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                                       TRANSMEMBRANE REGION                                            
BlaspTom70      1 ----------MSSNNQAK------ VVTAVAAVGVVAAVAVYFF----------KSRKSQKKSEAPKEEEKPKQEFPGKVEGKVEFPGKVEGDKKEFPGKVEGKVEFPGKVEGKKEFPGKVE 
Esi0007_0019  131 ---------------------TAD LATIGSSLL--GAGAVYTPGPQ-------QAGRRGGRGGGAPLC---DGTPRQPSRAGHAGRCSSSPAGDGDSSCAGENNKCSTAGRAEGGGGGGGG 
Esi0232_0002   32 GPRREGRGRWRMDQSKLAVLGTVGLVATAAVCCAIVFSGRFSF----------AGSSTGKPFASSPGTTADAQGVAASNKVIDDEDDKDKLTGGVSTEKGTGKGDSGGGDGSRAAPGSGG- 
PhatrTom70      1 --------MALGTRSN-Q----- TLVVGLAAAATASLLLYYVV----------QARTRPTS----------------DSSPRDTTDRKSRS--- ------VEFTTPSPKKTSGPLTKAVG- 
PhyinTom70      1 ----------MEQHAILQ------ VAVLASLATISAFVAFSLY----------HKRQQQ----------------------------------- --------FEIAKQPEVVVSTPEAQP- 
PicpaTom70      4 QSFWNSTVKFVSSHKA------ VITLTTIAGA---STLAYLYY ----------ATNATSKP--------------------------------D SSATGSSKNKKKKSKKQTAPETSNAD- 
SacceTom70      1 ------MKSFITRNKT------ AILATVAATGT--AIGAYYYY----------NQLQQQQQ-------------------------RGKKNTIN KDEKKDTKDSQKETEGAKKSTAPSNP- 
NaucaTom70      8 ------VGGFLTRNRT------ AIVATVAAGSA--AIGAFYYY----------HHLQQTHT----------------SLEGEEDGNSTGRNPVN DEAHLSKNQKKKQRKKHKKKATPDQTT 
NeucrTom70     24 SSIWDRVSNWVSEHKA------ VVYTIAGVSVVITTAGVVYYL----------RKGSEQKE----------------SGPKLSKKERRKRK--- QAEKGEAEKASTSKTEEAAPTQPKAA- 
AspniTom70     27 ASVWDRISKWVSENKA------ LVYTVAGVAVVVTSAGVVYYL----------SDSSRSGK--------------PSPTTPAPTEKKKKKSGSQ RRKEKKAEEERKSKAASVQDEKTEKK- 
TriadTom70     13 GGSLANLSKW----Q------- VALLLGVGV---GVGAAYYYY--------------------------------------------------- ----------RRGQSSIAARQPQQAD- 
NemveTom70      8 ----SGLEKW----Q------- IALLIGAPVAVVCVAGAVWYW----------RNSQ------------------------------------- -----------EGEEEGEREDEEKGN- 
DanreTom70     13 ----SGLPRW----Q------- LALLVGTPIVL--GVGAVYLW----------NRSRAKEK--------------------------------- -----------QGKRNGERKTPEGSA- 
HomsaTom70     30 GPGTGGLPRW----Q------- LALAVGAPLLL--GAGAIYLW----------SRQQRRRE--------------------------------- ---ARGRGDASGLKRNSERKTPEGRA- 
XenlaTom70     13 ----PGIPHW----K------- LALAVGAPLLV--GAGAVYLW----------RRHK------------------------------------- -----------AAKSDKQRRTPEGSA- 



                                                                             
