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Pt_TFIIS1a        1 --------MDYQELYELRKKLADW------K-K---NPKETINILKQLEQ-SPL-NQEAVNKSKIYKTLHTLTIIDD-KS-DI-------LAATIKSKASIVQDKLKKLSQNKP 

Pt_TFIIS1c        1 --------MDYQELYDLRKKLVDW------K-K---FPKETLCILKSLEQ-SPL-EWENVNKSKIQKTLQALTLIDD-NN-DP-------LVTTIKAKASALQDRFKRLSQAKA 

Pt_TFIIS2a        1 --------MDQVDLSQTLKKLIEW------K-N--SSPTTLYNLLDQIGT-QNF-NSNRIVHQKFLQAVQKLAQLHEIPP-NTI--YKSYDYEKMIDKAKSILKILRQPLQMEV 

Pt_TFIIS2b        1 --------MDKVDLTQILKKLNDW------K-K--SSPTAVYNLLDQIGT-QNF-GQNRIVHQKFLLAVQKLAQLQEIPP-NSI--YKSYDYEKMINKAKSILKILRQPLQMEV 

Pt_TFIIS3         1 --------MDQIDLQDMRKKLHGY------K-K--FGKKQVISILNQLED-PKI-DQKALADSKILKTVRTLTQIEVVGD-ASL---SEQDLKQIKEKATETLQKLKK---N-- 

Pt_TFIIS4         1 MILEEQKPFTTEELYEYRKVLVDW------K-W--RGPDAIYFVLGQLCK-GTL-EREAIVQSKIYKSVYILRESIRKAPSTDMALYNKDQIATILLKLKSIHNQIKEIISKPP 

Tt_TFIIS          1 --MDQL--YTEDELTEFKNDLRKF------K-E--IGNTKVLAIVKRLFN-CQI-TVQQLQNTKIAQTVQSLSTMSCFDE--------DEEGQEAKQICSQIINKWKKIVQNEK 

Ot_22233_0_g55   10 QDQQEA--ISKDDLSELKFTLEKK------QAN--HDYATIQSILKMLEF-KQI-TYDLLKETLIGKTITSLTKIEAIND------DAKNDAEKVRQKAAGLLGSWRKISQSEK 

Ot_1015_0_g5    104 TRIRGK--MSYEQLIEFMADITLK------R-R--SDPQAVQTILKKLYE-SEI-DIKTVEHAKSERLLRELLSSP----LDMFMASNKLEFEKMKKLAKLTLKKWADLRRQHL 

Ot_14486_0_g34  104 TRIRGK--MSYEQLIEFMADITLK------R-R--SDPQAVQTILKKLYE-SEI-DIKTVEHAKSERLLRELLSSP----LDMFMASNKLEFEKMKKLAKLTLKKWADLRRQHL 

Mc_conN1          3 TPINQE--DTIQNLVDLIKKFSK-------C-K--GNIQEKIDTINYMGE-YRV-NRDILKTTLAGKKMTTW---------------SRSKNKEIKEAAKRVLNEWKTQIKGVN 

Im_IMG5_116810    1 --------MDQL-PKFGSNED--------------------------------------------------------------------------------------------- 

Lm_TFIIS1-1      24 --------VPTHSVSPLAAPSREA------ED---VQHSSAASPLKRPRVAEPV-T-HFLTPNALGGLRHSSNSV--------------SP-SPATLTAERVCHDAHADTDAV- 

Lm_TFIIS2-1      96 SGYHH---LRSDKLHELSSKISSA------VAA--ADLTAVRAALCQLDG-VDV-YLTELEDTKIGVAVGSVLSQ--------------PVLKPLWPLARAMISFWARHLPAET 

Tb_TFIIS1         1 --------MGKDS-NDGKIGVKRF------REE---S----KTALGAPTS-PPV-TPNCINNTSVTV--R-------------------------------------------- 

Tb_TFIIS2-1     105 SHLSP---ASDDALVQWKKDIDEA------TDN--CDGALLTSTLLKLAS-VSV-TLRQLLRTKIGVSVSRALSK--------------KDLEEQRSLATCIISAWTAKLPEET 

Hs_TCEA1          1 ---------MEDEVVRFAKKMDKM------VQK--KNAAGALDLLKELKN-IPM-TLELLQSTRIGMSVNAIRKQ--------------STDEEVTSLAKSLIKSWKKLLDGPS 

Hs_TCEA2          1 ------MMGKEEEIARIARRLDKM------VTK--KSAEGAMDLLREKA--MPI-TLHLLQSTRVGMSVNALRKQ--------------SSDEEVIALAKSLIKSWKKLLDASD 

Hs_TCEA3          1 ------M-GQEEELLRIAKKLEKM------VAR--KNTEGALDLLKKLHS-CQM-SIQLLQTTRIGVAVNGVRKH--------------CSDKEVVSLAKVLIKNWKRLLDSPG 

