Supplementary Files

Supplementary Figure 1 | Phylogram of WRKY DNA binding domains p. 2

Supplementary Table 1 WRKY protein sequences used for phylogenetic analyses p. 4

Supplementary Table 2 AtWRKY protein sequences used for homology modeling p. 17
Supplementary Figure 2 | AtWRKY1 cDBD - DNA binding interface p. 18
Supplementary Table 3 Sites of close proximity during MD studies p. 19
Supplementary Table 4 DNA sequences of AtWRKY used for protein expression p. 23
Supplementary Table 5 Raw absorbance values of DPI-ELISA screens p. 24
Supplementary Figure 3 | S-plot diagrams of all four DPI-ELISA screens p. 28
Supplementary Table 6 Relative binding values of DPI-ELISA screens p. 30
Supplementary Table 7 Alignment of positive DNA probes of DPI-ELISA screen p. 36
Supplementary Table 8 Alignment of WRKY DBDs to identify conserved proximity sites p. 42
Supplementary Figure 4 | Comparison of models for WRKY DBD-DNA interaction sites p. 48




1 SemWRKY2
ISemWRKY25

— SemWRKY16

L SemWRKY27

OsWRKY75

AtWRKY55 At2g40740

AtWRKYA41 At&211070
__I——:AtWRkvss At4g23810
AtWRKY30 At5224110

AtWRKY46 At2g46400

5 OsWRKY48
__4—_|—_- OsWRKY54
OsWR Y%WRKYH
S
AtWRKY54 At2g40750
— L AtWRKY70 At3g56400
OsWRKY45
OsWRKY15
— OsWRKY19
OsWRKY41-CTD
'OsWRKY61-CTD
10sWRKY81-CTD
OsWRKY63-NTD
OsWRKY69
OsWRKY74
- OsWRKY63-CTD
OsWRKY41-NTD
- OsWRKY61-NTD
L OsWRKY81-NTD

PPWRKY35
B L 'PpWRKY36
PPWRKY34
pWRKY37
L PpWRKY38
AtWRKY52 RRST At5g45270
S
1 OsWRKY46
~ _OsWRKY40
— L OsWRKY64
OsWRKY52
—1 OsWRKY55
OsWRKY22
OsWRKY20
- OsWRKY50
| L OsWRKY65
OstWRKY33
| AtWRKY63 At1g66600
—1____ AtWRKY64 At1g66560
AtWRKY67 At1g66550
AtWRKY66 At1g80590

AtWRKY38 At5g22570
1 AtWRKY62 At5g01900

SemWRKYS
ﬁSemWRKY17
o SemWRKY10
AtWRKY39 At3g04670
—— AtWRKY72 Atog28650
SemWRKY9
Sem WRKY18
AtWRKY21 At2g30590
SemWRKY21
a 7 SemWRKY31
PPWRKY2
PPWRKYS
PPWRKY9
PpWRKY7
PROWRKY Atdg24240
t tdg
1 AtWRKY15 At2g23320
AtWRKY11 At4831550
—L__ AtWRKY17 At2g24570
OsWRKY68
OsWRKY42
OsWRKY51
OsWRKY25
OsWRKY44

| OsWRKYe PpWRKY25
p
l Sem WRKY19

OsWRKY37
|:| OsWRKY66

AtWRKY35 At2g34830

AtWRKY14 At1g30650
. Sem Wiy

em
SemWRKY34

OsWRKY13
AtWRKY65 At1g29280
AtWRKY69 At3g58710
OsWRKY14
OsWRKY39
AtWRKY22 At4g01250
AtWRKY27 At5g52830
AtWRKY29 At4g23550
OsWRKY12
1 AtWRKY16 At5g45050
OsWRKY31
OstISS1 Ostreococcus tauri WRKY
| | OstWRKYputative Ostreococcus tauri WRKY

MICPUN 61119
Glamblia WRKY-CTD XM 765980

—

OsWRKY60

o p QIS_I[E)amina WRKY-NTD XM 765980
AN
AtWRKY33-NTD At2g38470 NTD

IbSPF1 NTD

AtWRKY26-NTD At5g07100 NTD
OsWRKY70-NTD

PPWRKY16-NTD

L PpWRKY23-NTD
SemWRKY6-NTD
|SemWRKY20-NTD

SemWRKY5-NTD
_IjemWRKYlS-NTD
SemWRKY22-NTD

AtWRKY44-NTD TTG2 At2g37260 NTD
~ PcWRKY1 NTD

1PbZFP1 NTD
OsWRKY53-NTD
AtWRKY25-NTD At2g30250 NTD
OsWRKY57
AtWRKY2-NTD At5g56270 NTD
AtWRKY34-NTD At4g26440 NTD
OsWRKY35-NTD

OsWRKY78-NTD

i I A
—1__ AtWRKYA-NTD At1g13960 NTD
__{ CsSPF1 NTD

| AtWRKY58-NTD At3g01080 NTD
AtWRKY19-NTD At4g12020 NTD
OsWRKY4-NTD
OsWRKY82-NTD
AtWRKY32-NTD At4g30930 NTD
AtWRKY1-NTD ZAP1 At2g04880 NTD
SemWRKY4-NTD

ocou

—1 ChvWRKY1-NTD Chlorella variabilis WRKY
OsWRKY73
AtWRKY72 At5g15130
RPWRKY
SemWRKY7
SemWRKY26

ARG Rt 1668150

PPWRKY13

—|3EMWRKY23
| AtWRKY47 At4g01720
PPWRKY10

AWREYS £ hi8353000

AtWRKY42 At4g04450
OsWRKY43

] OsWRKY1

OsWRKY5

| I3EMWRkY3s
OSWRKY9

AtWRKY61 At1g18860
| PpWRKY33
OsWRKY27
PPWRKY5

ARWRKY36 At1g69810
OsWRKY76
AtWRKY40 At1g80840
tWRKY18 At4g31800
RV e A B R 00
| SSWRKYDE 2
S
——— 0swWRKY71

XP 003061495 MiPu
XP 002509266 MiPu

AtWRKY44-CTD TTG2 At2g37260 CTD
OsWRKY82-CTD

AtWRKY32-CTD At4g30930 CTD
AtWRKY1-CTD ZAP1 At2g04880 CTD
Ddiscoideum WRKY-NTD XM 638694
= PPWRKY30

bBAFM1CTD

AfABF1 CTD
OsWRKY53-CTD
AtWRKY33-CTD At2g38470 CTD
SWRKY26— 1D
SWRKY70-CTD
IbSPF1 CTD
OsWRKY35-CTD
OsWRKY80

WRKY
RWRIY3%TD Atsgs6270 cTD

OsWRKY78-CTD
AtWRKY20-CTD At4g26640 CTD

PRWRKY33:1B

| [ L PpWRKY4
_REMWRKYS5-CRo
B G E R

38MWRRY33-cTp
AtWRKY3-CTD At2g03340 CTD
AtWRKY4-CTD At1g13960 CTD
| | AtWRKY58-CTD At3g01080 CTD

CsSPF1 CTD
SemWRKY4-CTD

AtWRKY26-CTD At5g07100 CTD
EWE‘%XE(}BD At4g26440 CTD

TR (2820350 10
. CrWRKY10 h(g)molog

Ch\?\ﬂfF?nggPD Chlorella variabilis WRKY
Chrh WRKY EST BQ821537

XP 003054981 MiPu
’ﬁngEWh

SemWRKY30
SemWRKY11

‘—_rem 9
B

PPWRKY3
PPWRKY17

SRR 2
— |§|)oWRKY28
E— N
—__ PpWRKY24
PPWRKY29
PpWRKY31

PpWRKY21

"BoWkR7E

PpWRKY12
PPWRKY15

RWRKE Arsga6350

AtWRKY28 At4g18170
AtWRKY71 At1g29860

OsWRKY16
i
OSWRKY11
AtWRKY23 At2g47260
OsWRKY3
OSWRKY29
AYWRKY57 At1g69310

AtWRKY48 At5g49520
AtWRKY68 At3g62340
OsWRKY36
—_ AtWRKY12
OWRKY79

S
| 1 AtWRKY13 At4g39410

OsWRKY26
__—I::FOSWRKYSQ
—NEWRKYL1
NtWRKY10
OsWRKY67
ZmWRKY67 Zea mays .
PheWRKY10 Phyllostachys edulis
OsWRKY10
OsWRKY77
OA\}VVKE\I((%SO At5g26170
S
:I__ AWRKY24 ALSEI1570
t t
AtWRKY56 AtlggG4000
OsWRKY72
|| AtWRKY75 At5g13080
- AtWRKY45 At3g01970
PpWRKY26
— OsWRKY17
| L AtWRKY49 At5g43290
AtWRKY59 At2g21900

Ddiscoideum WRKY-S}'\R/%M%’;SG%

|
10sWRKY38
OstWRKY1 Ostreococcus tauri WRKY
OsWRKY58
AtWRKY19-CTD At4g12020 CTD
OsWRKY56
PpWRKY32

Tetrapisispora

AtWRKY51 At5g64810
GCMa

Cyanidioschyzon
Aspergillus

FLYWCH




Supplementary Figure 1|

Supplementary Figure 1| Phylogram of WRKY DNA binding domains.

Phylogenetic tree based on all WRKY _GCM1-like domains contained in Supplementary Table 1.
The Phylogram was rooted with their zinc finger-like domain of Homo sapiens FLYWCH
(HsFLYWCH) as an out-group.
Tree topology has been confirmed by using three different programs. Groups and subgroups of
WRKY I to 11 are color coded.
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Supplementary Table 1] WRKY protein sequences used for phylogenetic analyses.

SEAP 1 TADGCQWRKYGQKMAKGNPCPRAYYRCTMATGCPVRKQVQRCAEDRSILITTYEGTHNHPLP

GGEVVPSDLWAWRKYGQKP IKGSPYPRGYYRCSSSKGCSARKQVERSRADPTMLVVTYTSDHNHPWP

SE IDHLEDGYRWRKYGQKAVKNSPFPRSYYRCTNSKCTVKKRVERSSDDPSVVITTYEGQHCHHTAS

AI1EQPAKDGYNWRKYGQKQLKDAESPRSYYKCTRDGCPVKKIVERSSDGCIKE I TYKGRHSHPRP

SEVDLLDDGYRWRKYGQKVVKGNPRPRSYYKCTADGCNVRKQIERASADPKCVLTTYTGRHNHDPP

SEAPMISDGCQWRKYGQKMAKGNPCPRAYYRCTMASQCPVRKQVQRCAKDKSILITTYEGTHSHPLP

KVAD IPSDNYSWRKYGQKP IKGSPHPRGYYRCSSKKDCPARKHVERCRSDPAMLLVTYENEHNHAQP

SEIE1LDDGYKWRKYGKKSVKNSPNPRNYYRCSTEGCNVKKRVERDKDDPSYVVTTYEGTHNHVSPS

SEVDHLEDGYRWRKYGQKAVKNSSYPRSYYRCTAPRCGVKKRVERSEQDPSMVITTYEGQHTHPSP

KPRVS 1 SDGCQWRKYGQKMAKGNPCPRAYYRCTMAIGCPVRKQVQRCAEDKTVLITTYEGNHNHQLP

SEVEVLDDGFKWRKYGKKAVKSSPNPRNYYRCSAAGCGVKKRVERDGDDPRYVVTTYDGVHNHATP

SEVDHLEDGYRWRKYGQKAVKNSPYPRSYYRCTTPKCGVKKRVERSYQDPSTVITTYEGQHTHHSP

ADGGVSSDLWAWRKYGQKP IKGSPYPRGYYKCSSMKGCMARKMVERSPAKPGMLVVTYMAEHCHPVP

GEGPPPSDSWAWRKYGQKP IKGSPYPRGYYRCSSSKGCPARKQVERSRADPTVLLVTYSFEHNHPWP

GEGNTPTDSWAWRKYGQKP IKGSPFPRAYYRCSSSKGCPARKQVERSRNDPDTV IVTYSFEHNHSAT

QDVGPLDDGFSWRKYGQKD I LGAKYPRAYFRCTHRHTQGCHASKQVQRADGDPLLFDVVYHGDHTCAHG

SEVDHLEDGYRWRKYGQKAVKNSPYPRSYYRCTTQKCPVKKRVERSYQDPAVVITTYEGKHTHPIP

NNGGLADDGYKWRKYGQKS IKNSPNPRSYYRCTNPRCNAKKQVERAVDEPDTLIVTYEGLHLHYTY

LTPIPHTDGHLWRKYGEKKIKNSSFPRLYYRCSYRDDRNCMATKVVQQENDADPPLYRVTY IHPHTCNPS

QDTASLDDGLSWRKYGQKD I LGAKYPRAYFRCTHRHTQGCNATKQVQRADGDPLLFDVVYLGDHTCGQA

I TPSPYKDGYQWRKYGQKN 1QDSNYLRLYFKCTFSRERSCAAKKQVQQRDAGEPPMFLVTYLNEHTCQQP

VRSGTTTDGF IWRKYGQKE INGCKHPRLYYRCAFRGQGCLATRRVQQSQSQDDPAAAFVIAYYGEHTCGGD

YTYAPYHDGYQWRKYGQKMIRGNSFPRCYYRCTYHQDHGCPASKHVEQHNSEDPPLFRVIYTNEHTCGTS
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SDND I LDDGYRWRKYGQKAVKNSKHPRSYYRCTHHTCNVKKQVQRLAKDTS IVVTTYEGVHNHPCEKL

