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Table S1. List of AtSnRK2s and OsSnRK2s.

Taxa Name Gene name Accession number or locus ID  Uniprot Proten length (aa)
AtSRK2H AT5G63650 QOFFP9 360
AtSRK2] AT2G23030 064812 339
AtSRK2A AT1G10940 P43291 363
AtSRK2B AT1G60940 Q9C958 361
Arabidopsis thaliana AtSRK2F AT4G40010 QISMQ4 350
AtSRK2C AT1G78290 QI9M9IE9 343
AtSRK2I AT5G66880 Q39193 361
AtSRK2D AT3G50500 Q39192 362
AtSRK2E AT4G33950 Q940H6 362
AtSRK2G AT5G08590 P43292 353
OsSAPK6 LOC_0Os02g34600 Q67144 365
OsSAPK4 LOC_Os01g64970 F6M7C8 360
OsSAPK5 LOC_0Os04g59450 Q7XKAS8 370
OsSAPK2 LOC_Os07g42940 QO0D4J7 339
Oryza sativa OsSAPK3 LOC_Os10g41490 POC5D6 334
OsSAPK1 LOC_0Os03g27280 Q75LR7 342
OsSAPKS LOC_0Os03g55600 FeM7D2 371
OsSAPK10 LOC_Os03g41460 Q75H77 362
OsSAPK9 LOC_0Os12g39630 Q75V57 361
OsSAPK7 LOC_Os04g35240 Q7XQPr4 359

Table S2. List of primers for qRT-PCR.

Gene name Forward primer (5'>3") Reverse primer (5'>3")
GmSnRK2.1 GGTCCCCGCAGCTGGTATG TGACCCTGCAGAGAGAATCACTATT
GmSnRK2.2 CGTAGTCGGGTATGGCGTAT ATGTTTGGTCGTGTGGTGTG
GmSnRK2.3  CAGCAACAAGTTCCTCAGTATGIT TGTTGGGCCAGGAATGGATTT
GmSnRK2.4 TCAGCATCAAAGTCATCCAGG GCCCATGGAACTGACGGA
GmSnRK2.5 GGGTCATCCTGGTCCTCAAA TCATCTTTGCTGCACTCACG

GmSnRK2.6 GCACAGACAAAATCACCGCTT TGCAAAATGATGATGTGAATGACG
GmSnRK2.7 GCCTAGATACTGGAGGAGGG TGTAGCAAATCCATTAAGGAGAATA

GmSnRK2.8 GTCCAACTTCTCCTGCTITTGG CCAAGAGGATCACCATCCCG
GmSnRK2.9 CTTTAAACGAGGTGCCGAGC ACTGAGGATGAGGCTCGATT
GmSnRK2.10 ATCATCCTGGTCCTCAAAGGG CTGCATTCGCGACCGAAATC
GmSnRK2.11 TCGTCATCAATGTCCAAGCTA GAACACGATGAACAGGCAA
GmSnRK2.12 ~ TCTATCTGCTTTTCACCTCTCTCA CCGGGAATGGATTTGCCGAT
GmSnRK2.13 GCAAGATGAGTTGGAGTAAGC CAGGAAACTTTGGTGTGGCA
GmSnRK2.14 TCATCTTCTTCAGTCTCAGCCA GCTCAAGCTGCCTACTACAG
GmSnRK2.15 CCTCATCACCACGCACAAC GGCTGAAAGAAGGGGTTACG
GmSnRK2.16 CCTCATCACCACGCACAAC GGCTGAAAGAAGGGGTTACG
GmSnRK2.17 GTCCCTGCAGCGGGTAT TGCAGAGAGAATCACTATTCCTGA
GmSnRK2.18 CTTCTTCAGCCTCGGTCACT TTGTTGAGGAGGCCAAGACT

GmSnRK2.19 CATGCTGCCCCCAATAAGAAGG AGGAACTTGCCCATAGAACAGATG
GmSnRK2.20 GAATTGAAGATACATACCTTGGCA TGGTGCATACCCATTTGAAGAT
GmSnRK2.21 ATCCTCGGTAAAACGCCCA ATAGAGGAGGGGCAATCACATT
GmSnRK2.22 CCGTCTCTAGGTCCTCATCC GCCTGATCAACCAATGCAGA
GmSKIP GAGCCCAAGACATTGCGAGAG CGGAAGCGAAGAACTGAACC




Table S3. Defense and stress response elements in the promoters of GmSnRK2s.