                            ____________________________TPR1____________________________________                      _______TPR2______ 
BlaspTom70    329 APAKKPAE FVTFYNEAKRQF------------ -----------------------NNQEYEAALSNFNKAIDAIPKN NAQ-- -----------LKT LIYSRGSCLKKLNRQEEA 
Esi0007_0019  353 ACSES--- PTAADGDGDTSLCERPAACLEFLL TSQAVRVRADESMERGLDKEAAASLKEANILMEAFLEEGQRLPRP -----------SRH--LAE LRAGLAKCEMRGGDLEAA  
Esi0232_0002  164 DGEALIVR FNRANSKAKKLF------------ -----------------------TGQRYALAAEQYGIALELCDEL PNHD- ---------NKRTA LHNNRGAAYEKDGQYALA 
PhatrTom70     94 EKEVN-AK IELLDKKGKDLF------------ -----------------------KNKQYLDAAETFTEALTLIETS DTSGS VQNTSSSLHRQLIT LLNNRSAMYEKGNQPELA 
PhyinTom70     74 KPTPAANI GEQEATLATKKY------------ -----------------------KAGDYDGAVELYSVAISKCEQQ QPLDA ---------RNLKV MYSNRAAAYEKLEDYENV 
PicpaTom70     97 EKNTW--- AQSLKETGNRAF------------ -----------------------KSDDYETALEYYNLALLCKKDP ----- -------------A FYSNSSACWACLGDNQKV 
SacceTom70     93 EKDKY--- ALALKDKGNQFF------------ -----------------------RNKKYDDAIKYYNWALELKEDP ----- -------------V FYSNLSACYVSVGDLKKV 
NaucaTom70    117 EQKKI--- SMQLKDKGNKYF------------ -----------------------KAKDYTNAIKYYNLALDLNKDP ----- -------------I FYSNISACYVSLGQLDKV 
NeucrTom70    131 ERKAY--- AAKLKELGNKAY------------ -----------------------GSKDFNKAIDLYSKAIICKPDP ----- -------------V YYSNRAACHNALAQWEQV 
AspniTom70    134 TRKAY--- AAKLKAAGNKAY------------ -----------------------GAKDYPRAIELYGKAILCKPDP ----- -------------V FYSNRAACYNVQSEWEKV 
TriadTom70     79 ER------ ASAVKGKGNKFF------------ -----------------------KGGKYEQAIRCYTEAIELCPSS ESDI- -----------RSV LYQNRAAAYEQLKEFDKV 
NemveTom70     77 EQ------ AQVAKLKGNKYF------------ -----------------------KGCKYEQAIKCYTEAIELCPPE NKQD- -----------LST FYQNRAAAYEQMNQFENV 
DanreTom70     82 DR------ AQSAKNKGNKYF------------ -----------------------KAGKYDHAIKCYTEAIGLCPKE KKGD- -----------LST FYQNRAAAYEQQMKWTEV 
HomsaTom70    111 DR------ AQAAKNKGNKYF------------ -----------------------KAGKYEQAIQCYTEAISLCPTE KNVD- -----------LST FYQNRAAAFEQLQKWKEV 
XenlaTom70     79 EK------ AQAAKNKGNKYF------------ -----------------------KASKYEQAIQCYTEAISLCPAH NKSD- -----------LST FYQNRAAAHEQSQNWKEV 
 
    
                ______________   __________TPR3__________________ 