SQRRSSDDGYNWRKYGQKQVKGSENPRSYYKCTFPNCPTKKKVERSLDGQ I TE1VYKGTHNHAKP

SDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTTAGCPVRKHVERASHDLRAV I TTYEGKHNHDVP

RVAD IPADEYSWRKYGQKP IKGSPYPRGYYRCSTVKGCPARKHVERAADDPATLVVTYEGDHRHSPP

SDDE 1 LDDGYKWRKYGKKSVKNSPNPRNYYRCSTEGCNVKKRVERDKNDPRYVVTMYEG IHNHVCP

CSAPTVKDGCQWRKYGQKTAKGNPWPRGYYRCTGAPGCPVKKQVQRCNHDTSVLVTTYDGVHNHPIT

DLSLVVKDGYQWRKYGQKVTKDNPCPRAYFRCSFAPACPVKKKVQRSADDNTVLVATYEGEHNHAQP

SE IDHLEDGYRWRKYGQKAVKNSPFPRSYYRCTNSKCTVKKRVERSSDDPSVVITTYEGQHSHHTV

SEVDILDDGYRWRKYGQKVVKGNPNPRSYYKCTHPGCSVRKHVERSSHDLKSV I TTYEGKHNHEVP

AASGPAPDLWAWRKYGQKP IKGSPYPRGYYRCSSNKNCAARKQVERCRFDPSFLLLTYTGAHSGHDVP

CQGPTMNDGCQWRKYGQKVAKGNPCPRAYYRCTVAPGCPVRKQVQRCLEDMSILVTTYEGTHNHPLP

VNID I LDAGFRWRKYGQKVVKGNPNPSRGTTPSRCSP I PPAFTAANGAGAAFQRTKDKPRDDLFVESLLC

SEVDVLDDGYKWRKYGQKVVKNSLHPRSYFRCTHSNCRVKKRVERLSTDCRMVITTYEGRHTHSPC

AAAAVAEDGYSWRKYGQKQVKHSEYPRSYYKCTHASCAVKKKVERSHEGHVTE I ' YKGTHNHPKP

SEVDILDDGYRWRKYGQKVVKGNPNPSSSSSMDADRSLVVVVVIRSYYKCTHPGCLVRKHVERASHDLKSV
ITTYEGKHNHEVP

SDVDVLDDGYKWRKYGQKVVKNSLHPRSYYRCTHNNCRVKKRVERLSEDCRMVITTYEGRHTHTPC

SGEVVPSDLWAWRKYGQKP IKGSPYPRGYYRCSSSKGCSARKQVERSRTDPNMLV I TYTSEHNHPWP

INIDILDAGFRWRKYGQKVVKGNPNPRSYYKCTTVGCPVRKHVERALHDTRAVITTYAGAVVQRDPAVGSA
NGAGAAFQRTKDKPRDDLFVESLLC

PADGVSADVWAWRKYGQKP IKGSPYPRGYYRCSSSKGCPARKQVERSRSDPNTFILTYTGEHNHSAP

ETPVPHYDGHQWRKYGQKH I KNSKHPRSYYRCTYRQEEKCKATKTVQQREDLHHANSYNGDHP IMYTVVYY
GQHTCCKGP

KVSSTVEDGFSWVKYGQKD ILGTMYPRSYFRCIHRHTKGCLATKQVQPTDDDHQILDVI1YYGEHTCDQS

QDVGPLDDGYSWRRYGLKD I LGAKYPRSYFRCTHRNTQGCVATKQIQRRDGDPLLFDVVYHGDHTCSER

RNAD IPADDYSWRKYGQKP IKGSPYPRGYYKCSTVRGCPARKHVERDPGEPAML 1VTYDGDHRHGEP
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SDAPMISDGCQWRKYGQKMAKGNPCPRAYYRCTMAAGCPVRKQVQRCAEDRTVL I TTYEGNHNHPLP

RVAD IPADEYSWRKYGQKP IKGSPYPRGYYRCSTVKGCPARKHVERAADDPATLVVTYEGDHRHSPP

VVVKNLDDGQAWRKYGQKE I QNSKHPKAYFRCTHKYDQMCTAQRQVQRCDDDPASYRVTY IGEHTCRDP

DTYAPYDDGHQWRKYGEKKLSNSNFPRCTYKNDMKCPATKQVQQKDTNDPPLFSVTYFNHHTCNSS

VTTKELEDGRQWRKYGQKHIQDSPNNPRSYYRCTHRPDQGCMATKQVQTSESNSSEFVISYYGEHTCRDP

EKARTSEDGFLWRKYGQKE IKNSKHPRLYYRCSYKDDHGCTATKQVQQSEEDPSLYVITYFGDHTCSCQ

SEVDHLEDGYRWRKYGQKAVKNSPFPRSYYRCTTQKCPVKKRVERSYQDAAVVITTYEGKHTHPIP

VTTVPDFDGYQWRKYGQKQIEGAMYPRSYYRCTNSTNQGCLAKKTVQRNGGGGAAGYTVAY I SEHTCKSI

KVAD IPADDFSWRKYGQKP I KGSPFPRGYYKCSTLRGCPARKHVERDPADPSMLIVTYEGEHRHTPS

FTPVPHEDGFQWRKYGEKKIQGTHFTSVNTQEDDGGVAMDS

GGNNKLEDGYNWRKYGQKQVKGSENPRSYYKCTYNGCSMKKKVERSLADGRITQI'VYKGAHNHPKP

SDIDI1LDDGFRWRKYGQKVVKGNPNPRSYYKCTTVGCPVRKHVERASHDTRAV I TTYEGKHNHDVP

ERKATMDDKFLWRKYGQKE IKNSKHPRFYYRCSYKDDHGCTATKQVQQSETADDDTASPVY I I TYFGEHTC
RHG

DTFAPHNDGHQWRKYGEKKINNCNFPRTNDQCQLTFFKRSTA

CGGKMPADGYKWRKYGQKS IKNNPHPRCATRSI11DP1

AKNSLSYDGYSWRKYGQKQVKGSEFPRSYYKCTHPTCPVKRKVEMTPDGR I AE 1VYNGEHNHPKP

SEND I LDDGYRWRKYGQKAVKNSDFPSDDELLFSDVDNTQTATENLRFIPLGRVYITG

SDDE I LDDGYKWRKYGKKSVKNSPNPRNYYRCSTEGCNVKKRVERDKNDPRYVVTTYEG IHNHVCP

VQLVMPEDGYEWKKYGQKF I KN1QKNRSYFRCRDQRCGAKKKVEWHPHDPGLNLRVVYDGAHHHGSP

RMSYTEDDGFSWRKYGQKDVEGAMHPTTQSKSYFRCAHKMTTGCKARKKVQRTDGDPLMVDVVYKGVHSCA

@
‘

KDVGPPDDGYSWKRYGQKN IFGANYPRCYYRCIHKTTTGCTATKNAQATDGDPLLFDVVYHGEHTCDLQ

SMAETVKDGYQWRKYGQKVTRDNPYPRAYFRCAFAPSCPVKKKLQRCAEDRSMLVATYEGEHNHALS

VRSNTEDDGLSWSKYEQKE I LGAKFPRAYFRCTHWNTKKGCMATKEVQRDDGDPLMFDIVYHGEHTCTQT

VTSVPADDGYSWRKYGQKNVLGFSYLRGYYRCATKGCQASKQVQRHDDGLLFDVTYFGEHTCADQ



Supplementary Table 1|

ETPVPHYDGHQWRKYGQKH INNSKHPRSYYRCTYRQEEKCKATKTVQQREDLHHANSYNGDHPVMYTVVYY
GQHTCCKGP

VTTVPDFDGYQWRKYGQKQIEGAMYPRSYYRCTNSTNQGCLAQKTVQRNGGGGAAGYTVAY I SEHTCKSI

SGEVVPSDLWAWRKYGQKP IKGSPYPRGYYRCSSSKGCSARKQVERSRTDPNMLV I TYTSEHNHPWP

SEVE I LDDGFKWRKYGKKAVKNSPNPRNYYRCSTEGCNVKKRVERDREDHRYV I TTYDGVHNHASP

K1AD IPPDEYSWRKYGQKP IKGSPYPRGYYKCSTVRGCPARKHVERATDDPAMLVVTYEGEHRHTPG

GAEGPADDGHSWRKYGQKD I LGAKHPRGYYRCTHRNTQGCTATKQVQRTDDDASLFDVVYHGEHTCRPG

QSRRSSDDGYNWRKYGQKQMKGSENPRSYYKCTFPGCPTKKKVEQSPDGQVTE I VYKGAHSHPKP

SDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTTAGCPVRKHVERASNDLRAV I TTYEGKHNHDVP

DLSLVVKDGYQWRKYGQKVTKDNPCPRAYFRCSFAPACPVKKKVQRSAEDNT ILVATYEGEHNHGQP

SQVDILDDGYRWRKYGQKAVKNNKFPRSYYRCTHQGCNVKKQVQRLSRDETVVVTTYEGTHTHPIE

CDAPTMNDGCQWRKYGQKITAKGNPCPRAYYRCTVAAGCPVRKQVQRCADDMSILITTYEGTHNHPL

VENPPVDDGHSWRKYGQKE I LGAKHPRGYYRCTHRHSQGCMATKQVQRTDEDAMVFDV I YHGEHTCVHK

NTEQPPDDGYTWRKYGQKD ILGSRYPRSYYRCTHKNYYGCEAKKKVQRLDDDPFTYEVTYCGNHTCLTS

DTSLVVKDGYQWRKYGQKVTRDNPSPRAYFRCAFAPSCPVKKKVQRSAEDSSLLVATYEGEHNHPHP

SEVDVLDDGYRWRKYGKKMVKNSPNPRNYYRCSSEGCRVKKRVERARDDARFVVTTYDGVHNHPAP

VAEKSAEDGYNWRKYGQKHVKGSENPRSYYKCTHPNCDVKKLLERSLDGQ I TEVVYKGRHNHPKP

SEVDILDDGYRWRKYGQKVVKGNPNPRSYYKCTNTGCPVRKHVERASHDPKSV I TTYEGKHNHEVP

SDVDVLDDGYKWRKYGQKVVKNTQHPRSYYRCTQDNCRVKKRVERLAEDPRMV I TTYEGRHVHSPS

SEVDILDDGYRWRKYGQKVVKGNPNPRSYYKCTHQGCSVRKHVERASHDLKSV I TTYEGKHNHEVP

RMSYTEDDGFSWRKYGQKDVEGAMHPTTQSNYFRCAHKMTTGCKARKKVQRTDGDPLMVDVVYKGVHSCAG

‘

KDVGPPDDGYSWKRYGQKN IFGANYPRCYYRCIHKTTTGCTATKNAQATDGDPLLFDVVYHGEHTCDLQ

VSVNMVGDGFNWRKYGQKQVKSSENSRSYYRCTNSNCLAKKKVEHCPDGRVVE I I YRGTHNHEPP

VQAGKTSDGYRWRKYGQK1VKGNPNPRSYYRCTHDGCPVRKHVEKAPDDDNN I'VVTYEGKHNHDQP

IREKVMEDGYNWRKYGQKLVKGNEFVRSYYRCTHPNCKAKKQLERSAGGQVVDTVYFGEHDHPKP
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TLFDIVNDGYRWRKYGQKSVKGSPYPRSYYRCSSPGCPVKKHVERSSHDTKLL I TTYEGKHDHDMP