Gene Name Cis Elements Number Sequence Pattern Position (Strand) Function
GTTTTCITAC; ) ) . .
GmSnRK2.1 TC-rich repeats 3 ATTTTCTTCA. 610 b}_)7(9 g,b 9lf bp (+); Cis-acting element 1nv01\{ed in defense and stress
ATTCTCTAAC p (+) responsiveness
o 1 1 involved i
GmSnRK2.2 Circadian 1 CAANNNNATC 812 bp () Cis-acting regulatory element involved in
circadian control
. GTTTTCTTAC; ) Cis-acting element involved in defense and stress
TCorich repeats 2 ATTTTCTTCA 226 bp (+); 1364 bp () responsiveness
HSE 3 AAAAAATTTC =126 bp (+); =919 bp (-); Cis-acting element 1nyolved in heat stress
=309 bp (-) responsiveness
WUN-motif 1 AAATTTCCT -917bp (-) wound-responsive element
CmSnRK2.3 Circadian 3 CAANNNNATC =227 bp (-); -1451 bp (+); Cis-acting reg'ulato'ry element involved in
-980 bp (+) circadian control
LTR 1 CCGAAA 1332 bp () Cis-acting element 11’1V01Yed in low—temperature
responsiveness
MBS 1 CAACTG 1146 bp (+) MYB binding '51te 1r~1vlo¥ved in
drought-inducibility
. ATTTTCTTCA; -322 bp (+); -451 bp (+); Cis-acting element involved in defense and stress
TC-rich
Crich repeats 3 ATTTTCTCCA —-690 bp (+) responsiveness
WUN-motif 1 TCATTACGAA -988 bp (+) wound-responsive element
GmSnRK2.4 Circadian 1 CAANNNNATC 1144 bp (+) Cis-acting regulatory element involved in
circadian control
ELI-box3 2 AAACCAATT -21bp (-); 144 bp (+) elicitor-responsive element
. ATTTTCTCCA; ) Cis-acting element involved in defense and stress
TCorich repeats 2 ATTTTCTTCA 188 bp (+); 410 bp (*) responsiveness
GmSnRK2.5 Circadian 1 CAANNNNATC ~1058 bp (+) Cis-acting regulatory element involved in
circadian control
TC-rich repeats ” ATTTICTTCA 385 bp (+); -59 bp (+) Cis-acting element 1nv01v.ed in defense and stress
responsiveness
GmSHRK2.6 HSE 1 AAAAAATTTC 2bp () Cis-acting element 1m.101ved in heat stress
responsiveness
MYB bindine site involved i
MBS 1 CAACTG 1452 bp () binding site involved in
drought-inducibility
TC-rich repeats 2 ATTTTCTTCA; -897 bp (-); =1047 bp (+) Cis-acting element involved in defense and stress