At_TFIIS          1 ------MESDLIDLFEGAKKAADAAALDGVTSSGP-EVSQCIDALKQLKK-FPV-TYDTLVATQVGKKLRSLAKH--------------P-VEDIKSVATDLLEIWKKVVIEET 

Ce_TFIIS          1 ------M-SALEETQSLCKQVDDI------CNNGMESVEQCNKLLDQLSK-IPM-SIEIIQKTNIGIKVNMMRKK--------------VTDDAVAKRAKNIIKDWKNVVDGKS 

Dm_TFIIS          1 ------M-SVEEEVFRIQKKMSKM------ASDG-TGQDQALDLLKALQT-LNI-NLDILTKTRIGMTVNELRKS--------------SKDDEVIALAKTLIKNWKRFLASPA 

Dm_CG8117         1 ----------------MSMEI--------------------------------------------------------------------------------------------- 

Sp_tfs1           1 --------MDSADIRSAKAALEKA------IQG--KNIETIINIMTRLKN-EVVATEELLKETRLGLVVGKLRS---------------HPNEKVGEQAREIVKKWKADVSKGR 

Sc_Dst1           1 --------MDSKEVLVHVKNLEKN--------K--SNDAAVLEILHVLDK-EFVPTEKLLRETKVGVEVNKFKK---------------STNVEISKLVKKMISSWKDAINKNK 
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Pt_TFIIS1a      132 PSYVD--RVKYLNAISNLFILNIQKFK--NQ-NDLN-ASDRQTIKECVEKMENTIYY--KRQQDYTPRKAYEQDLKILAGFLK-KDKNGSLTYSIFTKQFDPINAAQLRAADWVD 

Pt_TFIIS1c      132 PAYAD--RLKYLKGINQMFIANIFTFK--KD-NVLN-DSEYQTIKECVEMMENTIYH--KRAKDHTPRKAYEQDLRILAGFLK-KDKNGSLTYRIFTKAFDPVSAAQLRAADWVD 

Pt_TFIIS2a      114 TGYVD--RIQNLNLISNLILHIFKNWN--QS-NKEQ-LISIDKVKEVTIGLEKEIYL--RNVFKDSKKLAYEMDIKTLVQFMK-RDKSGDVLIRVFNKSLSYQQAAQLKSEDWID 

Pt_TFIIS2b      114 TGYVD--RIQNLNLISNLILHIFKNWD--QT-NKEQ-LISIDKIKAVTIGLEKEIYL--RNFYKDSRKMTYEMDIKTLLQFMK-RDKTGDVLIRVFNKSLSYEQAAQLKSEDWID 

Pt_TFIIS3       128 PQNFDPTRLKVLQT-------LIQKFT--NE-T----TPHQES-IKFCKKLEKEINQ--KFL---NKERQYQTAIREILKYLQ-NDRDGSVRNRMLSGLVDIPTAAQLRSEDWTS 

Pt_TFIIS4       137 -DQRDKIRAKLSEYLQKQLQQ----KQ--QQDLFQE-ENLVDKCNKLADALENNLYN--KHYQTVAPGKNYSSDLKTLYQYLG-KDKSGRVLHKLFEGFFTVNQACQLQLKDWLD 

Tt_TFIIS        147 PTYKSDIRQKGLEAINKIFMK----VK--DDINASP-----REWIELIVNLEKKIFS--RN----SQVVYYKSYIKEVLGMFSSNEVTTEVISKMLNKEISLQDVAEAKTSVFLT 

Ot_22233_0_g55  170 TQYRDSLRINFIKYMQIPE-----EGV--EY--E-E--IVLTRAAQLGLQIEDELYK--SF----PRLAEYQNKARSLMFNLK-DPKNPDLRMSLIEGVIEPNQLVRLDSKSLAS 

Ot_1015_0_g5    340 MTYRDQLRRKLVNIMRDSMKQIVYPGNSKAQLTDGE-KN---WATECGLRIEDQLNV--SY----SQVKTYSDKARSLLFNLS-DSKNFELRFKILNQELSAQQLVHTDVKKLAS 

Ot_14486_0_g34  340 MTYRDQLRRKLVNIMRDSMKQIVYPGNSKAQLTDGE-KN---WATECGLRIEDQLNV--SY----SQVKTYSDKARSLLFNLS-DSKNFELRFKILNQELSAQQLVHTDVKKLAS 

Mc_conN1        164 NETEDKVRNGIRKGLEKLLCK----SN------EN--PK---KCKALSIKIENSVVL--RLG---THLKEYTNKCRSIIANLQ-R--SDEFRSKIINGIFTPDDLAAMNPRDFLE 