AGGAPAEDGYNWRKYGQKLVKGSEYPRSYYKCTNPNCQVKKKVERSREGHI TE 11 YKGAHNHLKP

SDVDILDDGYRWRKYGQKVVKGNPNPRSYYKCTAPGCTVRKHVERASHDLKSV I TTYEGKHNHDVP

NADKPADDGYNWRKYGQKQVKGSDFPRSYYKCTHPACPVKKKVERSLDGQVTE 1 1 YKGQHNHELP

SEVDLLDDGYRWRKYGQKVVKGNPYPRSYYKCTTPDCGVRKHVERAATDPKAVVTTYEGKHNHDVP

NVDKPADDGYNWRKYGQKQVKGSEFPRSYYKCTNPGCPVKKKVERSLDGQVTE 1 1 YKGQHNHEPP

SEVDLLDDGYRWRKYGQKVVKGNPYPRSYYKCTTPGCGVRKHVERAATDPKAVVTTYEGKHNHDLP

SDEDNPNDGYRWRKYGQKVVKGNPNPRSYFKCTNIECRVKKHVERGADN IKLVVTTYDG IHNHPSP

NVDKQVNDGYNWQKYGQKKVKGSKFPLSYYKCTYLGCPSKRKVERSLDGQVAE1VYKDRHNHEPP

SEVDNLDDGYRWRKYGQKVVKGNPYPRFSSSKDYDVV IRYGRAD I SNEDF I SHLRASLCRRGI SVYEKFNE
VDALPKCRVLITVLTSTYVPSNLLNILEHQHTED

TPS1LADDGYNWRKYGQKHVKGSEFPRSYYKCTHPNCEVKKLFERSHDGQITD I ' YKGTHDHPKP

SEVDILDDGYRWRKYGQKVVRGNPNPRSYYKCTAHGCPVRKHVERASHDPKAV I TTYEGKHDHDVP

MVSRNSNDGYGWRKYGQKQVKKSENPRSYFKCTYPDCVSKKIVETASDGQITE1 1 YKGGHNHPKP

SDIDVL IDGFRWRKYGQKVVKGNTNPRSYYKCTFQGCGVKKQVERSAADERAVLTTYEGRHNHDIP

SSNKTSDDGYNWRKYGQKQVKGSENPRSYFKCTYPNCLTKKKVETSLVKGQMIEIVYKGSHNHPKPQSTKR

‘

SDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTFTGCFVRKHVERAFQDPKSVITTYEGKHKHQIP

VPRTPARDGYNWRKYGQKQVKSPKGSRSYYRCTYTECCAKKIECSNDSGNVVE I VNKGLHTHEPP

GDVGI1CGDGYRWRKYGQKMVKGNPHPRNYYRCTSAGCPVRKHIETAVENTKAV 1 I TYKGVHNHDMP

REQRKGEDGYNWRKYGQKQVKGSENPRSYYKCTFPNCPTKKKVERSLEGQITE1VYKGSHNHPKP

SDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTT I GCPVRKHVERASHDMRAV I TTYEGKHNHDVP

ACCAPADDGYNWRKYGQKLVKGSEYPRSYYKCTHPNCEAKKKVERSREGHI IE11YTGDHIHSKP

SDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTANGCTVTKHVERASDDFKSVLTTY IGKHTHVVP

TGDRSSVDGYNWRKYGQKQVKGSECPRSYYKCTHPKCPVKKKVERSVEGQVSE I VYQGEHNHSKP

VESDSLEDGFRWRKYGQKVVGGNAYPRSYYRCTSANCRARKHVERASDDPRAF I TTYEGKHNHHLLL
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SQVDILDDGYRWRKYGQKAVKNNPFPRSYYKCTEEGCRVKKQVQRQWGDEGVVVTTYQGVHTHAVD

NVDKPADDGYNWRKYGQKP IKGCEYPRSYYKCTHVNCPVKKKVERSSDGQITQI 1 YKGQHDHERP

SEVDLLDDGYRWRKYGQKVVKGNPHPRSYYKCTTPNCTVRKHVERASTDAKAV I TTYEGKHNHDVP

VTLQTVKDGFQWRKYGQKVTRDNPSPRAYFRCSFAPSCPVKKKVQRSAEDPSLLVATYEGTHNHLGP

DTTLVVKDGYQWRKYGQKVTRDNPSPRAYFKCACAPSCSVKKKVQRSVEDQSVLVATYEGEHNHPMP

DTSLTVKDGYQWRKYGQKITRDNPSPRAYFRCSFSPSCLVKKKVQRSAEDPSFLVATYEGTHNHTGP

SEAPMISDGCQWRKYGQKMAKGNPCPRAYYRCTMATGCPVRKQVQRCAEDRSIL ITTYEGNHNHPLP

CETATMNDGCQWRKYGQKTAKGNPCPRAYYRCTVAPGCPVRKQVQRCLEDMSILITTYEGTHNHPLP

SEAAMI SDGCQWRKYGQKMAKGNPCPRAYYRCTMAGGCPVRKQVQRCAEDRSIL ITTYEGNHNHPLP

CEDPSINDGCQWRKYGQKTAKTNPLPRAYYRCSMSSNCPVRKQVQRCGEEETSAFMTTYEGNHDHPLP

SEAPMLSDGCQWRKYGQKMAKGNPCPRAYYRCTMAVGCPVRKQVQRCAEDRT IL ITTYEGNHNHPLP

SDATTVNDGCQWRKYGQKMAKGNPCPRAYYRCTMAVGCPVRKQVQRCAEDTTILTTTYEGNHNHPLP

KTRVSMNDGCQWRKYGQK IAKGNPCPRAYYRCT IAASCPVRKQVQRCSEDMSILISTYEGTHNHPLP

CDTPTMNDGCQWRKYGQKITAKGNPCPRAYYRCTVAPGCPVRKQVQRCADDMSILITTYEGTHSHSLP

TEVDHLEDGYRWRKYGQKAVKNSPYPRSYYRCTTQKCNVKKRVERSYQDPTVVITTYESQHNHP IP

SEVDVLDDGYRWRKYGQKVVKNTQHPRSYYRCTQDKCRVKKRVERLADDPRMV I TTYEGRHLHSPS

SEVDHLEDGYRWRKYGQKAVKNSPFPRSYYRCTTASCNVKKRVERSFRDPSTVVTTYEGQHTHISP

SDDDVLDDGYRWRKYGQKSVKHNAHPRSYYRCTYHTCNVKKQVQRLAKDPNVVVTTYEGVHNHPCE

SEVDHLEDGYRWRKYGQKAVKNSPYPR I IANGNENRSYYRCTTQKCNVKKRVERSFQDPTVVITTYEGQHN

‘

SDAD I LDDGYRWRKYGQKSVKNSLYPRSYYRCTQHMCNVKKQVQRLSKETSIVETTYEG IHNHPCE

SD IDNLDDGYRWRKYGQKAVKNSPYPRSYYRCTTVGCGVKKRVERSSDDPS IVMTTYEGQHTHPFP

NSNGMCDDGYKWRKYGQKS IKNSPNPRSYYKCTNP I CNAKKQVERSIDESNTY 1 I TYEGFHFHYTY

SEVEVLDDGFKWRKYGKKMVKNSPHPRNYYKCSVDGCPVKKRVERDRDDPSFVITTYEGSHNHSSM

SKI1DVMDDGFKWRKYGKKSVKNN INKRLRLYREGNVKKATCKKSLCDSSVTCKRQRDLFEEEDEPY
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SDDDVLDDGYRWRKYGQKSVKNNAHPRSYYRCTYHTCNVKKQVQRLAKDPNVVVTTYEGVHNHPCE

SDVDNLEDGYRWRKYGQKAVKNSPFPRSYYRCTNSRCTVKKRVERSSDDPSIVITTYEGQHCHQTI

DEKVALDDGYKWRKYGKKP I TGSPFPRHYHKCSSPDCNVKKKIERDTNNPDY ILTTYEGRHNHPSP

SEVLHLDDGYKWRKYGQKPVKDSPFPRNYYRCTTTWCDVKKRVERSFSDPSSVITTYEGQHTHPRP

SEIDHLEDGYRWRKYGQKAVKNSPYPRSYYRCTTQKCNVKKRVERSFQDPSIVITTYEGKHNHP IP

SQVDILDDGYRWRKYGQKAVKNNKFPRSYYRCTYGGCNVKKQVQRLTVDQEVVVTTYEGVHSHPIE

KMAD I PSDEFSWRKYGQKP I KGSPHPRGYYKCSSVRGCPARKHVERALDDAMML IVTYEGDHNHALV

K1AD IPPDEYSWRKYGQKP IKGSPHPRGYYKCSTFRGCPARKHVERALDDPAML IVTYEGEHRHNQS

KMSDVPPDDYSWRKYGQKP I KGSPHPRGYYKCSSVRGCPARKHVERAADDSSML IVTYEGDHNHSLS

K1AD IPPDEYSWRKYGQKP IKGSPHPRGYYKCSTFRGCPARKHVERALDDSTML IVTYEGEHRHHQS

KVAD IPPDDYSWRKYGQKP IKGSPYPRGYYKCSSMRGCPARKHVERCLEDPAML I VTYEAEHNHPKL

K1AD IPPDEYSWRKYGQKP IKGSPHPRGYYKCSSVRGCPARKHVERCIDETSMLIVTYEGEHNHSRI

K1AD IPPDEYSWRKYGQKP IKGSPHPRGYYKCSSVRGCPARKHVERCVEETSMLIVTYEGEHNHSRI

SGEVVPSDLWAWRKYGQKP I KGSPFPRGYYRCSSSKGCSARKQVERSRTDPNMLV ITYTSEHNHPWP

DRGSRSSDLWVWRKYGQKP IKSSPYPRSYYRCASSKGCFARKQVERSRTDPNVSVITY I SEHNHPFP

AAEALNSDVWAWRKYGQKP IKGSPYPRGYYRCSTSKGCLARKQVERNRSDPKMFIVTYTAEHNHPAP

TQENLSSDLWAWRKYGQKP IKGSPYPRNYYRCSSSKGCLARKQVERSNLDPNIFIVTYTGEHTHPRP

KEENLLSDAWAWRKYGQKP IKGSPYPRSYYRCSSSKGCLARKQVERNPQNPEKFT I TYTNEHNHELP

SGEVVPSDLWAWRKYGQKP IKGSPYPRGYYRCSSSKGCSARKQVERSRTDPNMLV ITYTSEHNHPWP

GDTTPPSDSWAWRKYGQKP IKGSPYPRGYYRCSSTKGCPARKQVERSRDDPTMIL I TYTSEHNHPWP

GEVYPPSDSWAWRKYGQKP IKGSPYPSGGLEMRKRRVALTVVGLTGYYRCSSSKGCPARKQVERSRVDPSK
LMITYACDHNHPFP

GVDRTLDDGFSWRKYGQKD I LGAKFPRGYYRCTYRKSQGCEATKQVQRSDENQMLLEISYRGIHSCSQA

SPDP1YYDGYLWRKYGQKS IKKSNHQRSYYRCSYNKDHNCEARKHEQKIKDNPPVYRTTYFGHHTCKTE

GLEGPHDD I FSWRKYGQKD I LGAKFPRSYYRCTFRNTQYCWATKQVQRSDGDPTIFEVTYRGTHTCSQG
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QENGS IDDGHCWRKYGQKE IHGSKNPRAYYRCTHRFTQDCLAVKQVQKSDTDPSLFEVKYLGNHTCNN I