BlaspTom70      IADYTQCITLDDKY S RAYKARAGVYKSLDRLEE AIEDFSYCYLLDTV SSG-----------DMQMTPEG MDEVIQALAKRDAKAELARRH--------------AD-KEYKRHL PSKQ- 
Esi0007_0019    IAHAEAALAEHPAC G EAFLIRGQCRRELGDNGG ALRDLVNAFVLQGN AL---------NNAGDGSEAQA IEDVSRESCRARAGEEFSQRA--------------APNA-----L PADW- 
Esi0232_0002    LADCSMCLSREVGH K FARVRKSRVLEAMGKHEEALSEVCAHLLLERD RVQAKAALNPSEPLTPPAPPANLEGLLQKVASKRADAILLEREQTAEKQEAAAAGGAGTGTE-K-LKPLVKQ 
PhatrTom70      LEDCTQILDQDVHH A KARTRKLRVLESLGRWHD ALVEVCAVQLLFMR KHRDSMRLGLKVP-PPPVPESKMQEILTNVVPLEMEPYIQALN--------------EK---TTRPL PSGY- 
PhyinTom70      VADCTKALKLDKRH P KSYLRRAKARANAGDLRG SLVDYVCLLVISEE --------------KQEQVDEN LAQEISRIHSDITAKEIEDAQ--------------QNKQNPTRYL PDQF- 
PicpaTom70      IEFSTKALELKPDY A KCLMRRAAAYEKIEEYEK ALYDLTVLTIYEST I-------------ADKSIQSM LERILTKQANYVMEKQLKDFV--------------PQ-------L PSAS- 
SacceTom70      VEMSTKALELKPDY S KVLLRRASANEGLGKFAD AMFDLSVLSLNGDF --------------NDASIEPM LERNLNKQAMSKLKEKFGDIDTATATPTELSTQPAKERKDKQENLPSVT- 
NaucaTom70      IESSTKALELNPNY S KALLRRASANESLENYSD ALFDLSVLSLNGDY --------------SGASIEPI LERNLNKQAIKV LNERMNKMT--------------GS-NKEQQLL PSTT- 
NeucrTom70      VADTTAALKLDPHY V KALNRRANAYDQLSRYSD ALLDFTASCIIDGF --------------RNEQSAQA VERLLKKFAENKAKEILETKP--------------PK-------L PSST- 
AspniTom70      VEDTSAALAMDSEY V KALNRRAIAYEHLEKYSE ALLDFTASCIIDGF --------------SNEVSRVA LERLLKKVAERKGKEILEAKG--------------KK-------L PSPT- 
TriadTom70      VEDCNSALELNKHY V KAINRRSRAYEELKEYRK CLEDLTAQCILESF --------------QNAATIMS ADRVLKIV GKIE AKQRFAERQ--------------YF-------L PSTA- 
NemveTom70      VEEATKALELNSKY T KALMRRARALEKLERKQE CLQDLTAVCILEGF --------------SNPSWMMH ADRVLKDIGRQKAKEHFKNRK--------------PT-------I PSPT- 
DanreTom70      IQDCSQAVELNPRY V KALFRRAKALEKLDNKKE CLEDVTAVCILEVF --------------QNQQSMLL ADKVLKQLGKEKAKEKYKNRE--------------PL-------M PSPQ- 
HomsaTom70      AQDCTKAVELNPKY V KALFRRAKAHEKLDNKKECLEDVTAVCILEGF --------------QNQQSMLL ADKVLKLLGKEKAKEKYKNRE--------------PL-------M PSPQ- 
XenlaTom70      VEDCTKAVELNPRY V KALFRRAKAHEKLDNKKE CLEDVTAVCILEGF --------------QNQQSMFL ADKVLKLLGKEKAKDKYKNRE--------------PL-------M PSPQ— 
                                         
 
                                                                         ________________TPR4___________________                             ___ 
