAEIEGEIGDSHMGLAARMMSQAMRKLAGNLKNA
 Pr.v   ----------------MAIDENKQKALAAALGQIEKQFGKGSIMRLGEDRSMN--VETISTGSLYLDVALGAGGLPRGRIVEIYGPESSGKTTLTLQVIAAAQREGKICAFIDAEHALDPIYAQKLGVDIDNLLCSQPDTGEQALEICDALSRSGAVDVIVVDSVAALTPKAEIEGEIGDSHVGLAARMMSQAMRKLAGNLKNS
 Ye.p   ----------------MAIDENKQKALAAALGQIEKQFGKGSIMRLGEDRSMD--VETISTGSLSLDIALGAGGLPMGRIVEIYGPESSGKTTLTLQVIAAAQREGKTCAFIDAEHALDPIYAKKLGVDIDNLLCSQPDTGEQALEICDALTRSGAVDVIIVDSVAALTPKAEIEGEIGDSHMGLAARMMSQAMRKLAGNLKNA
 Pr.m   ----------------MAIDENKQKALAAALGQIEKQFGKGSIMRLGEDRSMN--VETISTGSLSLDVALGAGGLPRGRIVEIYGPESSGKTTLTLQVIASAQREGKICAFIDAEHALDPIYAQKLGVDIDNLLCSQPDTGEQALEICDALSRSGAVDVIVVDSVAALTPKAEIEGEIGDSHVGLAARMMSQAMRKLAGNLKNS
 Er.c   ----------------MAIDENKQKALAAALGQIEKQFGKGSIMRLGEDRSMD--VETISTGSLSLDIALGAGGLPMGRIVEIYGPESSGKTTLTLQVIAAAQREGKTCAFIDAEHALDPIYAKKLGVDIDNLLCSQPDTGEQALEICDALTRSGAVDVIIVDSVAALTPKAEIEGEIGDSHMGLAARMMSQAMRKLAGNLKQA
 Vi.a   ----------------KVMDENKQKALAAALGQIEKQFGKGSIMRLGDNRTMD--VETISTGSLSLDIALGAGGLPMGRIVEVYGPESSGKTTLTLELIAAAQRVGKTCAFIDAEHALDPIYAKKLGVNIDELLVSQPDTGEQALEICDALARSGAIDVIVIDSVAALTPKAEIEGEMGDSHMGLQARMLSQAMRKLTGNLKQS
 Vi.c   ------------------MDENKQKALAAALGQIEKQFGKGSIMRLGDNRAMD--VETISTGSLSLDIALGAGGLPMGRIVEIFGPESSGKTTLTLELIAAAQREGKTCAFIDAEHALDPVYAKKLGVNIDELLVSQPDTGEQALEICDALARSGAVDVIVVDSVAALTPKAEIEGEMGDSHMGLQARMLSQAMRKLTGNLKQS
 He.i   ----------------MATQEEKQKALAAALGQIEKQFGKGSIMKLGDTKTLD--VESISTGSLGLDVALGIGGLPMGRIVEIFGPESSGKTTLTLSVIAQAQKAGKTCAFIDAEHALDPIYAAKLGVDVKELFVSQPDNGEQALEICDALVRSGAIDVIIVDSVAALTPKAEIEGDMGDSHMGLQARLMSQALRKLTGQIKNA
 Ps.f   ------------------MDDNKKKALAAALGQIERQFGKGAVMRMGDHDRQA--IPAISTGSLGLDIALGIGGLPKGRIVEIYGPESSGKTTLTLSVIAQAQKMGATCAFVDAEHALDPEYAGKLGVNVDDLLVSQPDTGEQALEITDMLVRSNAIDVIVVDSVAALVPKAEIEGEMGDMHVGLQARLMSQALRKITGNIKNA
 Ps.p   ------------------MDDNKKRALAAALGQIERQFGKGAVMRMGDHERQA--IPAISTGSLGLDIALGIGGLPKGRIVEIYGPESSGKTTLTLSVIAEAQKNGATCAFVDAEHALDPEYAGKLGVNVDDLLVSQPDTGEQALEITDMLVRSNAVDVIIVDSVAALVPKAEIEGEMGDMHVGLQARLMSQALRKITGNIKNA
 Ps.a   ------------------MDENKKRALAAALGQIERQFGKGAVMRMGDHERQA--IPAISTGSLGLDIALGIGGLPKGRIVEIYGPESSGKTTLTLSVIAEAQKQGATCAFVDAEHALDPDYAGKLGVNVDDLLVSQPDTGEQALEITDMLVRSNAVDVIIVDSVAALVPKAEIEGEMGDAHVGLQARLMSQALRKITGNIKNA
 Az.v   ------------------MDENKKRALAAALGQIEKQFGKGAVMRMGDHERQA--IPAISTGSLGLDIALGIGGLPKGRIVEIYGPESSGKTTLTLSTIAEAQKQGATCAFVDAEHALDPDYAAKLGVNVDDLLVSQPDTGEQALEITDMLVRSNAVDVIIVDSVAALVPKAEIEGEMGDQHVGLQARLMSQALRKITGNIQNA
 Le.p   ------------------MEENKQKALSAAVSQIERQFGKGSVMRMGDSTVSRD-IEAISTGSLGLDIALGIGGLPKGRIVEIYGPESSGKTTLTLQVIAECQKMGGTAAFIDAEHALDPSYAQKLGVKVDELLVSQPDTGEQALEITDMLVRSAAVDVVIIDSVAALTPKAEIEGEMGDSHVGLQARLMSQALRKLTANIKRS
 Acn.c  ------------------MDDNKSKALQAALSQIEKQFGKNTVMRLGDNTVQA--VEAVSTGSLTLDIALGIGGLPKGRIVEIYGPESSGKTTMTLQAIAQCQKAGGTCAFIDAEHALDPQYARKLGVDIDNLLVSQPDHGEQALEIADMLVRSGAIDLIVVDSVAALTPKAEIEGEMGDSHMGLQARLMSQALRKITGNAKRS
 Bd.p   ----------MDDKTSKAAAAEKAKALAAALSQIEKQFGKGSIMRYGDNEVEHD-IQVVSTGSLGLDIALGVGGLP-AAVIEVYGPESSGKTTLTLQVIAEMQKLGGTCAFVDAEHALDVQYASKLGVNLTDLLISQPDTGEQALEITDALVRSGSVDLIVIDSVAALVPKAEIEGEMGDSLPGLQARLMSQALRKLTATIKRT
 Bu.p   ------------------MTAEKSKALAAALAQIEKQFGKGSIMRMGDGEAAED-IQVVSTGSLGLDIALGVGGLPRGRVVEIYGPESSGKTTLTLQVIAELQKLGGTAAFIDAEHALDVQYAAKLGVNVPELLISQPDTGEQALEITDALVRSGSIDMIVIDSVAALVPKAEIEGEMGDSLPGLQARLMSQALRKLTGTIKRT
 Mm.c   ------------------MDDNKSKALAAALSQIEKQFGKGSIMRMGDADIGED-LQVVSTGSLGLDIALGVGGLPRGRIIEIYGPESSGKTTLTLSAIAEMQKLGGVAAFIDADDALDPQYASKLGVNVPELLISQPDTGEQALEIADMLVRSGSVDIVVVDSVAALTPRAEIEGEMGDSHMGLQARLMSQALRKLTGNIKRT