IPAIDEGDLWTWRKYGQKD ILGSRFPRGYYRCAYKFTHGCKATKQVQRSETDSNMLAITYLSEHNHPRP

GLEGPQDDVFSWRKYGQKD I LGAKFPRSYYRCTHRSTQNCWATKQVQRSDGDATVFEVTYRGTHTCSQA

VEAKSSEDRYAWRKYGQKE ILNTTFPRSYFRCTHKPTQGCKATKQVQKQDQDSEMFQITY IGYHTCTAN

NTDLPPDDNHTWRKYGQKE I LGSRFPRAYYRCTHQKLYNCPAKKQVQRLNDDPFTFRVTYRGSHTCYNS

SSTP1YHDGFLWRKYGQKQIKESEYQRSYYKCAYTKDQNCEAKKQVQKIQHNPPLYSTTYFGQHICQLH

SPNPRLDDGFTWRKYGQKT IKTSLYQRCYYRCAYAKDQNCYATKRVQMIQDSPPVYRTTYLGQHTCKAF

SPTPRPDDGFTWRKYGQKT IKTSPYQRCYYRCTYAKDQNCNARKRVQMIQDNPPVYRTTYLGKHVCKAV

SPTPAHIDGF IWRKYGQKT IKTSPHQRWYYRCAYAKDQNCDATKRVQK1QDNPPVYRNTYVGQHACEAP

SRTMCPNDGFTWRKYGQKT IKASAHKRCYYRCTYAKDQNCNATKRVQKIKDNPPVYRTTYLGKHVCKAF

1EST ILEDAFSWRKYGQKE I LNAKFPRSYFRCTHKYTQGCKATKQVQKVELEPKMFSITY IGNHTCNTN

SDVDVLDDGYKWRKYGQKVVKNSLHPRSYYRCTHNNCRVKKRVERLSEDCRMVITTYEGRHNHIPS

SDEDNPEDGFRWRKYGQKVVKGNPNPRSYFKCTNNDCNVKKHVERGADNFKILVTSYDG IHNHPPP

SQIEILDDGYKWRKYGKKMVKDSPNPRNYYRCS IESCPVKKRVERDKEDCRYVITTYEGVHNHQGP

SQIEILDDGYKWRKYGKKMVKDSPNPRNYYRCSVEGCPVKKRVERDKEDCRYV I TTYEGVHNHQGP

SEVE 1 LDDGFKWRKYGKKAVKNSPNPRNYYRCSTEGCGVKKRVERDGDDPCYVITTYDGVHNHATP

REQRRSDDGYNWRKYGQKQVKGSENPRSYYKCTHPNCPTKKKVERALDGQI TE1VYKGAHNHPKP

SDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTSQGCPVRKHVERASHD IRSVITTYEGKHNHDVP

SQRRSSDDGYNWRKYGQKQVKGSENPRSYYKCTFPNCPTKKKVETSIEGQITEIVYKGTHNHAKP

SDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTTVGCPVRKHVERASHDLRAV I TTYEGKHNHDVP

GSDKPADDGYNWRKYGQKLVKGSEFPRSYYKCTHLNCPRKKKIEGLPDGEITE I I YKGQHNHEPP

SEVDLLDDGYRWRKYGQKVVKGNPNPRSYYKCTSAGCNVRKHVERSSTDSKAVVTTYEGKHNHDVP

RDQSKLDDGYNWRKYGQKQVKGSENPRSYYKCTYLNCPTKKKVETTFDGHITE1VYKGNHNHPKP

SDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTQVGCPVRKHVERASHDLRAV I TTYEGKHNHDVP
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RDQSKLDDGYNWRKYGQKQVKGSENPRSYYKCTYLNCPTKKKVETTFDGHITE1VYKGNHNHPKP

SDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTQVGCPVRKHVERASHDLRAV I TTYEGKHNHDVP

TIRELPADGYCWRKYGSKRLPNNSHPKSYFRCSVPGCQAKRYVTETDNRVLKTEY I GEHNHGKS

DQIESSIDFFRWKKYGHKPQTDTRLDSKSYYRCAFFNCPARRT ITFFYSLSSDGTETVESVIVQYENQHT
HPPD

NISN1VSDGYQWRKYGQKNVKGSLHPRHYYKCTFQGCNVRKQVER IGDTNQNSTVYKGEHCHGFP

SS IDHLDDGFFWRKYGQKSVKGSPFPKSYFKCAELTCPVKKQV 1QQDSKY INTYRGKHNHDPP

SDVE 1 LDDGFKWRKYGKKMVKNSPNPRNYYKCSVDGCPVKKRVERDRDDPSYVITTYEGFHTHQSN

SEIE1LDDGFKWRKYGKKMVKNSPNPRNYYRCSVDGCNVKKRVERDREDPKYVITTYEGIHNHESP

SEIE1LDDGFKWRKYGKKMVKNSPNPRNYYRCSVDGCNVKKRVERDREDPKYVITTYEGIHNHESP

SEVE 1 LDDGFKWRKYGKKMVKNSPNPRNYYRCSVDGCQVKKRVERDKDDPRYVITTYEGIHNHQSY1

SEIE1LDDGFKWRKYGKKMVKNSPNPRNYYRCSVEGCPVKKRVERDKDDLRFVITTYEGIHNHPSS

SEIE1LDDGFKWRKYGKKMVKNSPNPRNYYRCSVEGCPVKKRVERDKDDLRFVITTYEGIHNHPSS

SEVE 1 LDDGFKWRKYGKKAVKNSPNPRNYYRCSSEGCGVKKRVERDRDDPRYVITTYDGVHNHASP

SDLE IMDDGFKWRKYGKKSVKNSPNPRNYYKCASGGCNVKKRVERDREDSSYVITTYEGVHNHESP

KLAD IPSDEYSWRKYGQKP IKGSPHPRGYYKCSS IRGCPARKHVERSMEDSSML 1 VTYEGDHNHPQS

KLAD IPPDDYSWRKYGQKP IKGSPHPRGYYKCSS IRGCPARKHVERSMEDPTML IVTYEGNHLHRTQ

SE IDVMEDGYKWRKYGQKAVKDSPFPRSYYRCTNQTCPVRKRVERKAGDAGLVVTTYEGTHSHLSP

SDVDILDDGYRWRKYGQKVVKGNPHPRSYYKCTNVGCPVRKHVERASNDPKAV I TTYEGKHNHDVP

DGCQWRKYGQKMAKGNPWPRAYFRCTVSPGCPVRKQVQRCEEDTSILVTTYEGTHNHALS

SEVDVIDDGYKWRKYGQKPVKSSPHPRNYYRCTTANCPVRKRVERS IEDPGL IVTSYEGTHTHPKI

KLAD IPPDEYSWRKYGQKP IKGSPHPRGYYKCSS IRGCPARKHVERSMEDSTML IVTYEGEHNHL

KLAD IPPDDYSWRKYGQKP IKGSPHPRGYYKCSS IRGCPARKHVERSMEDPTML IVTYEGEHNHPQS

KLAD IPPDDYSWRKYGQKP IKGSPHPRGYYKCSS IRGCPARKHVERSMEDPTML IVTYEGEHNHPQL

INDGCQWRKYGQKMAKGNPCPRAYYRCTVMSGCPVRKQVQRCAKDTSILVSTYEGTHNHPL
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KTTDVMDDGYKWRKYGQKPVKSSPHPRNYYRCTTPNCPVRKRVERSTEDPDQVITTYEGRHTHQSP

TEVDVMEDGYKWRKYGQKPVKNSPHPRNYYRCTTAHCPVRKRVERSTEDPGLV ITSYEGTHSH

QWRKYGQKMAKGNPCPRAYYRCTVAPGCPVRKQVQRCADDISILVTTYEGTHNH

SDVE IMEDGYKWRKYGQKAVKNSPHPRYYYRCTNPKCPVRKKVERSADDSESVITTYEGTHTH

TEVDV IDDGYKWRKYGQKPVKNSVHPRNYYKCTTANCPVRKRVERCTDDPSHVLTTYDGTHTH

DRPSEDGYNWRKYGQKQVKGSEYPRSYYKCTQANCPMKKKVERSHDGQVTE 1VYKGDHNHPKP

SDVDILDDGYRWRKYGQKVVKGNPHPRSYYKCTNVGCPVRKHVERASTD IKAVITTYEGKHNHDVP

SDVD IMEDGYKWRKYGQKAVKNSPYPRSYYRCTNPDCPVRKRVERKADDHGLVVTTYEGTHNH

TDVD IMDDGFKWRKYGQKAVKNSPHPRNYYRCTTPQCPVRKRVERSSEDAGLVITTYEGTHTH

MNDGCQWRKYGQKMAKGNPCPRAYYRCTVAPGCPVRKQVQRCADDVSILITTYEGTHNHPL

SEVDVLEDGYKWRKYGQKAVKNSTHPRSYYRCTSHTCPVRKR IERKADDPGLVITTYEGTHNH

ADTDVLDDGYKWRKYGQKAVKNSPHPRNYYRCATPNCPVRKRVERC IEDPGLVATAYEGTHSHQFP

SDVE IMEDGYKWRKYGQKAVKNSPHPRSYYRCTHMMCPVRKRVERSAEDTGLVITTYEGTHTH

DRPSEDGYNWRKYGQKQVKGSEYPRSYYKCTQTNCPMKKKVERSHDGQVTE 1VYKGDHNHPKP

SDVDILDDGYRWRKYGQKVVKGNPHPRSYYKCTNVGCPVRKHVERASTD IKAVITTYEGKHNHDVP

TDVD IMDDGFKWRKYGQKAVKNSPYPRNYYRCTTPQCPVRKRVERSCEDSGLVITTYEGTHTH

IKGSPHPRGYYKCSSMRGCLARKHVERSLEDSSML I I TYEGEHNHSRSTSVSAALLCT

SDVD1 1DDGYRWRKYGQKPVKNSHHPRNYYKCTTPNCLVKKQVERCTENPSNVMTTYYGTHNH

TDTDVMDDGYKWRKYGQKAVKKSPHPRNYYRCTTLNCPVRKRVERCFDDPGVMVTTYEGTHTH

SILDIMEDGYKWRKYGQKAVKNSPHPRSYYRCTNPKCPVRKKVERSADDSELVITSYEGTHTH

TDVDVLDDGFKWRKYGQKAVKNSPHPRNYYRCTTPLCPVRKRVERSNEDAGLVITTYEGTHSH

TDLDMVEDGYKWRKYGQKTVLSSPYPRSYYKCTTAGCRVRKQVSRCVEDRGLV IASYEGEHHH

TDMDVLDDGFKWRKYGQKAVKNSPHPRNYYRCTTPLCPVRKRVERSKEDAGLVITTYEGTHSH

SDSTTMNDGCQWRKYGQNTAKGNLCPRGLLPLYCGALLSRPQAGFCDNVQRCAHDKSVLITTYEGTHNHP
1P
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DGCHWRKYGQKMAKGNPCPRAYYRCTLLRGCPVRKQVQRCADDLSILITTYEGTHNHP IPA