BlaspTom70      FVAF YFSTI------------------ASEKAAEYNPSKFTEQYLAELIA------  APQGDAT---VGDYLLMRGGLRKA-EQRYEEAMADFLEA A--------- ----KEESHCHAQ---- ADA 
Esi0007_0019    VVRS FLTSYDTKGLYEE----------HDAVFRLHG----------EDPVAAAAAA  EGDEGGQAAAVTEFWQGLSLVREG---KYAESIAKFSSS VSAFSSSAPVAVLGEGTGAGDTTR-IQ SLA 
Esi0232_0002    VVME LLRSFGSFAQLERRYKGMEETAITRELKDAEKAGKEGDGSASATTTSASRVS SLLDRGL---LRMVKRNYDGAREDIFEAAELLSTLTEAD P--------- ----SEAGADEVPPHVK ASV 
PhatrTom70      TILQ LLRSFTSYNSWMA----------QAAKDGNVANIDKELVEGVDAASKAQRVH VLLKRGR---RHVYDRAFENASDDFEQAYALAETNEVQL L--------- ----LEGDDY------- ARV 
PhyinTom70      FVTS YYSSFH-----------------PSDDENDVVAEKSSEEYTTELHALEAGDD  TRQQRGW---LLTKRGLALKKEKDYDMAAKDLDAACKLV E--------- ----PEDEAY------- YTA 
PicpaTom70      SIAS LLGSFT-----------------EDSVSDVFGTEIPEDGSG----------D  KFLYEAL---QDFKTATADSYEHA-DVALNQAVSKYADV T--------- ----VSSDETTKRRA-- AMA 
SacceTom70      SMAS FFGIFK-----------------PELTFANYD--------------ESHEAD  KELMNGL---SNLYKRSPESYDKA-DESFTKAARLFEEQ L--------- ----DKNNEDEKLKEKL AIS 
NaucaTom70      SLVS FFGIFD-----------------PELTFQNYN--------------ENDQAD  VELLTGL---TNLFKRTDQGYLDA-DKNFVKASSLFMEE L--------- ----AKNPKDKHLLEKT AIA 
NeucrTom70      FVGN YLQSFR-----------------SKPRPEGLE----------------DSVE  LSEETGL---GQLQLGLKHLESKT-GTGYEEGSAAFKKA L--------- ----DLGELGPHE---- ALA 
AspniTom70      FVSN YLQSFR-----------------PKSLPEGLD----------------ESAD  IPEESGK---GQLRKGLLAMAKKT-GDGYEEAAAAFVKA L--------- ----ELGDLGEFE---- GLA 
TriadTom70      FIQT YLESFA-----------------NGKKNNDIILFNF----------------  TTAFEED---DYF---LIARYNLS-QCNYENIIDYCTKE I--------- ----D-KDFSPYR---- AEA 
NemveTom70      YIKA YLESFS-----------------QDEIFSDDLQGQD----------------  --DVPND---SPF---LAALEEIK-EKRFDKVIDLCDDE I--------- ----N-RGPSPCY---- ARA 
DanreTom70      FIKS YFSSFT-----------------DDIISQPLQKGEKKDEDKDK---EGE---  ASEVKGS---SGY---LKAKQYME-EENYDKIISECTKE I--------- ----ESGGRYS------ AEA 
HomsaTom70      FIKS YFSSFT-----------------DDIISQPMLKGEKSDEDKDK---EGE---  ALEVKEN---SGY---LKAKQYME-EENYDKIISECSKE I--------- ----DAEGKYM------ AEA 
XenlaTom70      FIKS YFSSFT-----------------DDIISQPLQKGEKSDEDKDK---EGE---  AAVVKEK---SGY---LKAKKYME-EENYDKIISECTKE V--------- ----ESEGKYM------ AEA 
 



 