1



ATTCTCTAAC

responsiveness

GmSnRK2.7 Box-W1 TTGACC -345 bp (+) fungal elicitor responsive element
HSE AAAAAATITC 1222 bp () Cis-acting element 1nyolved in heat stress
responsiveness
LTR CCGAAA ~180bp (+) Cis-acting element invoIYed in low-temperature
responsiveness
TC-rich repeats ATTTTCTTCA 42bp () Cis-acting element mvolv.ed in defense and stress
responsiveness
GmSHRK2.8 HSE AAAAAATTTC —266 bp (+); -432 bp (-); Cis-acting element 1nYolved in heat stress
—267 bp (+) responsiveness
TC-rich repeats ATTITCTTCA _167bp () Cis-acting element mvolv.ed in defense and stress
responsiveness
GmSHRK2.9 Circadian CAANNNNATC =111 bp (+); -1482 bp (+); Cis-acting reg.ulato.ry element involved in
-175bp (+) circadian control
Box-W1 TTGACC -898 bp (+) fungal elicitor responsive element
MYB bindine site involved i
MBS CAACTG ~1463 bp (-); 1046 bp (+) binding site involved in
drought-inducibility
TC-rich repeats ATTCTCTAAC 043 bp () Cis-acting element mvolv.ed in defense and stress
responsiveness
GmSnRK2.10 Circadian CAANNNNATC =745 bp (-); 1104 bp (+); Cis-acting reg.ulato.ry element involved in
-1024 bp (+) circadian control
HSE AAAAAATITC 924 bp (1) Cis-acting element 1m.101ved in heat stress
responsiveness
LTR CCCAAA 1483 bp (+) Cis-acting element 1nvoIYed in low-temperature
responsiveness
MYB bindine site involved i
MBS TAACTG ~513 bp () binding site involved in
drought-inducibility
. GTTTTCTTAC; ) Cis-acting element involved in defense and stress
TCorich repeats ATTTTCTCCA 414 bp (+); 71051 bp () responsiveness
GmSnRK2.11 HSE AAAAAATITC 1247 bp (+) Cis-acting element 1nyolved in heat stress
responsiveness
MBS CAACTG 1184 bp (+) MYB binding .51te 1r.1vlo¥ved in
drought-inducibility
TC-rich repeats ATTTTCTCCA 1052 bp (1) Cis-acting element mvolv.ed in defense and stress
responsiveness
GmSnRK2.12 Circadian CAANNNNATC =307 bp (+) Cis-acting regulatory element involved in




Box-W1
HSE

LTR
MBS
TC-rich repeats

GmSnRK2.13 Circadian

Box-W1
HSE
MBS
TC-rich repeats
GmSnRK2.14

Circadian

HSE

TC-rich repeats

GmSnRK2.15 Circadian

Box-W1

HSE

MBS

GmSnRK2.16 HSE

TTGACC
AAAAAATTTC

CCGAAA

CAACTG

ATTTTCTCCA;
GTTTTCTTAC

CAANNNNATC

TTGACC
AAAAAATTTC;
AGAAAATTCG

CAACTG

ATTTTCTTCA;
ATTCTCTAAC

CAANNNNATC

AAAAAATTTC

ATTTTCTCCA;
ATTTTCTTCA;
ATTCTCTAAC

CAANNNNATC
TTGACC
AAAAAATITGC
AGAAAATTCG
TAACTG

AAAAAATTTC

circadian control
fungal elicitor responsive element
Cis-acting element involved in heat stress

-734bp (+)
-585 bp (+); 630 bp (+)