KRG IPDDGHRGWKKYGNKA TQNSNHCRGYYKCSLKECRAKKMVQLTDRDPTLFEVTYVGKHSCSSS

KKG IPDDGHRGWKKYGNKS IQNSNHCRGYYKCSVKECRAKKMVQPTDKDPMVFE I TYVGKHTCSST

KKG IPDDGHRGWKKYGNKS IQNSNHCRGYYKCSVKECRAKKMVQPTDTDPTVFEVTYVEKHTCSST

KKG IPDDGHRCWKKYGNKATQNSTFCRGYYKCSMKECRAKKMVQPTDTNPSIFEVTYLGKHTCSST

KKAIPDDDHRGWKKYGNKT IQNSNFCRNLWEETRTFVFVAI SGPTSECSHDVMDLD IRGYYKCGMVDCRA
KKMVQPTVQDPSIFEVTYVGKHTCSGS

SDVD IMDDGFRWRKYGQKAVKNSPHPRSYYRCTNSKCPVKKRVERSCEDPGIVITTYEGTHTH

APADDGFTWRKYGQKD I LNSKFPRSYYRCTHQKELGCQATKYVQKCEDEPSMYQVTY I GEHSCQNA

WRKYGQKMAKGNPCPRAYYRCTMASGCPVRKQVQRCADDTSVLVTTYEGSHNHQLP

DGYNWRKYGQKQVKGCDNPRSYYRCTHPDCSAKKLVERSVSGETTQ1VYKGDHSHSKP

SEVDVLDDGYRWRKYGQKVVKGNPNPRSYYRCTNPGCPVRKHVERAADDPKAV I TSYEGKHDHDTP

FVERPSEDGFNWRKYGQKQVKGSEFPRSYYKCTSSGCPVKKKVERSQDGQVTE 1 VYKGEHNHPRP

SEIDILDDGYRWRKYGQKIVKGNPYPRSYYKCTNVGCPVRKHVERASNDPKSV I TTYEGKHNHDVP

PAERSSDDGYNWRKYGQKLVKGSENPRSYYKCTYVNCPMKKKVERSPDGQVTE 1 VYEGEHNHPKP

SEVDILDDGYRWRKYGQKVVKGNPHPRSYYKCTNLGCPVRKHVERACDDPRAV I TTYEGKHNHDVP

MNDGCQWRKYGQKMAKGNPCPRAYYRCTVAPGCPVRKQVQRCADDMSI LI TTYEGSHNHPLP

K1ADIPQDEYSWRKYGQKP IKGSPHPRGYYKCSSLRGCPARKHVERCLDDPTMLRVTYEGEHSHGVQ

KMAE IPPDDYSWRKYGQKP IKGSPHPRGYYKCSSMRGCPARK

VSNKITADIPQDERKYGQKP IKGSPHPRGYYKCSSLRGCPARK

KKGQKRIREPRYAIQTRSEVD IMDDGYRWRKYGQKAVKNSPHPRSYYRCTNTKCPVKKRVERSSEDQGLYV
ITTYEGIHNH

MQQKRIVCVPVAGGGKPTGEVLPSDMWAWRKYGQKP IKGSPYPRGYYRCSSSKGCSARKQVERSRNDPTM
L1 ITYTSEHNHPWPAHRNSLAGTTR

RPSEDGFNWRKYGQKQVKGSEFPRSYYKCTSSGCPVKKKVERSQDGQVTE I VYKGEHNHPRP

SEIDILDDGYRWRKYGQKIVKGNPYPRSYYKCTNVGCPVRKHVERASNDPKSV I TTYEGKHNHDVP
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SDVD IMDDGFRWRKYGQKAVKNSPHPRSYYRCTNSKCPVKKRVERSCEDPGIVITTYEGTHTH

SEIDILDDGYRWRKYGQKVVKGNPHPRYYYKCSSSGCAVRKHVERASNDPKSV I TTYEGKHNHDVP

DDGYTWRKYGQKD I LGSRHPKSYYRCTHKRESGCQAIKYVQRSDSNPSSFQITYRGEHTCNML

K1ADIPQDEYSWRKYGQKP IKGSPHPRGYYKCSSLRGCPARKHVERCLDDPTMLRVTYEGEHSHGVQ

KMAEIPPDDYSWRKYGQKP IKGSPHPRGYYKCSSMRGCPARK

MFLDGGTHQKASQAG IKGSPHPRGYYKCSSLRGCPARKHVERCLDDPTTDAGERSHGVQPQ

PAERSSDDGYNWRKYGQKLVKGSENPRSYYKCTYVNCPMKKKVERSPDGQVTE 1VYEGEHNHPKP

SEVDILDDGYRWRKYGQKVVKGNPHPRSYYKCTNLGCPVRKHVERACDDPRAV I TTYEGKHNHDVP

KLAD IPPDDYSWRKYGQKP IKGSPHPRGYYKCSSMRGCPARK

ERPSEDGFNWRKYGQKQVKGSEFPRSYYKCTHPSCPVKKKVERSYDGQVTE I VYKGEHCHAKP

SEIDILDDGYRWRKYGQKVVKGNPHPRYYYKCSSSGCAVRKHVERASNDPKSV I TTYEGKHNHDVP

MNDGCQWRKYGQKMAKGNPCPRAYYRCTMSPGCPVRKQVQRCAEDTSILVTTYEGTHNHPLP

SDKE IMDDGYRWRKYGQKAVKNSPYPRSYYRCTYTKCHVKKRVERSSKDSSLVITTYEGVHTH

APADDGFTWRKYGQKD I LNSKFPRSYYRCTHQKELGCQATKYVQKCEDEPSMYQVTY I GEHSCQNA

MNDGCQWRKYGQKMAKGNPCPRAYYRCTVAPGCPVRKQVQRCADDMSILI TTYEGSHNHPLP

DDGYTWRKYGQKD I LGSRHPKSYYRCTHKRESGCPAIKYVQRSDSNPSSFQITYRGEHTCNML

WRKYGQKMAKGNPCPRAYYRCTMASGCPVRKQVQRCADDTSVLVTTYEGSHNHQLP

SEVD IMDDGYRWRKYGQKAVKNSPHPRSYYRCTNTKCPVKKRVERSSEDQGLVITTYEG IHNH

SDVD IMDDGFRWRKYGQKAVKNSPHPRSYYRCTNSKCPVKKRVERSCEDPGIVITTYEGTHTH

KLAD IPPDDYSWRKYGQKP IKGSPHPRGYYKCSSMRGCPARK

SDKE IMDDGYRWRKYGQKAVKNSPYPRSYYRCTYTKCHVKKRVERSSKDSSLVITTYEGVHTH

MNDGCQWRKYGQKMAKGNPCPRAYYRCTMSPGCPVRKQVQRCAEDTSILVTTYEGTHNHPLP

TGEVLPSDMWAWRKYGQKP IKGSPYPRGYYRCSSSKGCSARKQVERSRNDPTML I I TYTSEHNHPWP

NDDGYHWRKYGEKQVKGSPYPRSYYKCSQQNCQVKK I VERNPENGEVSKSASKGVHNHAKP
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TDQDSMDDGYRWRKYGQK 1 VKGNPHPRSYYKCTVAGCTVRKHVGRSATEAGVLVTSYEGQHNHPQP

SQSKLLDVEIEWEKYGVNLAEY I LEDEELLALYHSGLL

RCILLEAFDCSWRKYEHSVGCLTAENLLPRVCQHVNFVPWNGHCENSRGCITNGETSTLVRYPVSIGDCD
TGSSSIPGENDVVFSSIHSTEVW

VDI TNMDDGYRWRKYGQKQVKGSPFPRAYYKCTHMGCSVRKHVERSAEDETRFVVTYEGTHSHRLP

MPGVDDGYRWRKYGQK I IKGAPFPRSYYRCTSANCPARKHVEGDPSLLSSLTYEGEHNHEKP

TSDIRIDDGYRWRKYGQKL IKGSPFPRSYYKCTSENSSMQKHVEQSADNPKLYVVTYHSDRSQANVVYAK
LKESAPTLSKITMHGLDE

PAMPPSEDGYRWRKYGQK I IKGAAFPRSYYRCTAPNCPARKHVEGDPKDPGS IAYEGTHNHEPP

RRSD 1EEDGYVWHKYGAKNVRGRKVGYFKCAHRGCEARKKVWRQANGDEAVEREGTHTHAAG

MANDDGYNWRKYGEKQVKGSPFPRSYYKCSHPGCPAKKMIEREPKTGR I SQAELKNEHNHAKP

TDADGMDDGYRWRKYGQK 1 VKGNPHPRSYYKCTHPGCNVRKQVERSGRNARMLVTTYEGTHTHDPP

HNAHAHEDGYRWRKYGQKN I KGSRHPRSYYRCTERGCPARKKTELASDDESDEDEGDRMRVTYEGVHTHP
KP

TSEEKLDDGFRWRKYGNKMLSGQPHPRAYYKCTSGCGKGFLQKHVERIASKGREKHLFLVTYYGRSPGCE
QTEELLEELYENFRARARSGGENLVDSVQMTRRKC

DEGVDENDGFRWRKYGCKL IAGNMVPHPTERSYYRCKHFGCPARKRVEVEKVTGATRTVYEFEHTCRDG

APSSAHADGYRWRKYGQKN IKGSSFPRSYYRCTERGCPARKKTELRRASEDGEMETVVCYEGEHTHAKP

DDDEVSTDGLKWRRKGKCRSDLDCDLGYLCGSGRCILGCLADKDCRRGQTCLGGQCRTAGGANPPSCKPY
KQLCGANEECCSGVCRLGWRLTRECKHSKH

WDSPDPLRPLEFLRTSLGGRFLVHESFLYRKEKAAGEKVYWMCRDQARLGCRSRAITQGHR IMVMRSHCH
QPD

KTDWFQEWPDSYAKH 1 YSSEDKNAQRHLSSWAMRNTNNHNSR I LKKSCLGVVVCGRDCLAEEGRKIYLRP
A1CDKARQKQQRKRCPNCDGPLKL IPCRGHGGFPVTNFWRHDGRF I FFQSKGEHDHPKPETKLEAEARRA
M
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Supplementary Table 2| AtWRKY protein sequences used for homology modeling.

>AtWRKY1 cDBD
SRIVVHTQTLFDIVNDGYRWRKYGQKSVKGSPYPRSYYRCSSPGCPVKKHVERSSHDTKLLITTYEGKHDHD
MPPG

>AtWRKY11 DBD
VRVPAISAKIADIPPDEYSWRKYGQKPIKGSPHPRGYYKCSTFRGCPARKHVERALDDPAMLIVTYEGEHRH
NQSA

>AtWRKY33 cDBD
PRIVVQTTSDIDILDDGYRWRKYGQKVVKGNPNPRSYYKCTTIGCPVRKHVERASHDMRAVITTYEGKHNHD
VPAA

>AtWRKY33 nDBD
NQAVSYNGREQRKGEDGYNWRKYGQKQVKGSENPRSYYKCTFPNCPTKKKVERSLEGQITEIVYKGSHNHPK
PQS

>AtWRKY50 DBD

GRVAFKTRSEVEVLDDGFKWRKYGKKMVKNSPHPRNYYKCSVDGCPVKKRVERDRDDPSFVITTYEGSHNHS
SMN

17
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Supplementary Figure 2| AAWRKY1 cDBD - DNA binding interface. Binding free energies (in
kcal/mol) are estimated between AtWRKY1 cDBD and 14 different DNA sequences originating
from the parsley PR1-1 Box W2 promoter sequence using MM-PBSA. The 12 base pair long
DNA sequence containing the TTGACC motif at the position of the WRKY1 ¢cDBD site has the
second highest binding free energy, whereas only its reverse complement strand containing the
GGTCAA sequence at the position of the WRKY 1 cDBD site has a higher binding free energy.