                ___________TPR5________________________  ___________TPR6__________________  _______________ TPR7_______________________ 
BlaspTom70      CLEAATLL SLSGDTIEALKYYERVYADKAQ------RSV  NLLVKYASCLV EQEDERYR-AIFDEACASFPGE  CDGFFHRGQVMYI---------ENKTEEAIRDLTKVTELNKNH A 
Esi0007_0019    LEYCGSFL YLMGDMNTALEHLRLA-GEVDE------TNA  KSWVKRGSVLSDLGRREEAFECFDAAAAIAPRD  SDLFLHRGQGHLL---------ANDFRKATADLRRSVELCPTM P 
Esi0232_0002    WEWQGTFL QLSGKLDEAMEAYRRC-GEEMEAEGEE-YPA  DVLIKMAWVCMDKEDMDAAKDLFARAGEAHPEY  GSSFAHRARLDSE---------KDGAEQVRSFLRKAIELNSED A 
PhatrTom70      LEWTGMVK HWRYKLDEASACYEKC-ADLEP------TNA  LVLVKNAGVKMDGSHQDEAMKLFDTALGLDPKN  ADALLHRANLRLL---------QTKPDEAKEDLEACIAVRPDH I 
PhyinTom70      QIENGTYH HLRGEFELARKSFEKS-LNAKP------RSI  FAKIRMGGLCF DQKDLKKALEWFDKALAEKSEC  STAYFHRGQLHSIDVSLDGTSNESSMGAALNDLEKCISIAPDF A 
PicpaTom70      YEYLGQFY FLKNVTAVAQEHLKRA-IELSP-------RP  RSHVILALTYI DKDLLNEAEVEFQKAMAINAND  PDIYYQRGQLSYL---------RGDLANASENFETCKRLNPKN V 
SacceTom70      LEHTGIFK FLKNDPLGAHEDIKKA-IELFP-------RV  NSYIYMALIMA DRNDSTEYYNHFDKALKLDSNN  SSVYYHRGQMNFI---------LQNYDQAGKDFDKAKELDPEN I 
NaucaTom70      LEYNGIFR FLKNDLLGAQTDIEKA-IGFFP-------RV  NSYLYLALISA DKSTSQEYSKYFDKALELNPDS  LSVYYHRGQLYFI---------TQDYPKAKVEFEKAKELDETN I 
NeucrTom70      YNLRGTFH CLMGKHEEALADLSKS-IELDP------AMT  QSYIKRASMNL ELGHPDKAEEDFNKAIEQNAED  PDIYYHRAQLHFI---------KGEFAEAAKDYQKSIDLDSDF I 
AspniTom70      LNQRATFT YLQGNAHNALADLNKS-VELDP------SLV  QSYIKRASLHL ELGNKDAAQDDFELAITHNKDD  PDIYYHRAQLHFI---------LGEFAEAAKDYQKSIDLDRTF I 
TriadTom70      YALRGTLR LLMTDSDSALEDFDKV-LEFDD--GSPRVKV  NALIKRASYKLQQEKTNEAIADFSSALELDPEN  CDIYYHRGQAYFL---------LERLSDAMLDFQKSYELNENF S 
NemveTom70      MALRGTMH TLMSQVKEAIDDLTQV-IDMDDDKASTKLKI  NCLIKRGSLHIQETREAEADQDFKKAILLDPNN  SDIYHHRAQIHFL---------TEKIAEAKEDFEKSIKLNPDF I 
DanreTom70      LLLRATFY LLIGNATAAQPDLDRV-INMND--ASVKLRA  NALIKRGSMYMQQQQPQLSTQDFNMAAEIDHRN  ADVYHHRGQLKIL---------LDQVEEAVGDFDECIKLRPDS A 
HomsaTom70      LLLRATFY LLIGNANAAKPDLDKV-ISLKE--ANVKLRA  NALIKRGSMYMQQQQPLLSTQDFNMAADIDPQN  ADVYHHRGQLKIL---------LDQVEEAVADFDECIRLRPES A 
XenlaTom70      LLLRATFY LLIGNAAAAKPDLDQV-ISMEE--CNVKLRA  NALIKRGSMYMQQQQPVLSTQDFNMAADIDPQN  ADVYHHRGQLKIL---------LDQVEEAVEDFDECIRLRPDS A 
 
 
                _______________ TPR8______________________  _______________     TPR9_____________________        ______________ TPR10_________________ 