responsiveness
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100. 0% ——————————— MEGYEILKDIGSGNFAVAKLVRDNCTNELFAVKFIERGQKT DEHVQREIMNHRSLKHPNI IRFKEVLLTPTHLAIVMEYASGGELFERICNAGRFSEDEAR FFFQQLVSGVSYCHSMQICHRDLKLENTLLDGSTAPRVKICDFGYSKSSVLHSQPKSTVGTPAYIAPEVLTRK
96. 2% —~MERYETLKDIGSGNFAVAKLVRDNYTNELFAVKFTERGQKT DEHVQREIMNHRSLKHPNT TRFKEVLLTPTHLATVMEYASGGELFERTCNAGRFSEDEAR FFFQQLISGVSYCHSMQICHRDLKLENTLLDGSTAPRVKICDFGYSKSSVLHSQPKSTVG TPAY IAPEVLTRK
67. 8% ERYETIKDIGSGNFGVAKLVKEKWSGELYAIKFIERGFKI DEHVQRET INHRSLKHPNI IRFK: EAR YFFQQLISGVSYCHSMETCHRDLKLENTLLDGSSAPRLKICDFGYSKSSVLHSQPKSTVGTPAYTAPEVLSRR
77. 4% ———MERYEIIKDIGSGNFGVAKLVKEKWSGELYATKFIERGFKI DEHVQREI INHRSLKHPNI IRFKELLLTPTHLAIVMEYASGGELFERICSAGRFSEDEAR YFFQQLISGVSYCHSMEICHRDLKLENTLLDGSSAPRLKICDFGYSKSSVLHSQPKSTVGTPAYTAPEVLSRR
62. 5% ~MDKYELVKDIGSGNFGVARLMRHKDTKELVAMKY TERGHK T DENVARET INHRSLRHPNT IRFKEVVLTPTHLGIVMEYAAGGELFERTCSAGRFSEDEAR YFFQQLISGVSYCHSMQICHRDLKLENTLLDGSPAPRLKICDFGYSKSSLLHSRPKSTVGTPAYTAPEVLSRR
61.9% EKYELVKDIGSGNFGVARLMRHKDTKELVAMKY IERGHK I DENVAREI INHRSLRHPNI IRFKEVVLTPTHLGIVMEYAAGGELFERICSAGRESEDEAR YFFQQLISGVSYCHSMQTCHRDLKLENTLLDGSPAPRLKICDFGYSKSSLLHSRPKSTVGTPAYTAPEVLSRR
63. 4% —MDKYEAVKDLGAGNFGVARLMRNKETKELVAMKY TERGQKT DENVARET INHRSLRHPNI IRFKEVVLTPTHLATVMEYAAGGELFERTCNAGRFSEDEAR YFFQQLISGVHYCHAMQ I CHRDLKLENTLLDGSPAPRLKICDFGYSKSSLLHSRPKSTVGTPAYIAPEVLSRR
63. 1% ———MDKYEAVKDLGAGNFGVARLMRNKETKELVAMKY TERGQKT DENVARET INHRSLRHPNT TRFKEVVLTPTHLATVMEYAAGGELFERTCNAGRFSEDEAR YFFQQLISGVHYCHAMQTCHRDLKLENTLLDGSPAPRLKTCDFGYSKSSLLHSRPKSTVGTPAYTAPEVLSRR
62. 8% MDKYEAVKDLGAGNFGVARLMRNKVTKELVAMKY IERGPK T DENVAREIMNHRSLRHPNI IRYKEVVLTPTHLAIVMEYAAGGELFERICSAGRFSEDEAR YFFQQLISGVHFCHTMQTCHRDLKLENTLLDGSPAPRLK ICDFGYSKSSLLHSRPKSTVGTPAYTAPEVLSRR
62.8% ——————————] MDKYETVKDLGAGNFGVARLMRNKVTKELVAMKY TERGPK T DENVAREIMNHRSLRHPNI IRYKEVVLTPTHLAIVMEYAAGGELFERICSAGRFSEDEAR YFFQQLISGVHFCHTMQICHRDLKLENTLLDGSPAPRLKICDFGYSKSSLLHSRPKSTVGTPAYTAPEVLSRR