 Mb.f   ------------------MDENRSKALAAALSQIEKQFGKGSIMRMGDTDVAAD-IQAVSTGSLGLDIALGIGGLPRGRIVEIYGPESSGKTTLTLSVIAQMQKLGGTAAFIDAEHALDPVYAQKLGVNVSDLLISQPDTGEQALEIADMLVRSGSVDVVVVDSVAALTPKAEIEGEMGDSHMGLQARLMSQALRKLTANIKRT
 Tb.f   ------------------MDEQRSKGLSAALSQIDKQFGKGAVMRLGDHNAIKD-IEVYSTGSLGLDLALGVGGLPRGRVVEIYGPESSGKTTLTLHAIASCQAAGGTAAFIDAEHALDPGYAHKLGVDLENLLISQPDTGEQALEIADMLVRSGAVDLIVIDSVAALTPKAEIEGEMGDSHVGLQARLMSQALRNLTANISRS
 Acd.f  -----------------MDEPGGKIEFSPAFMQIEGQFGKGAVMRAGDKPGIND-PDVKSTGSLGLDGALGQGGLPRGRVVEIYGPESSGKTTLTLKAIASAQAEGATPAFTDAEHALDPGFASKLGVNVKRLLISQPDTGEQALEIADMLFRSGAVDVIVKDSVAALTPKAEIEGEMGDSHQGLHARLMSQALRNKTANISRW
 Ne.g   ------------------MSDDKSKALAAALAQIEKSFGKGAIMKMDGSQQEEN-LEVISTGSLGLDLALGVGGLPRGRIVEIFGPESSGKTTLCLEAVAQCQKNGGVCAFVDAEHAFDPVYARKLGVKVEELYLSQPDTGEQALEICDTLVRSGGIDMVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLTGHIKKT
 Rz.p   ------MSQNSLRLVEDKSV-DKSKALEAALSQIERSFGKGSIMKLGSNENVIE-IETISTGSLGLDIALGVGGLPKGRIIEIYGPESSGKTTLALQTIAESQKKGGICAFVDAEHALDPVYARKLGVDLQNLLISQPDTGEQALEITDTLVRSGAVDVLVVDSVAALTPRAEIEGEMGDSLPGLQARLMSQALRKLTASISKS
 Rz.v   --------------------VDKSKALEAALSQIERSFGKGSIMKLGSNENVVE-IETISTGSLGLDIALGVGGLPRGRIIEIYGPESSGKTTLALQTIAEAQKKGGICAFVDAEHALDPVYARKLGVDLQNLLISQPDTGEQALEITDTLVRSGRVDVLVVDSVAALTPRAEIEGEMGDTVPGLQARLMSQALRKLTASISKS
 Rz.m   ------MAQNSLRLVEDKSVMDKSKALEAALSQIERSFGKGSIMKLGAKDSVVE-IETVSTGSLGLDIALGIGGLPKGRIIEIYGPESSGKTTLALQTIAEAQKKGGICGFVDAEHALDPVYARKLGVDLENLLISQPDTGEQALEITDTLVRSGAIDILVIDSVAALVPRAEIEGEMGDSLPGMQARLMSQALRKLTASISKS
 Ag.t   ---------------EDKSV-DKSKALEAALSQIERSFGKGSIMKLGSNENVVE-VETVSTGSLSLDIALGIGGLPKGRIIEIYGPESSGKTTLALQTIAEAQKKGGICAFVDAEHALDPVYARKLGVDLQSLLISQPDTGEQALEITDTLVRSGAVDVLVIDSVAALTPRAEIEGEMGDSLPGLQARLMSQALRKLTASISKS
 Br.a   ------MSQNSLRLVEDNSV-DKTKALDAALSQIERAFGKGSIMRLGQNDQVVE-IETVSTGSLSLDIALGVGGLPKGRIVEIYGPESSGKTTLALHTIAEAQKKGGICAFVDAEHALDPVYARKLGVHLENLLISQPITGEQALEITDTLVRSGAIDVLVVDSVAALTPRAEIEGEMGDSH-GLQARLMSQAVRKLTGSISRS
 Ma.m   --------------------MDRQKALEAAVSQIERAFGKGSIMKLGGKDQVVE-TEVVSTRILGLDVALGIGGVPRGRIIEVYGPESSGKTTLALHIIAEAQKKGGTCAFVDAEHALDPSYARKLG-ALDELLISEPDAGEQALEIADTLVRPGAVDVLVVDSVAALVPRGELEGEMGDNHMGLHARLMSQALRKLTGSVSKS
 Act.p  --------------MAQAPGIDKSKALEGALSQIERAFGKGSIMRMGERPTEQ--VDVISTGSLGLDIALGIGGLPRGRIIEIYGPESSGKTTMALHAIAEAQRKGGTCAFIDAEHALDPGYARKLGVDVDNLLISQPDAGEQALEIADTLVRSGAVDVLVVDSVAALVPRAELEGDMGDSHVGLHARLMSQALRKLTGSVSRS
 Rh.s   --------------------MDKAKALESALAQIERQFGKGSIMKLGANSPVME-IEATSTGSLGLDIALGIGGLPKGRIIEIYGPESSGKTTLTLHVVAEEQKKGGVCAFVDAEHALDPQYAKKLGVNLDELLISQPDTGEQALEIVDTLVRSGAVNLIVVDSVAALTPKSEIEGDMGDMQMGSQARLMSQAMRKLTASIGRS
 Rh.c   ------MATTGLFEMNDKGKADKQKALECALAQIERQFGKGSIMKLGGDTPPPE-IEATSTGSLGLDIALGIGGLPKGRIVEIYGPESSGKTTLTLHCIAEEQKKGGVCAFVDAEHALDPYYAKKLGVSLEDLLISQPDTGEQALEIVDTLVRSGAVSLVVVDSVAALTPKAEIEGDMGDATVGAQARLMSQAMRKLTASIGRS
 Ri.p   -----------------MSNIDKERAIAAALAQIEKSYGKGSVMKLGQRPNVD--IEAISTGSLGLDIALGIGGVPKGRIIEIFGPESSGKTTLTLHLIAESQKKGGTCAFIDAEHALDPAYAKKLGVNIDELIISQPDTGEQALEIADTLIRSGGIDMIIIDSVAALVPKSEIEGEMGDAQMASQARLMSQALRKLTASINRT
 Mx.x1  ----------------MSKLAEKLKAVAAAVASIEKQFGRGSVMTLGGEAREQK-VAVIPSGSVGVDRALGVGGYPRGRVVEVFGNESSGKTTLTLHAIAQVQAAGGVAAFIDAEHALDVSYARKLGVRVEELLVSQPDTGEQALEITEHLVRSGAVDLIVVDSVAALVPRAEIEGEMGDAHMGVQARLMSQALRKLTGAVSRS