18
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Supplementary Table 3| Listed are the sites of close proximity (1-4 A) during molecular dynamics simulation of Arabidopsis thaliana DNA
binding domain WRKY1, WRKY11, WRKY11 Q29K, WRKY33 ¢, WRKY33n, WRKY50 and WRKY50_K26Q with DNA. Given is the
occupancy in percent during 5 ns of simulation. Highlighted in red, blue and green are the proximity sites that exhibit more than 50 % occupancy
and are present in seven, six or five simulations, respectively (n.s. — not shown in Figure 7). Highlighted in black are other proximity sites that
exhibit > 50 % occupancy and presence in one to four of the MD simulations. The DNA sequence is as follows: 2-aagTTGACCaa-12; 23-
ttcAACTGGtt-13. The amino acids of the respective proteins are numbered according to Supplementary Table 2.

DNA of W1 cDBD [%] W11 DBD [%)] Wil W50
consensus
Backbone T5
99,9
87,8
BaSGTS 46 09 6 A6 00 O 46 090 8 46 00 O A6 00 O 46 00 O 46 00 O K3
6 06 6 o]0 6 08 9 6 00 6 00 Q 6 0Q Q 6 0Q Q Y7
R/ O 0 R/ 00 RA 60 4 R/ 00 Q RA OQ RA Vi RZ
137 30,9 94 .4 90,0 137 20,8 99,6 89,0 82,0 n.s.
D36 20,9 E36 22,4
W44 23,0
BackboneT6 049 0Q 049 00 4 A0 0Q Q 049 0Q Q 049 00 Q A0 09 8 049 0Q QO Q/K6
40 00 Q 46 090 8 46 00 Q 46 00 Q 46 00 Q 46 0Q Q 46 0Q Q K3
60 80 60 95,9
G48 21,1 48 9,4 G48 33,1 48 6,9
60 63,0
P58 33,7 P58 20,1 P58 25,7
BaseTG 40 l.. 406 00 O 46 0Qg O 40 Og O 406 Q0 O 40 OQ O 40 Og O K3
/ 84,6 4 64 4 6 / 99 4 8 4 Y 4
049 Q O 049 00 049 00 O 049 O 0 049 00 O Q/K6
G48 21,6 48 48 6 48 48 0,8 G48 25,9
RA 6 R4 6.9
A0 0.: A0 0Qg A4
S60 47,5 60 8
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Supplementary Table 3|

(I:Dcl)\lnA;(e)rflsus W1cDBD [%] | W11DBD [%] }g’éé_ngK o | W33cDBD[%] | W33nDBD [%] | W50 DBD [%] \[’)VSS_KZGQ o | Fig.7
Backbone G7 Q49 65,3 K49 98,2 Q49 52,8 Q49 92,8 K49 962 Q49 A Q/K 6
G48 32,3
| Q51 205 |
Base G7 Q49 47,4 49 9 Q49 98,8 Q49 83,4 49 ofs Q49 99,6 Q/K 6
G48 29,1 | G48 37,8 48 8
Y47 44,6 4 86,9 Y47 29,1
R45 25,3
K46 25,5
Base A8 / 66,0 s 6 Y47 38,8 ALY 75,2
R45 41,3 R45 57,5
Base A20 G48 38,6 | G48 325 | G48 31,2 | G48 27,3 G48 62,1
Base A19 R45 47,8 R45 48,1
R45 56,5 |
Base C18 K46 21,1 [ K46 32,5 K46 26,7
Backbone T17 R45 22,1 R45 56,8 R45 50,6
R68 32,5
F67 20,9
Base T17 4 0 / / 4 8 4 68 4 9 4 99 Y 4
R45 46,0 | R45 448 I 69,0 R45 32,1
K46 22,7 K46 39,0 46 66
R68 26,5

Backbone G16

Base G16

K63 46,3 6 9
Y47 32,9 | Y47 41,8
R68 25,8

Vi 64 4

RA 00

Y47 41,5
R45 26,3
K72 38,5

o 0,4
Vi 04.0

RA 0Q

K72 27,9

K/R 8
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DNA of
consensus

Wil

W1 cDBD [%] DBD 029K [%

W11 DBD [%]

Backbone G15

/] 00 O

W33 cDBD [%]

Vi

RA

W33 nDBD [%]

Supplementary Table 3|

W50
DBD K26Q [%
30,8

W50 DBD [%] Fig. 7

K/R 8
K/R9

20’1 /] 00 Q A 89 4

RA 0 R 0

V71 45,1
H74 21,8
E90 35,3
Base G15
89,7
53,0
DNA next to o o Wil o o o W50
CONSENnsUS ‘ W1 cDBD [%)] ‘ W11 DBD [%] DBD Q%K [%] W33 cDBD [%] ’ W33 nDBD [%] | W50 DBD [%)] DBD_K?Q [%]
Backbone A2 R45 58,2 R45 83,7 R45 26,9
L K43 84,3
Backbone A3 R4 8,0 4 8 S43 38,4 PR% 86,8 4 92,4 4 99,8 / 98,4
Vi 6 w44 27,1 | W44 24,6 | W44 47,9 44 M \W44 22,6
137 22,5 69
Base A3 74,2

Backbone G4

65,1 W44
98,0 137
Y62

81,1
54,7
47,5
98,8
65,0
77,1

w44
137
Y62
K46
R43

25,7
95,2
99,1
97,8
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Supplementary Table 3|

E(')\'n/; gﬁ;‘;;" W1cDBD [%] | W11 DBD [%] \[’)VB%_QZQK ¢ | W33CDBD [%] | W33 nDBD [%] | W50 DBD [%] \[’)VBSS_KZGQ (4]
Base G4 R45 335 [BY 86,6 | R4 6,9 R 45 B 29,5
w44 37,3 | w44 443 | waa 39,0 | w44 4.8 [ZE 60,6 W4 62,4
00,5 [VEX 30,5 | Va7 40,2
K46 24,3 K46 23,3 K46 24,9
K43 22,6 | K43 49,8
Backbone T13 K50 21,1 K50 34,9 0 32,0 G 34,8
Base T13 LYS50 48,6 LYS50 31,3 | LYS50 214
Backbone T14 AR 99,9 95,4 92,8 0
TYR47 42,9 R4 61,4 R4 92.0 R4 ole TYR47 33,9 R4 99 4 R4 4
ARG63 217 63 84 6 0 6 05,0
LYS50 46,3 0 LYS50 25,9
TYR61 37,3 | TYR61L 36,8 R6 3 TYR61 281 |TYR61 30,8 | TYR61 36,3
4 69,8
GLU% 304 ARG74 234
ARG26 305
Base T14 R / RA YRB TYR47 303 | TYRA7 327 | TYR4AT 464 | TYR4AT 348
LYS50 25,3 LYS50 450 | LYS50 30,1 0 W Lvsso 427
ARG72 99,9 LYS72 337
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Supplementary Table 4| DNA sequences of AtWRKY used for protein expression. In grey gene specific primers for PCR, in red primer regions

for site directed mutagenesis.

Supplementary Table 4]

AGI code Gene name Coding sequence
ATGAAGAGAACCGTGAGAGTACCGGCGATAAGTGCAAAGATCGCCGATATTCCACCGGACGAATATTCGTGGAGG
ATA4G31550 WRKY11 DBD AAGTACGGACAAAAACCGATCAAGGGCTCACCACACCCACGTGGTTACTACAAGTGCAGTACATTCAGAGGATGT
CCAGCGAGGAAACACGTGGAACGAGCATTAGATGATCCAGCGATGCTTATTGTGACATACGAAGGAGAGCACCGT
CATAACCAATCCGCGATGCAGGAGAATATTTCTTCTTCAGGCATTAATGATTTAGTGTTTGCCTCGGCT
WRKY11 ATGAAGAGAACCGTGAGAGTACCGGCGATAAGTGCAAAGATCGCCGATATTCCACCGGACGAATATTCCTRORNEE
29 TCACCACACCCACGTGGTTACTACAAGTGCAGTACATTCAGAGGATGT
DBD_Q~K CCAGCGAGGAAACACGTGGAACGAGCATTAGATGATCCAGCGATGCTTATTGTGACATACGAAGGAGAGCACCGT
CATAACCAATCCGCGATGCAGGAGAATATTTCTTCTTCAGGCATTAATGATTTAGTGTTTGCCTCGGCT
AT2G38470 WRKY33 ATGAACAATCAAGCTGTATCTTACAATGGAAGAGAGCAAAGGAAAGGAGAGGATGGTTACAATTGGAGAAAGTAC
GGACAARAACAGGTGAAAGGAAGTGAGAATCCTCGGAGTTACTATAAGTGTACTTTCCCTAATTGTCCAACGAAG
nDBD AAGAAAGTGGAGAGATCTTTGGAAGGTCAGATCACAGAGATTGTGTATAAAGGAAGCCACAACCATCCTAAACCT
CAGTCTACTAGAAGATCTTCTTCGTCTTCTTCGACTTTTCATTCAGCTGTGTACAATGCCAGTTTG
AT2G38470 WRKY33 ATGAGAGAGCCGAGAATCGTAGTGCAGACAACGAGTGATATTGACATTCTTGACGACGGTTACAGATGGAGAARA
TACGGCCAGAAAGTCGTTAAGGGAAACCCAAATCCAAGAAGCTACTACAAGTGCACAACCATCGGTTGTCCAGTG
cDBD AGGAAACATGTGGAGAGAGCATCACACGACATGAGAGCAGTAATCACAACCTACGAAGGGAAACACAACCACGAT
GTTCCTGCAGCTCGTGGTAGCGGTTACGCCACAAACAGAGCACCACAGGATTCGTCTTCAGTCCCGATTAGACCA
GCTGCTATTGCTGGT
ATGGGGAGAGTTGCGTTCAAGACACGGTCCGAGGTGGAAGTGCTTGACGACGGGTTCAAGTGGAGAAAGTATGGG
AT5G26170 WRKY50 DBD AAGAAGATGGTGAAGAACAGCCCACATCCAAGAAACTACTACAAATGTTCAGTTGATGGCTGTCCCGTGAAGAAA
AGGGTTGAACGAGACAGAGATGATCCGAGCTTTGTGATAACAACTTACGAGGGTTCCCACAATCACTCAAGCATG
AAC
WRKY50 ATGGGGAGAGTTGCGTTCAAGACACGGTCCGAGGTGGAAGTGCTTGACGACGGGTTCAAGT]
” GCCCACATCCAAGAAACTACTACAAATGTTCAGTTGATGGCTGTCCCGTGAAGAAA
DBD_K<Q AGGGTTGAACGAGACAGAGATGATCCGAGCTTTGTGATAACAACTTACGAGGGTTCCCACAATCACTCAAGCATG

AAC
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Supplementary Table 5]

Supplementary Table 5| Raw absorbance values of DPI-ELISA screens (cyane/white-probed
with protein extract with respective WRKY DBD, orange-controls).

plate
pos.