67.1% MDRSAMTVGPGMDMPIMHDSDRYELVRDIGSGNFGVARLMRDKHTEELVAVKY IERGDK I DENVRRET INHRSLRHPNIVRFKEVILTPTHLAIVMEYASGGELFERTCNAGRFSEDEAR FFFQQLISGVSYCHAMQVCHRDLKLENTLLDGSPAPRLKICDFGYSKSSVLHSQPKSTVGTPAYTAPEVLLKK
66. 6% MDRSAMTVGPGMDMPIMHDSDKYELVRDIGSGNFGVARLMRDKHTEELVAVKYTERGDK T DENVRRETINHRSLRHPNIVRFKEI ILTPTHLAIVMEYASGGELFERICNAGRFSEDEAR FFFQQLISGVSYCHAMQVCHRDLKLENTLLDGSPAPRLKICDFGYSKSSVLHSQPKSTVG TPAY TAPEVLLKK
67.2% ————MSVGPGMDLPIMHDSDRYEFVRDIGSGNFGVARLMRDKHTEELVAVKY TERGEKT DENVQRETINHRSLRHPNIVRFKEVILTPTHLATVMEYASGGELFERTCNAGRFSEDEAR FFFQQLISGVSYCHAMQVCHRDLKLENTLLDGSPAPRLKICDFGYSKSSVLHSQPKSTVGTPAY IAPEVLLKK
67.2% ————MSVGPGMDLPIMHDSDRYELVRDIGSGNFGVARLMRDKHTEELVAVKY IERGEKT DENVQRET INHRSLRHPNIVRFKEVILTPTHLAIVMEYASGGELFERTCNAGRFSEDEAR FFFQQLTSGVSYCHAMQVCHRDLKLENTLLDGSPAPRLKTCDFGYSKSSVLHSQPKSTVGTPAYTAPEVLLKK
60. 9% MD—RPATGPGVDMPIMHDSDRYDFVRDIGSGNFGVARLMRDKQTQELVAVKYIERGDKI DENVKREI INHRSLRHPNIIRFKEVILTPTHLAIVMEYASGGELFEKICNAGRFNEDEAR FFFQQLISGVSYCHAMEVCHRDLKLENTLLDGSPALHLKICDFGYSKSSVLHSQPKSTVGTPAYTAPEVLLKQ
60.9% MD—RPATGPGVDMPIMHDSDRYDFVRDIGSGNFGVARLMRDKQTQELVAVKYTERGDKI DENVKRET INHRSLRHPNITRFKEVILTPTHLATVMEYASGGELFEKICNAGHFNEDEAR FFFQQLISGVSYCHAMEVCHRDLKLENTLLDGSPALHLKICDFGYSKSSVLHSQPKSTVGTPAYTAPEVLLKQ
60. 8% MDRAALTVGPGMDMPIMHDSDRYDLVRDIGSGNFGVARLMQDKQTKELVAVKYIERGDKI DENVKREI INHRSLRHPNIVRFKEVILTPTHLAIVMEYASGGELFEKICNAGRFTEDEAR FFFQQLISGVSYCHAMQVCHRDLKLENTLLDGSPAPRLKICDFGYSKSSVLHSQPKSTVGTPAYTAPEVLLKQ
60. 5% MDRAALTVGPGMDMPTMHDSDRYDLVRDIGSGNFGVARLMQDKQTKELVAVKYTERGDKT DENVKRET INHRSLRHPNIVRFKEVILTPTHLAIVMEYASGGELFEKICNAGRFTEDEAR FFFQQLISGVSYCHAMQVCHRDLKLENTLLDGSSAPRLKICDFGYSKSSVLHSQPKSTVGTPAYTAPEVLLKQ
69.5% - —MEERYEPLKELGAGNFGVARLAKDKKTGELVAVKYIERGKK T DENVQRET INHRSLRHPNT IRFKEVLLTPTHLAIVLEYASGGELFERICTAGRFSEDEAR YFFQQLISGVSYCHSMETCHRDLKLENTLLDGNPSPRLKICDFGYSKSALLHSQPKSTVGTPAYTAPEVLSRK

GmSnRK2. 8

B GuSnRK2.20  68. 6% MEERYEPLKELGAGNFGVARLAKDKKTGELVAVKYIERGKK DENVQRET INHRSLRHPNI IRFKEVLLTPTHLAIVLEYASGGELFERICTAGRFSEDEAR YFFQQLISGVSYCHSMECHRDLKLENTLLDGNPSPRLKICDFGYSKSALLHSQPKSTVGTPAY TAPEVLSRK
5 GmSmRK2.2  67.5% MEERYETLKELGSGNFGVARLAKDKETGELVATKYTERGKKT DANVQRETVNHRSLRHPNT IRFKEVFLTPTHLATVLEYAAGGELFERTCNAGRLSEDEAR FFFQQLISGVSYCHSMQICHRDLKLENTLLDGNPAPRLKICDFGFSKSALLHSQPKSTVGTPAY TAPEVLSRK
GmSnRK2. 16 67. 2% —~-MDERYETLKELGSGNFGVARLAKDKETGELVAIKYIERGKK T DANVQRETVNHRSLRHPNT IRFKEVFLTPTHLATVLEYAAGGELFERTCNAGRLSEDEAR FFFQQLISGVSYCHSMQTCHRDLKLENTLLDGNPAPRLKICDFGFSKSALLHSQPKSTVGTPAYTAPEVLSRK
consensus Y G GNF VA L EL A K IERG KID V REI NHRSL HPNI R K EAR FFQQL SGV CH M CHRDLKLENTLLDG KICDFG SKS LHS PKSTVGTPAYIAPEVL
ATP binding domain Conserved Ser/Thr domain