 Mx.x2  ----------------MAVNQEKEKAIELAMSAVERQFGKGSIMRLGNDEPMMRDVQAIPTGSISLDIALGVGGVPKGRIIEIFGPESSGKTTLCLHIVAEAQKRGGICGYVDAEHALDVGYARKLGVRTDDLLLSQPDTGEQALEIAEMLVRSGAIDVLVVDSVAALVPKAELEGEMGDAHMGVQARLMSQALRKLTGTIAKS
 He.p   ---------------MAIDEDKQ-KAISLAIKQIDKVFGKGALVRLGDKQVEK--IDAISTGSLGLDLALGIGGVPKGRIIEIYGPESSGKTTLSLHIIAECQKNGGVCAFIDAEHALDVHYAKRLGVDTQNLLVSQPDTGEQALEILETITRSGGIDLVVVDSVAALTPKAEIDGDMGDQHVGLQARLMSHALRKITGVLHKM
 Ca.j   -----------------MDDNKR-KSLDAALKSLDKTFGKGTILRLGDKEVEQ--IDSIGTGSVGLDLALGIGGVPKGRIIEIYGPESSGKTTLTLHIIAECQKAGGVCAFIDAEHALDVKYAKNLGVNTDDLYVSQPDFGEQALEIVETIARSGAVDLIVVDSVAALTPKAEIEGDMGDQHVGLQARLMSQALRKLTGIVHKM
 An.v   -------------MAINTDTSGKQKALTMVLNQIERSFGKGAIMRLGDATRMR--VETISTGALTLDLALG-GGLPRGRVIEIYGPESSGKTTVALHAIAEVQKEGGIAAFVDAEQALDPTYASALGVDIQNLLVSQPDTGESALEIVDQLVPSAAVDIVVIDSVAALVPRAEIEGDMGDAHVGLQARLMSQALRKITGNIGKS
 Sy.70  -------------MSAISNNPDKEKALNLVLNQIERNFGKGAIMRLGDAAQMK--VATIPSGALTLDQAMG-GGFPRGRIVEIYGPESSGKTTVALHAIAEVQKAGGVAAFIDAEHALDPTYSAALGVDIENLLVAQPDNGESALEIADQLVRSAAVDLIVIDSVAALVPRAEIEGEMGDVQVGLQARLMSKALRKIAGNMGRS
 Ar.t   SSEFDDRINGALSPDADSRFLDRQKALEAAMNDINSSFGKGSVTRLGSAGGAL--VETFSSGILTLDLALG-GGLPKGRVVEIYGPESSGKTTLALHAIAEVQKLGGNAMLVDAEHAFDPAYSKALGVDVENLIVCQPDNGEMALETADRMCRSGAVDLICVDSVSALTPRAEIEGEIGMQQMGLQARLMSQALRKMSGNASKA
 Myp.m  --MSTELQNTIENNDIRESQMWNSKELKEAIKEIEKMFGKGSIMVLGQSDNLN--IETFSSGSLLLDNALGIGGYPKGRIIEIYGPESSGKTTLSLHAICEVQKLGGIAAFIDAEHSLEPKYCQTLGIDTNKLLVSQPDNGEQALDILEMLINSNSIDLIVVDSVAALVPKTELDGEMSDQSIGLQARMMSKALRKLNWLIAKS
 Myp.p  ----------MSENNQSNQNNQINKIIKSTIEEIEKKFGNESIMLLGQKEKCD--VDVFSSGSYAINSALGIGGFPKGRIIEIFGPESSGKTTIALHTIAEIQKKNGFAAFIDVEHSIDPVYAKNLGIDIDNLLISQPDSGEQALEIVDILAKSGSIDLIVVDSVAALVPEAELNGEMKDQSIGLQARLMSKALRKITGSLSKN
 Ba.s   -------------------MSDRQAALDMALKQIEKQFGKGSIMKLGEKTDTR--ISTVPSGSLALDTALGIGGYPRGRIIEVYGPESSGKTTVALHAIAEVQQQR-TSAFIDAEHALDPVYAQKLGVNIEELLLSQPDTGEQALEIAEALVRSGAVDIVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLSGAINKS
 Sta.a  ------------------MDNDRQKALDTVIKNMEKSFGKGAVMKLGDNIGRR--VSTTSTGSVTLDNALGVGGYPKGRIIEIYGPESSGKTTVALHAIAEVQSNGGVAAFIDAEHALDPEYAQALGVDIDNLYLSQPDHGEQGLEIAEAFVRSGAVDIVVVDSVAALTPKAEIEGEMGDTHVGLQARLMSQALRKLSGAISKS
 Stc.p  ----MAKKPKKLEEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGERAEQK--VQVMSSGSLALDIALGSGGYPKGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKLIDSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKT
 La.la  ---MATKKKTNFDDITKKYGAERDKALADALALIEKDFGKGSLMRLGEAANQK--VSVVSSGSLALDIALGAGGYPKGRIVEIYGPESSGKTTVALHAVAAVQKEGGIAAFIDAENALDPEYAKALGVNIDELLLSQPDYGEQGLQIAEKLITSGAVDLVVIDSVAALVPKAEIDGEIGDSSVGLQARMMSQAMRKLAGHINKT
 Ac.l   -----------------MSDNKKQQALELALKQIEKQFGKGSIMKLGDGADHS--IEAIPSGSIALDIALGIGGYPRGRIIEVYGPESSGKTTLTLHAMASAQKQGGTVAFIDAEHALDPNYAKALGVDLDNLVLSQPDTGEQALDIAEALIKSGSIDMIVIDSVAALVPEAEIAGDMSANHVGLQARMMSQAMRKMSGVISKS
 Stm.l  -----------------MAGTDREKALDAALAQIERQFGKGAVMRMGDRTNEP--IEVIPTGSTALDVALGVGGIPRGRVVEVYGPESSGKTTLTLHAVANAQKAGGQVAFVDAEHALDPEYAKKLGVDIDNLILSQPDNGEQALEIVDMLVRSGALDLIVIDSVAALVPRAEIEGEMGDSHVGLQARLMSQALRKITSALNQS
 Stm.a  -----------------MAGTDREKALDAALAQIERQFGKGAVMRMGDRSKEP--IEVIPTGSTALDVALGVGGLPRGRVIEVYGPESSGKTTLTLHAVANAQKAGGQVAFVDAEHALDPEYAQKLGVDIDNLILSQPDNGEQALEIVDMLVRSGALDLIVIDSVAALVPRAEIEGEMGDSHVGLQARLMSQALRKITSALNQS
 Stm.v  -----------------MAGTDREKALDAALAQIERQFGKGAVMRMGDRTQEP--IEVISTGSTALDIALGVGGLPRGRVVEIYGPESSGKTTLTLHAVANAQKAGGQVAFVDAEHALDPEYAKKLGVDIDNLILSQPDNGEQALEIVDMLVRSGALDLIVIDSVAALVPRAEIEGEMGDSHVGLQARLMSQALRKITSALNQS