BlaspTom70      MAYVQLAFCYMNQN---------QSQQAMESMKRAVACGKNR  AQVFN---- HFGELCMALG-------LFSDADMNFKKAEEADKD- -----W AYSYVNEATYYLQTT ----------QDYL-KASDLLK 
Esi0007_0019    ISRAAWGVALFKLATAAELPSPSSLSKCVQVLEESRELFPEN  PEVLF----FFAEVLI SMG-------DFKKGLEFLQTAASLDPEC ------ PVPYVNAARAYLGMN DTKAARRQVVAVVQ-QGYDFFL 
Esi0232_0002    FAWEQLCRIHVQAG---------DIPKATSTIEEGLEFVPNS  DALLT---- LKAELKYSMAMKAGDASSCAAILEVFDAAIRANPS- -----S PVLYLNKASCLLQMM---- ------SDVG-GAMELLE 
PhatrTom70      MARLRLASILA ATN---------EAAKAKKHLDAAEKVEPKS  SEVQS---- YRGELHFTQG-------EFDQARAQFEKAIALDPT- -----N PTPYVNAAMAILQTP PPPGQM----PDAQ-EVIRLLE 
PhyinTom70      MAYI QLGVTHARTG---------NFQGAVEYLTTAARITPDV  PEIYNYLGE TYMQMLQAPGS----TVDLKTVEEMFEEAIELDPS- -----Y PMAYINQGNLLVQKG ----------TEYGHQALALFE 
PicpaTom70      YAYI QLACISYREG---------KIEEAVERFVQAKRTFPTS  PEVPN---- YYGEILVDKN-------DTEDAIKQFDIAIKLQRSL STVSIG ALGILNKATILARR- ----------NEFP-QAIELLE 
SacceTom70      FPYI QLACLAYREN---------KFDDCETLFSEAKRKFPEA  PEVPN---- FFAEILTDKN-------DFDKALKQYDLAIELENKL DGIYVG IAPLVGKATLLTRNP --------TVENFI-EATNLLE 
NaucaTom70      FPYI QLACLAYREN---------DFDRCQKLFDETRQKFPTY  PEVPT---- FYAEILADKG-------DFALAIKQYDIATRLEKAQ KNIHVG IAPLVGKATVLARQP --------NLLNLK-EATQLME 
NeucrTom70      FSHIQLGVTQYKMG---------SIASSMATFRRCMKNFDQT  PDVYN---- YYGELLLDQN-------KFQEAIEKFDTAIALEKET KPMCMN VLPLINKALALFQWK ----------QDYA-EAEQLCE 
AspniTom70      YSHIQLGVTQYKMG---------SVASAMATFRRSVKNFEDV  PDVYN---- YYGELLLDQQ-------NFSEAIEKFDKAVEMEKQS KPMSIN VLPLINKALALFQWK ----------HDFA-EAEQLCQ 
TriadTom70      QAYVHLGYARYKSAVTQQSPS--LVEKSIKTFEDALEKYPNS  ADAVS---- LYAQILQDQQ-------QLQKADELFDKAISIRPN- -----F PSYYVHKGVLQVQLK ----------QDIE-AGIKLIE 
NemveTom70      PARIQLAYCIYKTAVFQQNAV--LARGALELFEEISTNNPDN  PDALS---- LHAQVLQDQG-------QFEEACEKFDTAIKLQPE- -----N PVHKVYKGLLMVQWK ----------QDFG-KSVELVN 
DanreTom70      LAQAQKCFALYRQAYTGNNPS--QVQKAMDGFEDVIRRFPKC  AEGYA----LYAQALTDQQ-------QFGKADEMYDKCIELEPD- -----N ATTYVHKGLLQLQWK ----------QDLE-MGLELIS 
HomsaTom70      LAQAQKCFALYRQAYTGNNSS--QIQAAMKGFEEVIKKFPRC  AEGYA----LYAQALTDQQ-------QFGKADEMYDKCIDLEPD- -----N ATTYVHKGLLQLQWK ----------QDLD-RGLELIS 
XenlaTom70      LAQAQKCFALYRKAYTGSNPI--QIKEAMQGFEDVIIKFPKC  AEGYA---- LYAQALTDQQ-------QFGKADEMYDKCIDLEPD- -----N ATTYVHKGLLQLQWK ----------QDLE-KGLDLIS 
 
 