240 320 383
EYDGKVADVWSCGVTLYVMLVGAYPFEDPEDPRNFKKT IGK1LSVQY SVPDYVRVSMECRHLLSQTFVASPEKRTKTPETKNHPWFLRNLPTEQUEGGS WQMN- DVNNPSQSVEEVLSTIQEARKSLNVPKVGGLL IGGSMDLDDLDADEDLE DLQ TSGEFVCPT
EYDGK IADVWSCGVTLYVMLVGAYPFEDPADPRNFKKTIGK ILSVQY SVPDYVRVSMECRHLLSQIFVASPEKRITIPE IKNHPWFLRNLPMEL TEGGSWQMN— DVNNPSQNVEEVLS T IQEARKSLNVPKVGGLL TGGSMDLDDFDADEDL DLE TSGEFVCPI}
EYDGKVADVWSCGVTLYVMLVGAYPFEDPEDPRNFRKTLQRILSVHY STPDYVRISKECRYLLSRIFVANPEKRIT1PETKMHPWFLKNLPLEFMDESEGVLQNDDY NDD-—-SSETQSIEEILS I IQEARKPSEGPKVSEQFVGGSMDLDDIDADADID————DIE TSGDFVCAL
EYDGKVADVWSCGVTLYVMLVGAYPFEDPEDPRNFRKTLQRTLSVHY STPDYVRTSKECRHLLSRTFVANPEKRTTTPETKMHPWFLKNLPLEFMDEGEGVLONDDH VNEESSETTQSTEETLATVQEARKPGEGPKVGEQFVGGSMDLDDIDADADTD-————DTE TSGDFVCAL
EYDGKLADVWSCGVTLYVMLVGAYPFEDQDDPKNFRKT INRIMAVQY KIPDYVHISQDCRHLLSRIFVANPARRITIKE IKSHPWFLKNLPRELTEVAQAAYYR-—— ~KENPTFSLQSTEGIMNTVEEAKTPPPASRS TGGFGWGGEEEEDE TKEEEDE TKEEA-VT EAEEDEVEKRVKEAQASGEFHVS|
EYDGKLADVWSCGVTLYVMLVGAYPFEDQEDPKNFRKT INRIMAVQY KIPDYVHISQDCRHLLSRIFVANPARRITIKETKSHPWFVKNLPRELTEVAQAAYYR——— ~KENPTFSLQSTEDIMNIVEEAKAPPPASRS I GGFGWGGEEEEED—-——-~ETKEA-VA ETEEDEYEKRVKEAQASGEFHVS
EYDGKLADVWSCGVTLYVMLVGAYPFEDQDDPRNFRKTIQRIMAVQY K TPDYVHT SQDCRHLLSRIFVANPLRRISLKE TKNHPWFLKNLPREL TESAQAVYYQ——— ~RGNPSFSVQSVEE IMKIVGEARDPPPVSRLVKGFGWEGKEDEGEEDVEE E EDEEDEYDKRVKEVHASGEFQTS
EYDGKLADVWSCGVTLYVMLVGAYPFEDQDDPRNFRKTIQRIMAVQY K IPDYVHISQDCRHLLSRIFVANPLRRISLKE KSHPWFLKNLPREL TESAQAVYYQ——— ~RGNPSFSTIQSVEE IMKIVGEARDPPPVSRPVKGFGWDGEEDEGEEDVEE- —E EDEEDEYDKRVKEVHASGEFQIS
EYDGKLADVWSCAVTLYVMLVGAYPFEDQDDPRNFRKTTQRTMAVQY K TPDYVHTSQDCRHLLSRTFVANPLRRTTTKE TKNHPWFLRNLPREL TESAQATYYQ——— ~RDSPNFHLQSVDE IMK IVGEARNPPPVSRPVKGFGWEGEEDLDEEV—E: E EEDEDEYDKRVKEVHASGEFQTS
EYDGKLADVWSCAVTLYVMLVGAYPFEDQDDPRNFRKTIQRIMAVQY K TPDYVHTSQDCRHLLSRIFVANPLRRITTKE TKNHPWFLRNLPREL TESAQATYY RDSPNFHLQSVDEIMKIVGEARNPPPVSRAVKGFG i
EYDGKTADVWSCGVTLYVMLVGAYPFEDPEEPKNFRKTTHRILKVQY STPDYVHISPECRHL ISRIFVADPAQRTSTPETRNHEWFLRNLPADLMVENTMN-NQ——— ~FEEPDQPMQSTEEIMQI ISEATIPAAGTQSLNQYLT
EYDGK T ADVWSCGVTLYVMLVGAYPFEDPEEPKNFRKTTHRTLKVQY STPDYVHTSSECRHL ISRTFVADPAQRTSTPETRNHEWFLKNLPADLMVENTMN-RQ——— ~FEEPDQPMQSIEEIMQI ISEATIPAAGTQSLNQYLT
EYDGKTADVWSCGVTLYVMLVGAYPFEDPEEPKNFRKTIHRILNVQY STPDYVHISSECRHL ISRIFVADPAKRISTPETRNHEWFLKNLQSDLMDGNTNN-NQ——— ~FEEPDQPMQSTEEIMQT TKEAT TPAAGSQSLNHDLT
EYDGK TADVWSCGVTLYVMLVGAYPFEDPEEPKNFRKTTHRTLNVQY STPDYVHISSECRHL ISRIFVADPARRI TTPETRNHEWFLKNLPSDLMDGNTN-—NQ——— ~FEEPDQPMQS TEEIMQI IKEAT IPAAGSQSLNHDL T
EYDGKIADVWSCGVTLEVMLVGSYPFEDPNDPKDFRKT IQRVLSVQY STPDNVQVSPECRHL ISRTFVFDPAERTTIPEILQNEWFLKNLPPYLMDEK IMG-NQ-—— ~FVESDQPMQNIDTIMQIISEATIPAAGTYSLDQFMA
EYDGKIADVWSCGVTLEVMLVGSYPFEDPNDPKDFRKTIQRVLSVQY STPDNVQVSPECRHL ISRIFVFDPAERITIPEILQNEWFLKNLPPYLMDEK IMG-NQ-—— ~FVESDQPMQSIDTIMQT ISEATTPAAGTYSLDQFMA
EYDGKLADVWSCGVTLYVMLVGAYPFEDPNEPKDFRKTTQRVLSVQY STPDGVQTSPECRHL ISRTFVFDPAERTTMSE TWNHEWFLKNLPADLMDEK TMG-NQ EEPDQPMQSIDTIMQIISEATVPAVGTYSFDQEME
EYDGKLADVWSCGVTLYVMLVGAYPFEDPNEPKDFRKT IQRVLSVQY STPDGVQTSPECGHL ISRTFVFDPAER I TMSE I WNHEWFLKNLPADLMDEK IMS-NQ-—— ~FEEPDQPMQSIDTIMQI ISEATVPAAGTYSFDKFME
GmSnRK2. 8 § EYDGKISDVWSCGVTLYVMLVGAYPFEDPEDPRNFRKTIGRIIGVQY STPDYVRV.