 Co.g   -----MHPKKTATKATAAKGNDRQKALDAALALIEKDFGKGAVMRLGDENRPP--IQTISSGNTAIDIALGIGGFPRGRIVEVYGPESSGKTTVALHAIAQAQKAGGIAAFIDAEHALDPDYARKLGVDTDALLVSQPDTGEQALEIADMLVRSGAIDIIVIDSVAALTPKAEIEGEMGDSHVGLQARLMSQALRKMTGALYNS
 Myb.t  ----------------MTQTPDREKALELAVAQIEKSYGKGSVMRLGDEARQP--ISVIPTGSIALDVALGIGGLPRGRVIEIYGPESSGKTTVALHAVANAQAAGGVAAFIDAEHALDPDYAKKLGVDTDSLLVSQPDTGEQALEIADMLIRSGALDIVVIDSVAALVPRAELEGEMGDSHVGLQARLMSQALRKMTGALNNS
 Myb.l  ----------------MAQVPDREKALELAMAQIEKNYGKGSVMRLGDEMCQP--ISVIPTGSIALDVALGIGGLPRGRIVEIYGPESSGKTTVALHAVANAQAVGGVAAFIDAEHALEPEYAKKLGVDTDSLLVSQPDTGEQALEIADMLIRSGALDIVVIDSVAALVPRAELEGEMGDSYVGLQARLMSQALRKMTGALSNS
 Ch.t   -----------------MSVPDRKRALEAAIAYIEKQFGAGSIMSLGKHSSAHE-ISTIKTGALSLDLALGIGGVPKGRIVEIFGPESSGKTTLATHIVANAQKMGGVAAYIDAEHALDPNYAALIGANINDLMISQPDCGEDALSIAELLARSGAVDVIVIDSVAALVPKSELEGEIGDVHVGLQARMMSQALRKLTATLART
 Bct.f  -----------------MASSEKLKALQAAMDKIEKSFGKGSIMKMGEEVVEQ--VEVIPTGSIALNAALGVGGYPRGRIIEIYGPESSGKTTLAIHAIAEAQKAGGIAAFIDAEHAFDRFYAAKLGVDVDNLFISQPDNGEQALEIAEQLIRSSAIDIIVVDSVAALTPKAEIEGDMGDNKVGLQARLMSQALRKLTSAVSKT
 Tg.m   ----------------MPEEKQKKSVLEKALKRIEENFGKGSIMILGDETQVQP-VEVIPTGSLAIDIATGVGGYPRGRIVEIFGQESSGKTTLALHAIAEAQKMGGVAAFIDAEHALDPVYAKNLGVDLKSLLISQPDHGEQALEIVDELVRSGVVDLIVVDSVAALVPRAEIEGAMGDMQVGLQARLMSQALRKIAGSVNKS
 De.r   -----MSKDATKEISAPTDAKERSKAIETAMSQIEKAFGKGSIMKLGAESKLD--VQVVSTGSLSLDLALGVGGIPGGRITEIYGPESGGKTTLALAIVAQAQKAGGTCAFIDAEHALDPVYARALGVNADELLVSQPDNGEQALEIMELLVRSGAIDVVVVDSVAALTPRAEIEGDMGDSLPGLQARLMSQALRKLTAILSKT
 Th.a   -----------------MEENKR-KSLENALKTIEKEFGKGAVMRLGEMPKLQ--VDVIPTGSLGLDLALGIGGIPRGRVTEIFGPESGGKTTLALTIIAQAQKGGGVAAFVDAEHALDPLYAKKLGVDVQELLVSQPDTGEQALEIVELLARSGAVDVIVVDSVAALVPKAEIEGEMGDQHVGLQARLMSQALRKLTAVLSKS
 Th.t   -----------------MDESKR-KALENALKAIEKEFGKGAVMRLGEMPKQQ--VDVIPTGSLALDLALGIGGIPRGRIVEIYGPESGGKTTLALTIIAQAQRRGGVAAFVDAEHALDPLYAQRLGVQVEDLLVSQPDTGEQALEIVELLARSGAVDVIVVDSVAALVPRAEIEGEMGDQHVGLQARLMSQALRKLTAVLAKS
 Aq.p   ------------MARVSENLSEKMKALEVALSSIEKRFGKGAVMPLKAVETVE--VETIPTGSISLDIATGVGGIPKGRITEIFGVESSGKTTLALHVIAEAQKRGGVAVFIDAEHALDPKYAKKLGVDVDNLYISQPDYGEQALEIAESLINSGAVDVIVVDSVAALVPKDELEGEMGEAQVGKQARLMSQALRKLKGAVHRS
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Cterminus
 #         190       200          210       220       230            240       250         260       270       280       290         300       310       320       330              340       350
            |         |            |         |         |              |         |           |         |         |         |           |         |         |         |                |         |
 Es.c   NTLLIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRIGAV-KEGE----NVVGSETRVKVVKNK--IAAPFKQAEFQILYGEGINFYGELVDLGVKEKLIEKAGAWYSYKGEK--IGQGKANATAWLKDNPETAKEIEKKVRELLLSNPN-------STPDFSVDDSEGVAETNEDF------------------
 Sh.f   NTLLIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRIGAV-KEGE----NVVGSETRVKVVKNK--IAAPFKQAEFQILYGEGINFYGELVDLGVKEKLIEKAGAWYSYKGEK--IGQGKANATAWLKDNPETAKEIEKKVRELLLSNPN-------STPDFSVDDSEGVAETNEDF------------------
 En.a   NTLLIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRIGAI-KEGD----VVVGSETRVKVVKNK--IAAPFKQAEFQILYGEGININGELIDLGVKHKLIEKAGAWYSYNGEK--IGQGKANSCNYLKENPKVAAELDKKLRDMLLSGTG---E---LSVATTAEDADDNMETSEEF------------------
