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sTGA1 MNSASPQFVSPRS 13
NtTGATa MNSTYTQFVASKR 13
TGA1 MNSTSTHFVPPRR 13
TGA4 MNTTSTHFVPPRR 13
AtbZ1P21  MANHRMSEATNHNHNHHLPYSL IHGLNNNHPSSGF INQDGSSSFDFGELEEA | VLQGVKYRNEEAKPPLLGGGGGATTLEMFPSWP IRTHATLPTESSKS 100
AtbZ1P65 MQGHHON-—-HHQHL—-———-— SSSSATSSHGNFMNKDG—-YD | GE | DP-SLFLYLDGQGHHDP——~——-—-—-——-PSTAPSPLHHHHTT-QNLAMR 71

rTGA2. 2 MADASSR- 7

AK102690 MGEASSSSGHPRQNPHVLGYGFHGAMPNSLPSANLFEQQGGANY-FGELEEALMQQVATLRRTQQT————— ATTTSTLHHGDTTPFST-TATAAATARP 92
AK106988 MGGSREEDRQHHNHLPSELPLGFRSSSPTTMIASSSMSKESSNYDMADFDQASLFLYLDSHDQQS | QEQRATLN | FPSQPMHVADPAHEAKSAGVAMAML 100

AKO73715 MTSASTQFAAPVR 13
sTGA1 MSVYDP IHQ | SMNGEGFKS———NGNLSAAMPL | DEADMKFDS QSEDASHG | LGEPNKYDQEASKP--TDK | QRRLAGNREAA 90
NtTGATa  MGICDPIHQ|GMWGDFKNSSFPDTSATL ILEVENCLENEMP | MEKRPHN-————-—-—-| ETEELSHGTVGTSNRYEPEARKP-—1DKVLRRLAGNREAA 100
TGA1 VGIYEPVHQF GMWGESFKSN | SNGTMNTPNH | | ————— | PNNQKLDNN-———-—-———- VSEDTSHGTAGTPHMFDQEASTSRHPDK | QRRLAGNREAA 96
TGA4 FEVYEPLNQ | GMWEESFKN——-NGDMYTPGS| | IPTNEKPDS: LSEDTSHGTEGTPHKFDQEASTSRHPDK | GRRLAQGNREAA 92
AtbZIP21  GGESSDSGSANFSGKAESQQPESPMSSKHHLMLQPHHNNMANSSSTSGLPS—————-—-—- TSRTLAPPKPSEDKRKATTSGKQLDAKTLRRLAGNREAA 190
AtbZ1P65 PPTSTLNIFPSQP MHIEPP- PSSTHN KEGNRKGLASSDHD | P————-1 KSSDPKTLRRLAGNREAA 130
rTGA2.2 - TDTS|VVDNDD————-| KNHQLENGHSG AVMASNSSDRSDRSDKLMDQKT |RRLAGNREAA 62
AK102690 PPTLD I FPSWPMRSLHTPKEGSNVTADTTDSESSSKNNSNQNASSDQHVLVGDMAGQFDQ | PQQEQHKKMATNSPTHSSKTGKALDPKTMRRLAGNREAA 192
AK106988 PNGNQLQVLPSHPSKKPDQQGGQK INSSVPTNPPGPNLPLPNSAKDNKNSSL——————-KKEGSSSGKGATTSNDPEREGRRTLDPKTLRRLAGNREAA 193
AKO73715  MGAYDRPPPVGMWSHEQFKVD-NGQATSAST | M————-—-| EAEMKFEN——————————| RLEE | PQVVLEEGRNVDQEASKP--PDKVLRRLAGNREAA 91