Al
A2
A3
A4
A5
A6
A7
A8
A9
Al0
All
Al2
Al13
Al4
Al5
Al6
Al7
Al8
Al19
A20
A21
A22
A23
A24
B1
B2
B3
B4
B5
B6
B7
B8
B9
B10
B11
B12
B13
B14
B15
B16
B17
B18
B19
B20
B21
B22
B23
B24
C1
Cc2
C3
Cc4

WRKY11
0.65
0.31
0.34
0.34
0.42
0.35
3.4
0.34
0.36
2.66
0.75
0.39
0.37
0.37
0.37
1.54
0.39
0.43
0.37
0.35
0.36
0.38
3.56
0.44
0.43
0.75
0.42
0.5
0.43
0.44
0.46
0.45
0.47
0.48
0.45
0.44
0.47
0.45
0.45
0.44
0.44
0.45
0.44
0.43
0.44
0.61
2.92
0.46
0.52
0.42
0.47
0.49

WRKY33c
2.1087
1.2386
0.715
1.0465
1.5477
1.1817
2.9214
1.0255
0.9935
2.9373
1.443
2.3229
0.8763
1.0922
0.8442
2.9287
1.0181
1.407
0.6919
0.9461
1.6717
1.6638
2.9385
0.686
1.5361
1.6075
1.7891
2.4899
1.1999
1.261
1.7063
1.1305
1.5526
1.0746
1.3997
0.9907
1.293
1.0717
0.9811
1.2349
0.9865
1.1709
0.927
1.0974
0.9318
1.5542
2.9113
1.6728
1.9277
1.3686
0.866
1.8187

WRKYS50
2.0019
0.4032
0.3096
0.5137
0.9649
0.8347
2.2603
1.0788
0.3622
1.452
0.5055
0.9817
0.4218
0.5316
0.262
2.216
0.4572
0.876
0.24
0.4049
0.4284
0.8718
0.1789
0.1852
0.4301
0.5034
0.9969
0.5656
0.4247
0.385
0.8911
0.2684
0.6388
0.2591
0.5321
0.301
0.7579
0.2066
0.2691
0.235
0.402
0.4778
0.2326
0.2253
0.5018
0.4053
0.1892
0.1784
0.5261
0.5229
0.996
0.833

WRKY33n
0.7856
0.4941
0.5655
0.4797
0.687
0.4907
1.5161
0.5008
0.3528
0.521
0.4389
0.526
0.4708
0.5253
0.4714
0.573
0.655
0.5396
0.5131
0.5406
0.4473
0.522
0.2315
0.2413
0.4656
0.3975
0.5299
0.4401
0.4413
0.463
0.3858
0.3794
0.3257
0.3141
0.4081
0.4124
0.6162
0.397
0.5171
0.3391
0.4421
0.5294
0.6537
0.4322
0.4396
0.4087
0.2672
0.2494
0.4913
0.4208
0.5218
0.4697

plate
pos.

C5
C6
c7
C8
C9
C10
Ci1
Ci2
Ci3
Ci4
C15
Ci6
C17
Cc18
C19
C20
C21
c22
C23
C24
D1
D2
D3
D4
D5
D6
D7
D8
D9
D10
D11
D12
D13
D14
D15
D16
D17
D18
D19
D20
D21
D22
D23
D24
El
E2
E3
E4
E5
E6
E7
E8

WRKY11
0.55
0.48
0.47
0.46
0.5
0.46
0.49
0.46
0.52
2.56
0.51
0.48
0.48
0.52
0.5
0.48
0.48
0.47
0.35
0.31
0.44
0.43
0.45
0.46
0.46
0.46
0.47
0.48
0.47
0.49
0.48
0.48
0.49
0.49
0.49
0.48
0.47
0.47
0.48
0.48
0.49
0.5
2.66
0.41
0.51
0.51
0.64
0.66
0.57
0.53
0.55
0.52

WRKY33c WRKY50

1.4649
1.7079
0.9457
1.2998
1.2396
1.6042
0.9917
1.3099
0.8373
2.9322
0.7818
1.1482
0.9231
1.1025
0.8603
0.8328
0.8188
1.1983
2.4587
0.2648
1.4032
1.0473
1.1416
1.2151
0.923
1.3037
1.2152
0.9409
1.2068
1.0273
1.2091
1.1695
1.0247
1.0856
1.1206
1.1285
0.8908
0.9447
0.8713
0.8604
1.2708
2.6437
0.4464
0.2371
1.1687
1.6186
0.8929
2.6947
0.86
1.7411
0.8792
0.8993

0.9164
0.8717
0.3335
0.8149
0.3374
0.7298
0.4909
0.7526
0.6192
1.8018
0.2777
0.8958
0.2064
0.6195
0.3235
0.5633
0.3446
0.5032
0.1884
0.2045
0.6974
0.2362
0.4591
0.5369
0.5627
0.2373
0.9535
0.3902
0.7252
0.2412
0.5932
0.5171
0.6451
0.2383
0.2878
0.2378
0.3826
0.4083
0.2664
0.1891
0.4105
0.6652
0.2301
0.2001
0.398

0.5811
0.3216
1.4331
1.2056
0.6932
0.6745
1.1542

WRKY33n
0.5257
0.3797
0.4013
0.39
0.2982
0.3533
0.4795
0.4179
0.4314
2.037
0.4304
0.4378
0.3739
0.4511
0.4946
0.4355
0.3571
0.4004
0.7164
0.749
0.5832
0.2978
0.5333
0.417
0.4184
0.3658
0.3949
0.4149
0.3459
0.335
0.4894
0.4832
0.422
0.4043
0.7166
0.4013
0.4444
0.3592
0.4744
0.4072
0.3695
0.4364
1.0625
0.8589
0.5242
0.4374
0.6321
0.476
0.4371
0.4385
0.4593
0.493
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plate
pos.

E9
E10
El1
E12
E13
E14
E15
E16
E17
E18
E19
E20
E21
E22
E23
E24
F1
F2
F3
F4
F5
F6
F7
F8
F9
F10
F11
F12
F13
F14
F15
F16
F17
F18
F19
F20
F21
F22
F23
F24
61
62
63
G4
G5
G6
67
8
69
G610
G611
G612
613
G14
G615

WRKY11
0.54
0.53
0.55
0.54
2.66
0.56
0.57
0.56
0.58
0.56
0.65
0.54
0.54
0.53
0.5
0.5
0.44
0.45
0.46
0.47
0.39
3.19
0.48
0.49
0.49
0.54
0.5
0.5
0.5
0.52
0.51
0.53
0.5
0.48
0.5
0.49
0.49
0.5
0.46
0.46
0.49
0.44
0.95
0.5
0.55
0.46
0.53
1.11
0.53
0.48
0.66
0.49
0.73
0.51
0.5

WRKY33c
0.7245
1.7528
0.794
1.0115
2.9255
0.8593
0.9153
0.8434
0.8598
1.2155
0.9577
1.0039
0.7379
0.7899
0.1916
0.2117
1.0159
0.9799
1.1559
1.0629
2.8839
2.9229
1.1258
1.0552
1.2476
1.0073
1.2425
1.7607
0.9305
0.8285
0.9638
0.9837
0.8635
0.94
1.0312
0.9836
1.0824
2.7127
0.301
0.2577
1.2954
1.0151
2.685
1.4666
0.8912
1.8796
1.1582
2.9349
1.1515
1.0463
1.3021
0.7998
1.088
1.187
0.7654

WRKY50
0.2831
1.0094
0.488

0.5063
1.3679
0.7039
0.2512
0.6268
0.2768
1.0865
0.2674
0.321

0.6305
0.266

0.1633
0.1719
0.3889
0.2392
0.3998
0.2131
0.5809
0.9039
0.3379
0.4626
0.4936
0.2996
0.9335
0.4489
0.5875
0.2052
0.3158
0.4073
0.2859
0.3025
0.6825
0.2177
0.4206
0.735

0.1614
0.1728
0.4227
0.6031
0.9866
0.7857
1.0407
1.0263
0.4919
1.0239
0.453

0.668

0.7923
1.0774
0.3783
0.789

0.4095

WRKY33n
0.3267
0.3546
0.4556
0.619
1.2057
0.4528
0.386
0.4286
0.4234
0.5233
0.6585
0.6912
0.4713
0.4479
0.191
0.2059
0.6392
0.3166
0.4448
0.3879
0.4214
0.741
0.4421
0.3923
0.2758
0.3141
0.4305
0.399
0.4569
0.3995
0.396
0.4159
0.5327
0.433
0.3772
0.4538
0.3612
0.424
0.1854
0.1913
0.4555
0.4435
0.9696
0.4735
0.6088
0.4129
0.3739
0.4635
0.3361
0.3627
1.2487
0.5601
0.4593
0.4933
0.5381

plate
pos.

G616
617
618
619
620
621
622
623
624
H1
H2
H3
H4
H5
H6
H7
H8
Ho
H10
H11
H12
H13
H14
H15
H16
H17
H18
H19
H20
H21
H22
H23
H24
1
12
13
14
15
16
17
18
19
110
111
112
113
114
115
116
117
118
119
120
121
122

WRKY11
0.49
3.47
0.54
0.57
0.51
0.45
0.57
0.5
0.47
0.45
0.45
0.46
0.47
0.48
1.65
0.49
0.5
0.5
0.5
0.49
0.5
0.51
0.52
0.49
0.5
3.15
0.49
0.51
0.51
0.51
0.51
0.5
0.48
0.56
0.51
0.52
0.57
0.62
0.53
2.08
0.63
0.56
0.54
0.56
3.19
0.97
0.58
0.59
0.56
1.14
0.56
0.59
0.56
0.59
0.56

Supplementary Table 5]

WRKY33c WRKY50

0.785
2.9249
1.1164
0.7773
0.8411
0.9016
0.7956
1.0569
1.1035
1.1006
0.9116
1.302
0.9088
2.3
2.9204
1.676
1.0477
1.4036
0.9646
1.0989
1.4416
0.9274
0.9374
0.9707
0.9424
2.9299
0.9173
0.822
0.8979
0.9876
2.6927
2.0455
1.8957
2.8628
2.9216
0.7957
1.3715
1.038
0.9627
2.9273
2.1893
0.8704
1.2714
0.8093
2.9417
1.3258
1.7079
0.802
0.8983
1.7543
1.5531
0.7926
0.9251
0.9995
0.9059

0.9247
1.2434
1.2514
0.2456
0.2512
0.2841
0.3691
0.2521
0.3229
0.4653
0.2525
0.4611
0.3338
0.7959
0.9447
0.6405
0.3401
0.7662
0.3098
0.3067
0.4578
0.471

0.2267
0.4115
0.3189
1.127

0.3166
0.2544
0.3502
0.3872
0.7402
0.871

0.6408
1.4102
1.5723
0.3378
0.8823
0.5385
0.5085
1.8575
1.052

0.264

1.1087
0.2398
1.8507
0.7646
1.327

0.2556
0.8464
0.6781
0.568

0.2417
0.2499
0.5605
0.2563

WRKY33n
0.5127
1.6722
0.5987
0.6218
0.4461
0.4028
0.5002
0.3457
0.3917
0.7377
0.3261
0.4337
0.4827
0.6786
0.4365
0.3903
0.3605
0.3224
0.3416
0.4094
0.4109
0.4438
0.4132
0.5869
0.5123
1.3517
0.4779
0.6266
0.4728
0.441
0.4342
0.6013
0.4682
0.6238
0.5471
0.5069
0.4173
0.5162
0.4429
0.8778
0.4089
0.3241
0.3623
0.5186
1.5035
0.5383
0.4747
0.4595
0.5043
0.7562
0.4645
0.5658
0.5039
0.4542
0.6446
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plate
pos.