 Se.m   NTLLIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRIGAI-KEGD----EVVGSETRVKVVKNK--IAAPFKQAEFQIMYGEGINSRGELVDLGVKHKMIEKAGAWYSYNGEK--IGQGKANACNFLKENPAIAAELDKKLRDLLLHSGG---E---LVAASGDDFEDDEAETSEQF------------------
 Pr.v   NTLLIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRIGSV-KNGD----EVVGSETRVKVVKNK--IAAPFKQAEFQIMYGEGINTFGELIDLGVKHKLVEKAGAWYSYNGEK--IGQGKANATTYLKENPEMYNELNTKLREMLLNHAGEF-T---SARDFANDSDDAADIEETEK------------------
 Ye.p   NTLLIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRIGAV-KDGD----VVVGSETRVKVVKNK--IAAPFKQAEFQILYGEGININGELVDLGVKLKLIEKAGAWYSYYGDK--IGQGKANASNYLKENPANAAELDKKLREMLLNGGNGE-Q---PVAAATAEFADGADETNEEF------------------
 Pr.m   NTLLIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRIGSV-KNGD----EVIGSETRVKVVKNK--VAAPFKQAEFQIMYGEGINTYGELIDLGVKHKLVEKAGAWYSYNGEK--IGQGKANATNYLKEHPEMYNELNTKLREMLLNHAGEF-T---SAADFAGEESDSDADDTKE-------------------
 Er.c   NTLLIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRTGAI-KDGE----EVVGSETRVKVVKNK--VAAPFKQAEFQILYGEGINIHGELVDLGVKHKLIEKAGAWYSYNGDK--IGQGKANACNFLKENSLVKATKNFNGC-----------------------------------------------------
 Vi.a   NCMCIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRTGSI-KEGD----EAVGNETRIKVVKNK--IAAPFKQADTQILYGQGFNREGELVDLGVKHKLVEKAGAWYSYNGDK--IGQGKANACKFLRENPAAAMALDTKLREMLLNP--AE-L---IVEEPILSEMPQE----EEL------------------
 Vi.c   NCMCIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRTGAI-KEGE----EVVGNETRIKVVKNK--IAAPFKEANTQIMYGQGFNREGELIDLGVKHKMVEKSGAWYSYNGDK--IGQGKANACKYLKENPEIAKTLDKKLREMLLNPENMQ-L---IAETSSAADDVEFGAVPEEF------------------
 He.i   NCLVVFINQIRMKIGVM-FG--NPETTTGGNALKFYSSVRLDIRRTGSV-KDGE----NIIGNETRVKVVKNK--LAAPFRQVDFQILYGEGISKAGELLELGVKHKLVEKSGAWYSYNGEK--IGQGKANSMKWLNENIEKSDELEARLRAELVANPE-------QALMADIEQSENNTESESDFE-----------------
 Ps.f   NCLVIFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRLDIRRTGAV-KEGD----EVVGSETRVKVVKNK--VAPPFRQAEFQILYGKGIYLNGEMIDLGVLHGFVEKSGAWYAYNGSK--IGQGKANSAKFLADNPDIVATLEKQIRDKLLTPAP---D---VKAAANREPVEEVEEADTDI------------------
 Ps.p   NCLVIFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRLDIRRTGAV-KEGD----EVVGSETRVKIVKNK--VSPPFRQAEFQILYGKGIYRNGEIIDLGVSQGLVEKSGAWYAYQGNK--IGQGKANAAKYLAENPAIGAEIEKQIRDKLLTSGAVAAA---GKAAAVEADADDMADADAGY------------------
 Ps.a   NCLVIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRTGAV-KEGD----EVVGSETRVKVVKNK--VSPPFRQAEFQILYGKGIYRTGEIIDLGVQLGLVEKSGAWYSYQGSK--IGQGKANAAKYLEDNPEIGSVLEKTIRDQLLAK-----------SGPVKADAEEVADAEAD-------------------
 Az.v   NCLVIFINQIRMKIGVM-FG--NPETTTGANALKFYASVRLDIRRTGAV-KESD----EVIGSETRVKVVKNK--VAPPFRQAEFQILYGKGIYRNGEIIDLGVQLGLLEKSGAWYSYQGSK--IGQGKANAAKFLEDNPEVAAAVEKSIRDQLLAAP---------ASARPAALADEPADADLDY------------------
 Le.p   NTLVIFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRLDIRRIGSI-KKGE----EILGSETRVKVVKNK--VAPPFKMTEFDILYNEGISRESEIINLGVQLNLIEKSGAWYSYKQEK--IGQGKENVRLYLKENPQVAAELEQQIRTELLEKKLSVLA---SSSE----DLFETIDD----------------------
 Acn.c  NCMVIFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRLDIRRIGQV-KEGD----EIIGSETKVKVVKNK--MAPPFREAIFQILYGKGVNQLGELVDLAVQQNIVQKAGAWYSYQGNK--IGQGKNNVIRYLEENPQISTEIEAVIREQLLTKAS-------DQTAAHDETEEEPDLLES--------------------
 Bd.p   NCMVIFINQIRMKIGVM-FG--NPETTTGGNALKFYSSVRLDIRRIGAI-KKGD----EVVGNETRVKVVKNK--VAPPFKQAEFDIMYGSGISREGEIIDLGVQANVVDKSGAWYSYSGNR--IGQGKDNVREYLKEHKEMAIEIENKVRENQGIVSRAATF---PASE-------AEDGE----------------------