GmSnRK2. 20 68. 6%  EYDGKISDVWSCGVTLYVMLVGAYPFEDPEDPRNFRKTIGRI1GIQYSTPDYVRVSSDCRNLLSRIFVADPAKRITTPETKQYPWFLKNMPKET IEAERKG-FE——— ~ETTKDQPNQKVEEIMRI IQAARIPGQGSKAGEGGQAGT! LD--——IEDDEEIDVS GDYEQV—
GmSnRK2.2  67.5% EYDGKVADVWSCGVTLYVMLVGAYPFEDPEDPKNFRKS IGRIMSVQY AIPDYVRVSKECRHL ISCIFVANPAKR IS ISEIKQHLWFRKNLPREI I EAERRG-YE-—— ~ETQKDQPSQSVEEIMRI IQEARTKTHTGEQ-———~ AGTG-—-TSDAVHGDEANEEVDIN DHYAKYLALI~
GmSnRK2. 16 67.2%  EYDGKVADVWSCGVTLYVMLVGAYPFEDPEDPKNFRKSTGRIMSVQY ATPDYVRVSKECRHL ISRIFVANPAKRINTSEIKQHLWFRKNLPREI IEAERRG-YE-—— ~ETQKDQPSQSVEEIMQT IQEARTK THTGEQ————— AGTG———TSDVVRGDEANEEVD IN DHFAKYL TLI)-—————-——————
consensus EYDGK DVWSC VTL VMLVG YPFED P F K Y PDV S C L S IFV P RI EI WF N Q I A