Im_IMG5_116810   13 ------VRNKGLQAI---FMK----FK--E-CDQDK-----ADIVKISVNLEEKIAH--KN----SQVEVYKKNIKEVLGMLSNYQVIQEVLKGILQEKISIKDVAECKSSVFML 

Lm_TFIIS1-1     167 AAKRITLHQRWAALLHGVLMK----ER--PS--S---E--SERVMGLCVRIVESI------P---GDMEQTKDTFQTLLFNIK-DSKNGELRRKVVEGELLVERLVTMDDLELAN 

Lm_TFIIS2-1     257 PTQRKTFYDNVYQLLDSPLST---------T--R---Y--DDTVI---DEVARRL------T---AEI-TDRDERQMLLLRLR-EEELSFIRDHLLSGEWTPKKYLDQPSEVFTT 

Tb_TFIIS1        52 D----TRLTKWKTLLCKALMQ----GR--KE--E---D--EGRVADMALRIVKAI------P---GGRSESADTFRMLLVHLG-DAKNRELRESIIEEKFSVEVLVRMKERDLLN 

Tb_TFIIS2-1     254 GGAQPQFVDRVQKLLL---QP----GD--PH--S---F--SVRSDDLR-SVAEKI------C---AEVT-RSEDRMYLLEHLS-KPGLSEIRRRLAMGELSGKDFLELSRWELMT 

Hs_TCEA1        134 PSTSDSVRLKCREMLAAALRT----GD--DY--I---AI-GADEEELGSQIEEAIYQ--EIR---NTDMKYKNRVRSRISNLK-DAKNPNLRKNVLCGNIPPDLFARMTAEEMAS 

Hs_TCEA2        132 PVTCDAVRNKCREMLTAALQT----DH--DH--V---AI-GADCERLSAQIEECIFR--DVG---NTDMKYKNRVRSRISNLK-DAKNPDLRRNVLCGAITPQQIAVMTSEEMAS 

Hs_TCEA3        181 YLTGDSVRDKCVEMLSAALKA----DD--DY--K---DY-GVNCDKMASEIEDHIYQ--ELK---STDMKYRNRVRSRISNLK-DPRNPGLRRNVLSGAISAGLIAKMTAEEMAS 

At_TFIIS        204 LKCNDPVRDKIRELLVEALCRVAGEAD--DY--E-RESVNASDPLRVAVSVESLMFE--KLG---RSTGAQKLKYRSIMFNLR-DSNNPDLRRRVLTGEISPEKLITLSAEDMAS 

Ce_TFIIS        142 HLENDETRLKSAQLLLSALRF----GD--MP--Q---G--TLDPEELAVQIEEKLYS--VHR---DTNKSYSAAVRSRIFNLR-DKKNLALRENVLTGVVRAEKFATMTSEEMAS 

Dm_TFIIS        147 GGMTDAVRIKCREMLATALKI----GE--VP--E---G--CGEPEEMAAELEDAIYS--EFN---NTDMKYKNRIRSRVANLK-DPKNPGLRGNFMCGAVTAKQLAKMTPEEMAS 

Dm_CG8117         6 -------RIKCREMLATALKS----GN--MP--P---G--CGDPDDMAAKLEDAIYG--DLN---GCKVKYKNRIRSRLANLR-DPKNPELRQKFLLGQITPEELSKMTPEEMAS 

Sp_tfs1         127 NVTDDKIRNNCIGLMYNALV----IDS--DE--S-S-----SLIIAKAKEIDAQVLA-RAAG---KTGSEYRNRMRSLYMNLK-DKNNPKLRASVLRNEITPQRLSTMTSAELAS 

Sc_Dst1         142 AIYHHKLRDQVLKALYDVLA----KES--EH--P-P-----QSILHTAKAIESEMNKVNNCD---TNEAAYKARYRIIYSNVI-SKNNPDLKHKIANGDITPEFLATCDAKDLAP 

                           _____α1____________                ____α2________           ______α3_______       _α4_     _α5__      _α6__  

 

 