 Bu.p   NCLVIFINQIRMKIGVM-FG--NPETTTGGNALKFYSSVRLDIRRIGSI-KKND----EVIGNETRVKVVKNK--VSPPFREAIFDILYGEGISRQGEIIDLGVQAKIVDKAGAWYSYNGEK--IGQGKDNAREFLRENPEIAREIENRIRESLGVVAMPDGA---GNEA-------EAMDEEE--------------------
 Mm.c   NTLVIFINQIRMKIGVM-FG--NPETTTGGNALKFYSSVRLDIRRTGAI-KKGD----EVIGSETKVKVIKNK--VAPPFKQAEFDIMYGEGISRLGEIIELGTNLKLVEKSGAWYSYNGEK--IGQGKENAKEFLRENPAIAAEIEAKIRDNSNVLADSMTA---ARSE-------DD-------------------------
 Mb.f   NTLVIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRTGAI-KKGD----EVTGSETRVKVVKNK--VAPPFKLAEFDILYGEGISREGEIIELGVNLKLIEKAGAWYSYKGEK--IGQGKDNAREFLREHPEIANEIDAKIREHSNLANAAMTT---APDE-------ESDE-----------------------
 Tb.f   NTLVIFINQIRMKIGVM-YG--SPETTTGGNALKFYASVRLDIRRIGAI-KKSD----EVVGNDTRVKVVKNK--VAPPFREAEFAIYYGEGISRLSELVDLGVKFDIVEKSGAWYSYQGHR--IGQGKDNARQYLKVHPELAANIEQRIR-AAAAGHPLAFA---EEVESPQRSAS---------------------------
 Acd.f  NKLVIFKKQIRMKMGV--YG--RPETTTGGNALKFYASVRLDIRRMGAM-KKSAT---KSYDWSTRVKVVKNK--VAPPFRQAELAIYYGEGIYRGSEPVDLGVKLENVEKSGGWYSYPGRR--IGQGKANARQYLRVKPEFPGIFEQGIRGAMAAPHPLGFG---ERRDVQQESGEPYGNNG---------------------
 Ne.g   NTLVVFINQIRMKIGVM-FG--SPETTTGGNALKFYSSVRLDIRRTGSI-KKGE----EVLGNETRVKVIKNK--VAPPFRQAEFDILYGEGISWEGELIDIGVKNDIINKSGAWYSYNGAK--IGQGKDNVRVWLKENPEISDEIDAKIRALNGVEMHITEG---TQDETDGERPEE--------------------------
 Rz.p   NTMVIFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRLDIRRIGSV-KERE----EVIGNQTRVKVVKNK--MAPPFKQVEFDIMYGEGVSKTGELVDLGVKAGIVEKSGAWFSYNSQR--LGQGGENAKTFLRDNPDLAREIELALRENAGLIADRFLQ---NGGPDADDGDG---ADM---------------------
 Rz.v   NTMVIFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRLDIRRIGAV-KERE----EVIGNQTRVKVVKNK--MAPPFKQVEFDIMYGEGVSKTGELVDLGVKAGIVEKSGAWFSYNSQR--LGQGRENAKTFLRDNPDLAREIELSLRQNAGLIADRFLQ---NGGPDPDDGDGDATAEM---------------------
 Rz.m   NCMVIFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRLDIRRIGSV-KERE----EVVGNQTRVKVVKNK--MAPPFKQVEFDIMYGEGVSKTGELIDLGVKAGIVEKSGAWFSYNSQR--LGQGRENAKLFLRENPELLREIETALRQNAGLIADRFLE---NGGPES-DGDE--AADM---------------------
 Ag.t   KCMVIFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRLDIRRIGAV-KERE----EVVGNQTRVKVVKNK--MAPPFKQVEFDIMYGEGVSKTGELVDLGVKAGIVEKSGAWFSYNSQR--LGQGRENAKTFLRDNPDTANEIELALRQNAGLIADRFLQ---NGGPDAGEGDDG--SDEG--------------------
 Br.a   NCMVIFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRLDIRRIGSI-KERD----EVVGNQTRVKVVKNK--LAPPFKQVEFDIMYGAGVSKVGELVDLGVKAGVVEKSGAWFSYNSQR--LGQGRENAKQYLKDNPEVAREIETTLRQNAGLIAEQFLD---DGGPEE---DAAGAAEM---------------------
 Ma.m   KTIVIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRMEIRRVGAI-KDRD----EVVGNQTRVKVVKNK--LAPPFKVVDFDIMYGEGISKMGELIDLGVKANVVKKSGAWFSYNSTR--IGQGRENAKQFLRDNPAMAAEIEGAIRQNAGLISEALAA---VPDLDGTPVAE---------------------------
 Act.p  NTMLIFLNQIRLKIGVM-FG--SPESTTGGNALKFYASVRMDIRRIGSI-KDKD----EVTGNQTRVKVVKNK--MAPPFRQVEFDIMYGEGISKVGELIDLGVKAGIVEKSGAWFSCDSQR--IGQGRENAKQFLRDHPEMAADIERRVREQAGVVAEAMLV---GPDEDGAEH-----------------------------
 Rh.s   NCMVIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRLDIRRTGAI-KDRD----NVIGNTTKVKVVKNK--VAPPFREVEFDIMYGEGISKTGELVDLGVKAGVVEKSGSWYSYGDER--IGQGRENAKAFLRANPTVAGDIEDRIRASHGLDFSTGED---GKGDDLVDM-----------------------------
 Rh.c   NCMVIFINQIRMKIGVM-FG--SPETTSGGNALKFYASVRLDIRRTGAI-KDRD----EVIGNQTRVKVVKNK--VAPPFREVEFDILYGEGISKVGELVDLGVKAGVVAKSGAWYSYGDER--IGQGRENAKQFLRDNPDIAYEIEDKIRASHGLEFGV--D---PTAEDLTEED----------------------------