Basic region
sTGA1 RKSRLRKKAYVQQLESSRLKLMQLEQELERARQQGMY | G—-—- GGLDSNHLGFAG-SVNSG I TTFEMEYGHWVNEQGNRQ | TELR-NALNAHI G—-DVEL 181
NtTGATa  RKSRLRKKAYVQQLENSKLKLLQLEQELERTRQQGQYAG—-—- VGLDESQIGYTG-TANSG | VAFEMEYGHWVEEQDRQTDELR-SALNSQVG—EIEL 191
TGA1 RKSRLRKKAYVQQLETSRLKL | QLEQELDRARQQGF YVG———-| NGIDTNSLGFSE-TMNPG | AAFEMEYGHWVEEQNRQ | CELR-TVLHGHIN--DIEL 187
TGA4 RKSRLRKKAYVQQLETSRLKL I HLEQELDRARQQGF YVG————-1 NGVDTNALSFSD-NMSSG | VAFEMEYGHWVEEQNRQ | CELR-TVLHGQVS—DIEL 183
AtbZ1P21  RKSRLRKKAYVQQLESSR |KLSQLEQELQRARSQGLFMG——— GCGPPG—-P——-—-NITSGAAIFDMEYGRWLEDDNRHMSE |R-TGLQAHLS—DNDL 276
AtbZ1P65 RKSRLRKKAYVQQLESCR IKLTQLEQE|QRARSQGVFFGGSL |GGDAQQGGLP | GPGN | SSEAAVFDMEYARWLEEQQRLLNELR-VATQEHLS—ENEL 227
rTGA2.2  RKSRLRKKAYVQQLESSKLKLAQLEQELQKARQQGIF IS —MSGNGALTFDLEYTRWLEEQNKQ INELR-TAVNAHAS—DSDL 149
AK102690 RKSRLRKKAY | QQLESSKLKLAGMEQD IHRARSQGLLLG-—-—APGGNT-———————— SSGAAMFDVDYARWLEEDSQRMAELH-GGLHAHLP——DSDL 275
AK106988 RKSRLRKKAY |QQLESSR | RLSQLEQQVHVARVQGAMLG———-AGDQHQG-LPSGP-———SAASLFDLEYGRWVEEHSKL | FQLR-AALNEQMA——DSQL 281
AK073715  RKSRLRKKAY|QQLETSRLKLAQLEQELQRARQQAVYAN-——- GSLREPNLGFTG-PIDPGALGFE IKYSHWVDEQNRNTGELRNALLQGQTTDQGDLEL 185
Leucine zipper
sTGA1 RILVDGMMSHYAEMFRMKSAAAKADVFYVMSGMWKT TAERFSLW I GGFHPSELLKVLGPL | EPLTEQQRLN | YNLGQSCQQAEDALSQGMDKLRQTLADS 281
NtTGATa  QLLVEGCLNHYFDLFRMKAAAAHADVLFLMTGTWKTSAERFFLWIAGFRPSELLKVLTPNVEPLTEQQLRDVCNLMASCQQAEDALSQGMVKLHQILAEA 291
TGA1 RSLVENAMKHYFELFRMKSSAAKADVFFVMSGMWRT SAERFFLW I GGFRPSDLLKVLLPHFDVLTDQQLLDVENLKQSCQQAEDALTQGMEKLQHTLADG 287
TGA4 RSLVENAMKHYFQLFRMKSAAAK I DVFYVMSGMWKTSAERFFLW | GGFRPSELLKVLLPHFDPLTDQQLLDVENLRASCQQAEDALSQGMEKLQHTLAES 283
AtbZ1P21  RLIVDGY |AHFDE | FRLKAVAAKADVFHL | | GTWMSPAERCF IWMAGFRPSDL IK LVSQMDLLTEQQLMG | YSLQHSSQQAEEALSQGLEQLQQSLIDT 376
AtbZ P65 RMFVDTCLAHYDHL INLKAMVAKTDVFHL | SGAWKTPAERCFLWMGGFRPSE I 1KV IVNQIEPLTEQQIVG I CGLQQSTQEAEEALSQGLEALNQSLSDS 327
rTGA2.2  RLIVDGIMAHYDEVFKVKGVAAKADVFH I LSGMWKTPAERCFLWLGGFRPSELLKLLANHLEPLTEQQLLGLNNLQESSQQAEDALSQGMEALQQSLADT 249
AK102690 RAIVDDTLTHYDHLFNLKGMAAKADVFHL | TGMWATPAERCFLWMGGFRPSELLKTLTPQLDPLTEQQVVGICNLQQSSQQAEEALSQGLDALHQSLAET 375
AK106988  QVFVNGAMAQHDELLSLKGA | ARAD | FHLLCGVWATPAERCFLWLGGFRPSEAIKVMLKQVEPLSEGQLMS | YELQQAAKGTEDALSHAMDGLQQSLSDT 381
AKO73715  KLLVEAGLDNYNRLFEMKEEAANSDVFY IMSGMWKTPTERFFLW I GGFRPSEVLKNLRPQLEPLTDKQVVEVGGLQQTSMQVEDALSQGMDKLKQT IADS 285