                ___________  _______________________ TPR11____________________ 
BlaspTom70      KA-IKIDPSC I  NAYLQLAQLHMLL----------------QEWDDANSILDSALKEAVSY  S DI TSVYTSKESSTYQLKTLQKYQTSLKAAK------------------ 
Esi0007_0019    DG-HAVCPAT G  CCASENLSVIGRRMRFILRSMLMPMCVLLGTVKSLFLFHSFVGICSRFS LAATTWCMVQLFWDIRPIVRGRLCLWSNRLLRF---------------- 
Esi0232_0002    KG-VSVDPTS V  NALVQLANLKI----MVAREM--------AEAEAATALLDKAVALCTTK  E ELMETLSVRVATEGRIKGALLLGRTTLG-------------------- 
PhatrTom70      EA-IRVDPSF T  LAYTHLGNVKL----GTATEL--------SSAREVVTLYDQALANCRSE  E EI KELCSMRILAVAQVEAASMLKMESFNMQ------------------ 
PhyinTom70      KA-VEMCPRS K  FAYCHLAQVYMAM----------------QEYSRAIEQIDKAVAFAFSK  D ELNELFAIRVTAETHQQASVLLQ------------------------- 
PicpaTom70      EA-IQVDPKS E  LAAVQLAQIKLQL----------------NQAEEAIVLFEKTAKLARSP  E EKQHAISFAEAAKIQARVKKD-PALSKRVEEIIAQAQGHQNEATAASA 
SacceTom70      KA-SKLDPRS E  QAKIGLAQMKLQQ----------------EDIDEAITLFEESADLARTM  E EKLQAITFAEAAKVQQRIRSD-PVLAKKIQETLAKLREQGLM------ 
NaucaTom70      KA-CEIDPRS E  QAIVGLAQLKLQN----------------EEVDLAIELFEKAADLSRTM  D EKIQAMTFAEAAKIQKRIRAD-PVISAKVDEALASYRSQGVI------ 
NeucrTom70      KA-LIIDPEC D  IAVATMAQLLLQQ----------------GKVVEALKFFERAAELARTE  GELVNALSYAEATRTQIQVQENYPELASKLQGMSGGPGMR--------- 
AspniTom70      KALIIVDPEC D  IAVGTMAQLLLQQ----------------GKVSQALKYFERAAELARTE  P EI VNAISYAEATRTQLEVQEKYPQLAARLQSMGAGFGGPPPM------ 
TriadTom70      KA-IELDNKC D  FAYETLATVEVQR----------------GNIDRGIELFEKALNLARAE  S ELSHTLSLLI AAQTQIKVGKNLGVSPMMPF------------------ 
NemveTom70      EA-ISIDSKC D  FAYETLATLEVQR----------------GNLEKSVELFDKAIDLVRTE  GEMAQTFSLREAAI AQHHVTKKMGIVPNFMG------------------ 
DanreTom70      KA-IEIDNKC D  FAYETMGTIEVQR----------------GNLDKAIDMFNKAINLAKSE  MEMAHLYSLCDAAYAQTEVAKKYGLKPPTL------------------- 
HomsaTom70      KA-IEIDNKC D  FAYETMGTIEVQR----------------GNMEKAIDMFNKAINLAKSE  MEMAHLYSLCDAAHAQTEVAKKYGLKPPTL------------------- 
XenlaTom70      KA-IEIDNKC D  FAYETMGTIEVQR----------------GNLDKAIEMFNKAINLAKSE  MEMAHLYSLCDAAYAQTEVARKYGLKPPTL------------------- 
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                                Ectocarpus Esi0232_0002                               Superimposition of the two models                                         Yeast Tom70 
  