 Ri.p   NCITVFINQIRMKIGVM-FG--SPETTTGGNALKFYASVRIDIRRIGSI-KDKE----EVIGSQTKVKVVKNK--VSPPFKTADFDIMYGSGISKEGEIIDLGVKLEIIEKSGSWFSYNKIR--IGQGRENVKQYLKEHPQISNEIEKIIREKSSAITNINLD---QTEE----------------------------------
 Mx.x1  GTCIIFINQIRMKIGVM-FG--NPETTTGGNALKFYASVRMEIRRTGNI-KDGD----AVVGSKARVKVVKNK--VAPPFQEAEFDLMYGSGIHRVGEVLDLGVATGLIEKSGSYFSLRGER--IGQGRERAAEWLREHPDVLEALGKEITG-----TSALPS------SPAPVEVAA--------------------------
 Mx.x2  QTCVIFINQIRMKIGVM-FG--NPETTTGGNALKFYASQRLDIRRIGAI-KNGD----NVVGSRTRVKVVKNK--VAPPFKEVEFDIMYGTGISREGDLIDLASNENIVEKSGSWFSFNGER--IGQGRENVKEYLREHPEIAKDIEGRVLEKYGIGKSGAPSP-RRRTSPRRPKVAARSAAV---------------------
 He.p   NTTLIFINQIRMKIGMMGYG--SPETTTGGNALKFYASVRIDIRRIATL-KQNE----QHIGNRAKAKVVKNK--VAPPFREAEFDIMFGEGISKEGEIIDYGVKLDIVDKSGAWLSYQDKK--LGQGRENAKALLKEDKALADEITLKIKESIGSNEEIM-----PLPDEPLEEME---------------------------
 Ca.j   NTTVIFINQIRMKIGAMGYG--TPETTTGGNALKFYASVRLDVRKVATL-KQNE----EPIGNRVKVKVVKNK--VAPPFRQAEFDVMFGEGLSREGELIDYGVKLDIVDKSGAWFSYKDKK--LGQGRENSKAFLKENPEIADEITKAIQNSMGIEGMIS-----GSEDDEGEE-----------------------------
 An.v   GCTVIFINQLRQKIGVT-YG--SPETTTGGNALKFYASVRLDIRRIQTL-KKGT----DEFGNRVKVKVAKNK--VAPPFRIAEFDIIFGKGVSTLGCLVDLAEETGILLRKGAWYSYNGDN--ISQGRDNAIKYLEEKPEFAEQIKQQVREKLDKGAVVSAN---SVAKANEEDEEDVDLDEEE-------------------
 Sy.70  GCTVIFLNQLRQKIGIS-YG--NPEVTTGGTALKFYASVRLDIRRIQTL-KKGSE---GEFGIRAKVKVAKNK--VAPPFRIAEFDIIFGKGISRVGCMLDLAEQTGVITRKGAWYSYEGDN--IAQGRDNAVKYLEENPDVAAIVTQKVRENLDMSSMGFGD---EHHTTEEE------------------------------
 Ar.t   GCTLIFLNQIRYKIGVY-YG--NPEVTSGGIALKFFASVRLEIRSAGKI-KSSKGD--EDIGLRARVRVQKSK--VSRPYKQAEFEIMFGEGVSKLGCVLDCAEIMEVVVKKGSWYSYEDQR--LGQGREKALQHLRENPALQDEIEKKVRLLMLDGEVHRST---PLMSSSSSSASHREEEEEDSLDDFQ-------------
 Myp.m  NTTVIFINQLREKIGVI-FG--NPETTTGGKALKFFSSIRLEVRKAENI-LNNY----EIIGNKIKIKVVKNK--TAIPFKTTTISLLYNKGIDKLGELVDLLVSYEIIEKSGVWYSYQNEK--IGQGRTSVIQWLNADENRINELTEQVKKLIKQD-----------------------------------------------
 Myp.p  KTSVIFINQVREKIGVV-FG--NPETTPGGRALKFYASIRLDVRKSTWI-MLNN----DISGNQIRVKVVKNK--LAPPFKIAETEIIFSKGINKFGEVADLALVHDVLQKKGAWFSYNGNN--IAQGRQKLIAQLESNNELFEEIFQKIVEKENQKLS---------------------------------------------
 Ba.s   KTIAIFINQIREKVGVM-FG--NPETTPGGRALKFYSSVRLEVRRAEQL-KQGN----DVMGNKTKIKVVKNK--VAPPFRTAEVDIMYGEGISKEGEIIDLGTELDIVQKSGSWYSYEEER--LGQGRENAKQFLKENKDIMLMIQEQIREHYGLDNNGV------VQQQAEETQEELEFEE---------------------
 Sta.a  NTTAIFINQIREKVGVM-FG--NPETTPGGRALKFYSSVRLEVRRAEQL-KQGQ----EIVGNRTKIKVVKNK--VAPPFRVAEVDIMYGQGISKEGELIDLGVENDIVDKSGAWYSYNGER--MGQGKENVKMYLKENPQIKEEIDRKLREKLGISDG--------DVEETEDAPKSLFDEE---------------------
 Stc.p  KTIAIFINQLREKVGVM-FG--NPETTPGGRALKFYASVRLDVRGNTQI-KGTGDQKETNVGKETKIKVVKNK--VAPPFKEAVVEIMYGEGISKTGELLKIASDLDIIKKAGAWYSYKDEK--IGQGSENAKKYLAEHPEIFDEIDKQVRSKFGLIDGEE------VSEQDTENKKDEPKKEEAVNEEVPLDLGDELEIEIEE
 La.la  KTTAIFINQLREKVGVM-FG--SPETTPGGRALKFYASVRLDVRGSTKI-EEGSGDNKTQIGKITKIKVVKNK--VAPPFKVALVDIMFGEGISSTGELLNIAVEEGIIKKSGAWFAYNDEK--IGQGAEKAKNYLKEHQDVFDEIDHKVRAAHGLLDDSE------VAETEEETTAFKN------------------------
 Ac.l   NVVAIFINQIREKVGVM-FG--NPETTPGGRALKFFSSVRLEIRRAEAI-KQGS----EMIGIKSNVKVVKSK--VAPPLKTASIDIMYGTGISRSGEVLDLSVELNLVNKSGAWYNIGEEK--LGQGRDNAKQYLEDKPELLNELEKKVRTHFKLTK----------------------------------------------
 Stm.l  KTTAIFINQLREKIGVM-FG--SPETTTGGRALKFYASVRLDIRRIETL-KDGT----DAVGNRTRVKVVKNK--VAPPFKQAEFDILYGQGISREGGLIDMGVENGFVRKAGAWYTYEGDQ--LGQGKENARNFLKDNPDLANEIEKKIKQKLGVGVHPEE---SATEPGADAASAAPADAAPAVPAPTTAKATKSKAAAAKS