sTGA1 VAAGQFMEG-————-——-TY | PQMTSAMEKLEDLVSFVKQADHLRQETLEQMSR [ LT |RQAARCLLALGEYFQRLRALSSLWSNRPREPA-—-—-————- 362

NtTGATa  VAAGTLGDG-—-——- | ILPKMAAT | ENLEALVRFVNQADHLRKETLLQMSC | LTPQQSAQGLLALGEYFKRLRALSSLWTSRTSEPA-—————-—- 372

TGA1 VAAGQLGEG- ——SY | PQVNSAMDRLEALVSFVNQADHLRHETLQQMYR ILTTRQAARGLLALGEYFQRLRALSSSWATRHREPT— — 368

TGA4 VAAGKLGEG-———————-SY | PMTCAMERLEALVSFVNQADHLRHETLQQMHR | LTTRQAARGLLALGEYFQRLRALSSSWAARQREPT————-————- 364

AtbZIP21 LAA——————- SPV1DGMQQMAVALGK | SNLEGF IRQADNLRQQTVHQLRR I LTVRQAARCFLV | GEYYGRLRALSSLWLSRPRETLMSDETSCQTT 465

AtbZ P65 |VSDSLPPASAPLPPHLSNFMSHMFLALNKLSALEGFVLQADNLRHQT IHRLNQLLTTRQEARCLLAVAEYFHRLQALSSLWLARPR-QDG——————- 417

rTGA2.2  LAGSLGSSGSS-——GNVANYMGOMAMAMGKLGTLENFLCQADNLRQQTLHQMQR ILT IRQASRALLA IHDYF SRLRALSSLWLARPRE-—-—-—-———-- 334

AK102690 VAG--GSPLDD-——PNVGSFMGHMA | ALGQLSNLEGFV | QADNLRQQT IHQMHR [ LTVRQAARCFLA | GEYHNRLRALSSLWASRPRE | LVADEGNCGEL 470

AK106988 VAAPDVAAAGG—-———-—-FMGHMSLAMNK | SAMED | VRQADGLRQQTLHKLQHMLT IRQAARCFVA 1 SDYFHRLRALSTLWVARPRPEEGPAM-———- 467

AKO73715  LTAADPFDSP————-——EAYMVHMANAVEQLRSLVQFVTQADHLRQQTLQEMHR | LTTRQAARGLLALGDYFQRFRALSSLWAARPRDSG | S-————-—- 370
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Fig. S1. Comparison of the amino acid sequences of AK073715, AK102690, and AK106988 to those of plant TGA factors, including
sTGAL1 (soybean TGA1, AAA75414), NtTGAla (tobacco TGAla, S17715), TGA1, TGA4, AtbZIP21, AtbZIP65 (Arabidopsis TGA
factors, Q39237, Q39162, CAC40022, CAC40649, respectively), and rTGA2.2 (rice TGA factor, BAB72062). Basic regions, leucine
zippers, and the TGA-factor conserved sequences are colored (blue, red, and yellow, respectively). Positions of cysteine residues
that are involved in redox status of Arabidopsis TGA1 are also colored in green boxes. Asterisks indicate the signal peptide for
nuclear localization (bipartile pattern). These amino acid sequences were compared using the program CLUSTALW. Phylogenetic

tree was generated from the resulting alignment using the program TREEVIEW.