LDIDDDDMDEDLETDPDLDID SSGETVYAMf————————————
LDIDDDDMDEDLETDPDLDID SSGEIVYAI
—DMDSDPDLDLD SSGETVYAM;
DMDSDPDLDLD SSGETVYAM{-
TID—DDM-DELDSDFELDVD SSGEIVYAT{-
T1D—DDM-DELDSDFELDVD SSGETVYAT
1YD-—LE-—-SESDAESDLDID SSGEIVYAT{
1YD——LE——SESDAESDLDID SSG ]

Group4

Diverse C-terminal

Figure S1. Multiple sequence alignment of GmSnRK2 proteins. ATP binding domain, converved Ser/Thr kinase domain, and diverse C-terminal were indicated by black
lines at the bottom. The red, purple, blue and yellow boxes represented the C-terminal of GmSnRK2s from Groupl, Group2, Group3 and Group4, respectively.
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Figure S2. Expression patterns of the 22 GmSnRK2s under NaCl treatments with bar diagrams. The

transcript levels of GmSnRK2s were normalized against GmSKIP transcript levels using 2-%“¢t, Error

bars indicate the standard deviation. Statistically significant differences (Student’s t-test) are
indicated as follows: * p <0.05, ** p <0.01.
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Figure S3. Expression patterns of the 22 GmSnRK2s under ABA treatments with bar diagrams. The
transcript levels of GmSnRK2s were normalized against GmSKIP transcript levels using 2-““Ct. Error
bars indicate the standard deviation. Statistically significant differences (Student’s t-test) are
indicated as follows: * p < 0.05, ** p < 0.01.
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Figure S4. Expression patterns of the 22 GmSnRK2s under SLs treatments with bar diagrams. The
transcript levels of GmSnRK2s were normalized against GmSKIP transcript levels using 2-°“Ct. Error
bars indicate the standard deviation. Statistically significant differences (Student’s t-test) are
indicated as follows: * p < 0.05, ** p < 0.01.
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Figure S5. Correlations and co-regulatory networks of GmSnRK2s under NaCl and SLs treatments.
Correlation analysis of GmSnRK2 genes under NaCl (a) and SLs (b) treatments were performed
based on the PCCs of gene pairs calculated using R package program. Correlations were indicated by

the size and color of circles. Below bar represented the correlation values of PCCs. Red and blue

indicate positive correlation and negative correlation, respectively. Gene name was listed at the right.
Groupl, Group2, Group3 and Group4 were marked as purple, blue, red and yellow circles,
respectively. Black star represented the correlation with p-value < 0.05. Co-regulatory network of
GmSnRK2s under NaCl (c) and SLs (d) treatments were illustrated by Cytoscape. The significant
PCCs of gene pairs (p-value < 0.05) were included, and the different correlation levels of gene pairs

were marked by edge line with different colors as showed at the bottom.