 Stm.a  KTTAIFINQLREKIGVM-FG--SPETTTGGRALKFYASVRLDIRRIETL-KDGT----DAVGNRTRVKVVKNK--VAPPFKQAEFDILYGQGISREGGLIDMGVEHGFVRKAGAWYTYEGDQ--LGQGKENARNFLKDNPDLANEIEKKIKEKLGVGVRPEEP--TATESGPD---AATAESAPAVPAPATAKVTKAKAAAAKS
 Stm.v  KTTAIFINQLREKIGVM-FG--SPETTTGGRALKFYASVRLDIRRIETL-KDGT----DAVGNRTRVKVVKNK--VAPPFKQAEFDILYGQGISREGGLIDMGVEHGFVRKAGAWYTYEGDQ--LGQGKENARNFLKDNPDLADEIERKIKEKLGVGVRPDAAKAEAATDAAAADTAGTDDAAKSVPAPASKTAKATKATAVKS
 Co.g   GTTAIFINQLREKIGVM-FG--SPETTTGGKALKFYASVRCDIRRIQTL-KDGQ----DAIGNRTRLKVVKNK--VSPPFKIAEFDIMYGEGISRESSVIDLAVDNGIVKKSGSWFTYEGEQ--LGQGKEKVRLSLKENPELTDELEDKIFKKLGVGKYAAAS-DELTDDPVELVPNVDFDDEADTEADAED------------
 Myb.t  GTTAIFINQLRDKIGVM-FG--SPETTTGGKALKFYASVRMDVRRVETL-KDGT----NAVGNRTRVKVVKNK••CSPPFKQAEFDILYGKGISREGSLIDMGVDQGLIRKSGAWFTYEGEQ--LGQGKENARNFLVENADVADEIEKKIKEKLGIGAVVTD--DPSND-GVLPAPVDF-------------------------
 Myb.l  GTTAIFINQLREKIGVM-FG••SPETTTGGKALKFYASVRMDVRRIETL-KDGV----DAVGNRTRVKIVKNK--VSPPFKQAEFDILYGKGISREGSLIDMGVEQGFVRKSGSWFTYEGEQ--LGQGKENARNFLLENADVANEIEKKIKEKLGIG-------AVVTDDDILPTP-VDF------------------------
 Ch.t   NTCAIFINQIREKIGVS-FG--NPETTTGGRALKFYSSIRIDIRRIGSI-KGGEN---FDIGNRIKVKVAKNK--LAPPFRTAEFDILFNEGISSAGCIIDLAVEKNIIDKKGSWFNYQDRK--LGQGREAVREELKRNKELFHELERRIYESVQASQAPA------AACVDSESREVAEAAK---------------------
 Bct.f  RTTCIFINQLREKIGVM-FG--NPETTTGGNALKFYASVRLDIRGSQQI-KDGE----EVIGKQTKVKVVKNK--VAPPFRKAEFDIMFGEGISHSGEIIDLGADLGIIKKSGSWYSYNDTK--LGQGRDAAKQCIADNPELAEELEGLIFEKLREHK----------------------------------------------
 Tg.m   KAVVIFTNQIRMKIGVM-FG--SPETTTGGLALKFYATMRMEVRR-GEPIKEGK----DVIGNVISVKIVKNK--VAPPFKTAQTYIIYGKGIDREYELFNIAVNEGIVDRKGSWYYYTTLK••LGQGSSNAVQFLKDNPEIAGEIERRIREKYGLLSVEKEE----QRKEKKSSGEEAS------------------------
 De.r   GTAAIFINQVREKIGVM-YG--NPETTTGGRALKFYASVRLDVRKIGQPTKVGN----EAVANAVKIKTVKNK--VAAPFKEVELALVYGKGFDQLSDLVGLAADMDIIKKAGSFYSYGDER--IGQGKEKTIAYIAERPEMEQEIRDRVMAAIRAGNAGEAPA-LAPAPAAPEAAEA--------------------------
 Th.a   NTAAIFINQVREKVGVM-YG--NPETTPGGRALKFYSSVRLDVRKSGQPIKVGN----EAVGIKVKVKVVKNK--LAPPFREAELEIYFGRGLDPVMDLVNVAVAAGVIEKAGSWFSYGEHR--LGQGKEKAAEYLRERPELLEEIRAKVLERA------DKVV-LAAGEEEGE------------------------------
 Th.t   NTAAIFINQVREKVGVT-YG--NPETTPGGRALKFYASVRLDVRKSGQPIKVGN----EAVGVKVRVKVVKNK--LAPPFREAELEIYFGRGLDPVADLVNVAVAAGVIEKAGSWFSYGELR--LGQGKEKAAEALRERPELLEEIRAKVLERS------DQVV-LAAGEDEGE------------------------------
 Aq.p   NTALIFINQIREKIGVM-FG--NPETTPGGRALKFFSDMRLEVRRLGDV-KEGG----EKKGYRVKVRVVKNK--LAPPFQEAEFDVIYGEGICRICDIIDTAANLGVITKSGSWYSYGEKR--LGQGREQAKKYLLEHPEMLEEIERKVREVS------GLVR-PDTENSVGEKSE---------------------------
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Figure 1. Alignment of complete RecA sequences.

The alignment was generated using the clustalw multiple sequence alignment program.  Dashes (-) represent alignment gaps.  Three insertions that are present in only one sequence each (Myb.t, Myb.l, and Tg.m) and the first 80 aa of the A. thaliana protein are left out for space
reasons and are indicated by a ••.  Conservation of alignment positions as determined by the clustalw program is indicated by * (identical aa in all) and . (similar aa in all).  The alignment positions used in phylogenetic analysis are indicated by the sequence mask (1=used,
0=not used).  Sequence abbreviations are described in Table 1.