Pt_TFIIS1a      238 DETKQEQSRIIREKMEAEQIGFYKDLSK-REMEGVEGKTCKGCGQKKVYLVDEKQTRASDEPTTKFFECYNCGD-KFRIC 

Pt_TFIIS1c      238 DETKQEQARIIKEKMEAEQIGFYKDLSK-REMEGIEGKTCKGCGQKKVYLVDEKQTRASDEPTTKFFECYNCGD-KFRIC 

Pt_TFIIS2a      220 EKTKLNQKAAQKEELEINQIGFYKEVSK-REMDGVEGKQCKGCHQKKVYLVEEKQTRCADEPTTKFFECFNCGD-KFR-I 

Pt_TFIIS2b      220 EKTKLNQQAAQKEELEINQIGFYKEISK-REMDGVEGKQCRGCHQKKVYLVDEKQTRCADEPTTKFFECFNCGD-KFR-V 

Pt_TFIIS3       222 ATRLAIAGGVGREILSANDMNHNKYIAQ-AINKDVALGLCNNCGQKQMKLVNEIQTRASDEPSTKFYECLNCGIGETTNG 

Pt_TFIIS4       241 EEVIRELENRKISEMKDDDADYYRQIRI-KEMTQSKGQECPRCHNNYLYIIETKQIRRADEPATIFYECFACQH-RYK-V 

Tt_TFIIS        245 DRQRAQQKKAVEDQLATSDPDFYNNMRR-QRLQGLEGELCKGCKKKTAFLVKELQTRSSDEPMTRFMECNSCGK-SWK-D 

Ot_22233_0_g55  266 KALQDERNKTQQANLNARRSDWFIENAA--KKGNKGFFTCKKCHSKNTTY-FQMQTRGADEPMTNFITCLDCKN-QWK-C 

Ot_1015_0_g5    444 EWMKQKREESLLRTLSMKRTDWDVQETL-SQGEFQGMFQCE-CGSQKTGY-IQLQIERADEPMTNFVYCYDCEN-RWK-C 

Ot_14486_0_g34  444 EWMKQKREESLLRTLSMKRTDWDVQETL-SQGEFQGMFQCE-CGSQKTGY-IQLQIERADEPMTNFVYCYDCEN-RWK-C 

Mc_conN1        256 DSLKKKRAKKETRIIDSKRS---DYILA-NSKIKEGMYTCEKCKSKKTTF-YEQQTRSADEPMTTFVQCLMCSH-NMK-F 

Im_IMG5_116810  101 QKEKEENLQQLQTEFEVLDPEFYNKLRR-KNLVGLEGEKCRNCKKLTAFLVKELQTRAADEPMTRFMECNSCKK-KWK-E 

Lm_TFIIS1-1     259 PELRKHIEEKIEERSKDTNL---SEIRKAMRTSNSTLFKCRVCGARDSSW-EQRQTRSGDEPMTVIITCNKCNT-QWRKY 

Lm_TFIIS2-1     342 KSEKARQEQRIQEKMKAIEA---A---DNAMLNITSLFKCGRCGKRHCTF-YEQQTRSADEPTTKYITCLDCKN-TWTQE 

Tb_TFIIS1       140 PEERERQEAAFLARSRDTDL---TEIRK-ATSTTSTLFPCPSCKAKNCTW-TQKQTRSADEPMTIFCICNICEH-KWRRY 

Tb_TFIIS2-1     341 QEEKEDAERRTTEKLRNLE-----ETER-SLLHTTSLFECPECHGRECEW-RELQIRSADEPTTKFIKCIKCKH-NWSEN 

Hs_TCEA1        231 DELKEMRKNLTKEAIREH------QMAK-TGGTQTDLFTCGKCKKKNCTY-TQVQTRSADEPMTTFVVCNECGN-RWKFC 

Hs_TCEA2        229 DELKEIRKAMTKEAIREH------QMAR-TGGTQTDLFTCGKCRKKNCTY-TQVQTRSSDEPMTTFVVCNECGN-RWKFC 

Hs_TCEA3        278 DELRELRNAMTQEAIREH------QMAK-TGGTTTDLFQCSKCKKKNCTY-NQVQTRSADEPMTTFVLCNECGN-RWKFC 

At_TFIIS        308 DKRKQENNQIKEKALFDC------ERGL-AAKASTDQFKCGRCGQRKCTY-YQMQTRSADEPMTTYVTCVNCDN-HWKFC 

Ce_TFIIS        238 AEIREMRDKFTKEAILEH------QMSV-QQGTPSDMFKCGKCGKKNCTY-TQLQTRSSDEPMTTFVFCLECGN-RWKFC 

Dm_TFIIS        243 DEMKKLREKFVKEAINDA------QLAT-VQGTKTDLLKCAKCKKRNCTY-NQLQTRSADEPMTTFVMCNECGN-RWKFC 

Dm_CG8117        95 DDMKQMRQKYVQDSINAA------QMAK-VQGTKTDQFKCERCDKRNCS---QLHIRDGDEPIITFVICDECGN-RWK-S 

Sp_tfs1         223 EDRRKEDAKLEQENLFHA------QGAK-PQKAVTDLFTCGKCKQKKVSY-YQMQTRSADEPMTTFCECTVCGN-RWKFS 

Sc_Dst1         239 APLKQKIEEIAKQNLYNA------QGAT-IERSVTDRFTCGKCKEKKVSY-YQLQTRSADEPLTTFCTCEACGN-RWKFS 

                       _____α7______                       C  C     ___β1___   DE  __β2_C_ C __β3__  
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