123
124
Ji
J2
J3
Ja
J5
J6
J7
J8
Jo
J10
Ji1
Jiz
J13
Ji4
J15
J16
Ji7
Jis
Ji9
J20
J21
J22
J23
J24
K1
K2
K3
K4
K5
K6
K7
K8
K9
K10
K11
K12
K13
K14
K15
K16
K17
K18
K19
K20
K21
K22
K23
K24
L1
L2
L3
L4
L5

WRKY11
0.55
0.51
0.55
0.55
0.51
0.54
0.53
0.54
0.61
0.56
0.55
0.54
0.56
0.58
0.58
0.57
0.56
0.56
0.58
0.56
0.56
0.69
0.55
0.57
0.58
0.54
3.67
0.64
0.53
0.54
0.57
0.54
0.58
0.65
0.59
0.56
0.59
0.56
1.51
0.58
0.6
0.58
0.59
0.57
0.6
0.56
0.58
0.58
0.56
0.58
3.19
0.57
1.18
0.58
0.68

WRKY33c
1.192
0.8554
2.9168
2.9158
1.3104
0.994
1.4498
1.5388
2.4971
1.1818
1.7605
1.2532
1.4015
1.7169
0.9766
0.9977
0.9846
1.2026
1.0982
0.9366
1.1327
0.9442
1.0037
2.6537
1.7667
0.8265
2.9238
1.5079
0.8543
1.4081
0.8258
1.2773
1.3272
1.9523
1.0097
1.5825
1.0797
1.0946
1.0054
1.7026
0.8753
0.9735
0.7029
1.2657
0.8285
0.8724
1.0593
0.9453
1.2453
1.1095
2.9198
2.8275
2.9083
1.6774
1.6927

WRKY50
0.4705
0.357
1.278
0.7455
0.848
0.6318
0.5259
0.3557
1.1101
0.3204
0.7812
0.266
0.3976
0.4682
0.5531
0.2276
0.2741
0.2799
0.5109
0.3254
0.2381
0.1858
0.3763
0.7369
1.4335
0.3849
0.1935
0.1857
0.345
0.9064
0.3757
0.8994
0.4659
0.8825
0.4102
0.8438
0.7156
1.4962
0.4533
1.0976
0.3752
0.4636
0.3627
0.8913
0.2719
0.2715
0.64
0.6696
0.3448
0.4134
0.2164
0.1674
1.7748
0.5041
1.4086

WRKY33n
0.4208
0.4243
0.6358
0.3691
0.4379
0.527
0.4059
0.448
0.4791
0.4156
0.3608
0.3194
0.4369
0.4472
0.6386
0.4409
0.5648
0.4465
0.6684
0.5375
0.6858
0.422
0.4481
0.4716
0.6249
0.502
0.2672
0.246
0.5607
0.4664
0.514
0.4655
0.4544
0.483
0.3294
0.3643
0.6308
0.5832
0.4953
0.5422
0.4275
0.4511
0.4966
0.5234
0.5498
0.427
0.4126
0.5052
0.372
0.4412
0.3885
0.2196
1.2098
0.425
0.655

plate
pos.

L6
L7
L8
L9
L10
L11
L12
L13
L14
L15
L16
L17
L18
L19
L20
L21
L22
L23
L24
M1
M2
M3
M4
M5
M6
M7
M8
M9
M10
M11
M12
M13
M14
M15
M16
M17
M18
M19
M20
M21
M22
M23
M24
N1
N2
N3
N4
N5
NG
N7
N8
N9
N10
N11
N12

WRKY11
0.64
0.6
0.59
0.62
0.61
0.91
0.61
0.64
1.08
1.15
0.63
0.63
0.62
0.64
0.64
0.62
0.64
0.63
0.61
0.86
0.5
0.66
0.62
0.65
0.64
0.68
0.66
0.71
0.64
0.68
0.68
0.69
0.7
0.68
1.46
0.68
1.25
0.69
0.67
0.67
0.67
0.65
0.65
2.55
0.58
0.59
0.57
0.57
0.58
0.64
0.59
0.59
0.58
0.63
0.6
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WRKY33c WRKY50

2.1113
1.4046
1.4256
1.4366
1.1905
1.7043
1.3163
1.0097
2.9091
2.5936
1.1092
1.2468
1.6265
1.2396
1.0472
1.2646
2.7513
1.0465
0.9118
0.2445
0.2616
2.1099
1.8181
1.3564
1.0258
1.7127
0.9809
1.26
1.1259
1.1702
1.9474
0.8508
2.2907
0.873
2.8737
0.8328
2.9289
0.9197
0.9647
1.5655
1.9315
1.2832
1.1104
0.28
0.2561
2.0283
1.2355
1.6527
1.7377
2.0584
1.1211
1.4247
1.0045
2.0348
1.5899

0.4986
0.5579
0.3406
0.567
0.28
1.0802
0.3624
0.6754
0.4161
0.9205
0.3619
0.5405
0.3404
0.3445
0.1889
0.5437
0.7692
0.6408
0.3368
0.2073
0.2394
0.8555
0.7729
0.5492
0.626
0.6784
0.782
0.5927
0.9565
0.5427
1.1019
0.3869
0.9859
0.3508
1.4882
0.2899
0.7882
0.4221
0.3111
0.4766
0.9516
0.427
0.4545
0.2763
0.1898
0.8472
0.3339
0.6734
0.3919
0.8301
0.2431
0.7397
0.2287
0.6936
0.4381

WRKY33n
0.4695
0.4722
0.5041
0.3242
0.3067
0.823
0.4497
0.4984
0.4571
0.7156
0.4803
0.5576
0.448
0.6024
0.5099
0.4482
0.4922
0.4297
0.3906
1.1685
1.0377
0.5084
0.4646
0.4531
0.4355
0.4442
0.4628
0.2707
0.2743
0.6418
0.6847
0.566
0.4889
0.4206
0.7079
0.451
0.5363
0.3985
0.4066
0.4556
0.4352
0.382
0.424
1.6241
0.6277
0.5788
0.4995
0.4994
0.4817
0.4466
0.418
0.2762
0.2404
0.4968
0.4424
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plate
pos.

N13
N14
N15
N16
N17
N18
N19
N20
N21
N22
N23
N24
01
02
03
04
05
06
07
08
09
010
011
012
013
014
015
016
017
018
019
020
021
022
023
024
P1
P2
P3
P4
P5
P6
P7
P8
P9
P10
P11
P12
P13
P14
P15
P16
P17
P18
P19

WRKY11
0.61
0.61
0.59
0.61
0.61
1.51
0.6
0.63
0.62
0.63
0.62
0.63
0.54
0.54
0.59
0.55
0.61
0.6
0.6
0.59
0.61
0.59
0.63
0.62
3.52
0.6
0.61
0.59
0.64
0.62
0.61
0.62
0.64
0.62
0.62
0.6
0.54
0.52
0.6
0.58
0.64
0.58
0.57
0.55
0.55
0.63
0.59
0.56
3.37
0.56
0.56
0.57
0.58
0.56
0.59

WRKY33c
1.0815
1.0298
0.9294
0.9083
1.0739
1.8586
0.9253
0.9979
1.1446
2.2244
1.2089
1.5025
0.2485
0.2941
0.8739
1.3129
1.1988
2.0991
0.9977
0.9784
1.6645
1.7103
1.0739
0.9457
2.9342
1.4815
0.8961
1.3445
0.8747
0.8779
0.8494
0.8286
0.992
1.9261
1.6363
0.924
0.3206
0.3362
1.2877
0.9659
2.5212
1.8371
1.9644
1.3517
1.2409
2.5555
1.3061
1.6335
2.9188
2.6579
1.0876
0.9869
1.3841
1.0022
1.0319

WRKY50
1.0899
0.2332
0.2885
0.2833
0.4459
0.3903
0.2959
0.2032
0.5035
0.7179
0.5766
0.4488
0.1724
0.1877
0.4129
0.5002
0.5777
0.736

0.4812
1.0338
0.4552
0.7999
0.3808
1.1145
0.209

0.2016
0.2591
0.8174
0.348

0.8391
0.3308
0.3077
0.6357
1.1066
0.7071
0.4409
0.1967
0.1831
0.6436
0.357

0.6444
0.9255
1.643

0.408

0.7415
0.4477
0.7654
0.4102
0.3031
0.1919
0.8063
0.4621
0.7187
0.4289
0.326

WRKY33n
1.2956
0.4426
0.5091
0.4923
0.447
0.4342
0.4567
0.4778
0.5469
0.504
0.4461
0.4394
0.2075
0.1968
0.5076
0.722
0.5987
0.4332
0.5472
0.4789
0.2523
0.2233
0.4607
0.5308
0.7375
0.9249
0.4328
0.4574
0.4271
0.4623
0.4343
0.4115
0.412
0.4494
0.4029
0.4212
0.2157
0.2126
0.5217
0.4143
0.6231
0.3396
0.5132
0.4509
0.263
0.2697
0.5713
0.4685
1.6134
0.7826
0.4843
0.4814
0.4616
0.4488
0.5179

plate
pos.

P20
P21
P22
P23
P24

WRKY11
0.6
0.59
0.58
0.57
0.57

Supplementary Table 5]

WRKY33c WRKY50

0.9272
0.9757
2.6696
1.2768
1.0932

0.2038
0.4006
0.7154
0.6425
0.3312

WRKY33n
0.4009
0.4147
0.4385
0.4207
0.3836
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Supplementary Figure 3|

Supplementary Figure 3| S-plot diagrams of all four DPI-ELISA screens. The DPI-ELISA
screen of WRKY33 nDBD (A), WRKY50 cDBD (B), WRKY33 cDBD (C) and WRKY11 cDBD
(D) are shown. The photometric readout of the plates was normalized to the mean and ranked
according to its relative normalized absorbance. Control probes: orange; library dsDNA probes:
cyan; non-significant background signal is highlighted in grey, confidence level of positively
revealed signals: p < 0.05.
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Supplementary Table 6]

Supplementary Table 6| Relative binding values of DPI-ELISA screens. Wells probed
with WRKY protein extract are given with dsDNA probe sequences, plate position and
binding in percent (raw absorbance values relative to highest - highest value equals

100%), mean, standard deviation and significance threshold are given below individual

experiments.

plate WRKY WRKY WRKY WRKY
sense probe 5’ -3’ antisense probe 5’ — 3’ pos. 11 33c 50 33n
AAAAAAGTCTAGTCGTAAAAA TTTTTACGACTAGACTTTTTT Al 18.73 71.68 88.57 38.57
AAAAAACGGTAAGTCGACAAAA TTTTGTCGACTTACCGTTTTTT Cl 1499 65.53 23.28 24.12
AAAAAATTACGTTTGTATTTGTAAAA TTTTACAAATACAAACGTAATTTTTT E1l 14.70 39.73 17.61 25.73
AAAAAAACGATACGGTATCTAGAAAA TTTTCTAGATACCGTATCGTTTTTTT Gl 14.12 44.04 18.70 22.36
AAAAAAATCCCACTTCATTCTAAAAA TTTTTAGAATGAAGTGGGATTTTTTT 123 15.85 40.52 20.82 20.66
AAAAAAATTACGCGGGATCGCCAAAA TTTTGGCGATCCCGCGTAATTTTTTT K23 16.14 42.33 15.25 18.26
AAAAAAGCTTCGCGCCAGCGGGAAAA TTTTCCCGCTGGCGCGAAGCTTTTTT M23 18.73 43.62 18.89 18.75
AAAAAATGACCAGGCCTCGAGCAAAAA TTTTTGCTCGAGGCCTGGTCATTTTTT 023 17.87 55.62 31.28 19.78
AAAAAAAAGTGCCAACGTTCAAGAAAAA TTTTTCTTGAACGTTGGCACTTTTTTTT A2 8.93 42.10 17.84 24.26
AAAAAAACCGCGTCGCGGCCCGGGAAAA TTTTCCCGGGCCGCGACGCGGTTTTTTT C2 12.10 46.52 23.13 20.66
AAAAAAGGGCCCACTATCGACGTCAAAA TTTTGACGTCGATAGTGGGCCCTTTTTT E2 14.70 55.02 25.71 21.47
AAAAAAAGCTTCTATAGCTCCATGGAAAA TTTTCCATGGAGCTATAGAAGCTTTTTTT G2 12.68 3451 26.68 21.77
AAAAAAACCCTGTGTCGGCCGATAAAAAA TTTTTTATCGGCCGACACAGGGTTTTTTT 124 14.70 29.08 15.79 20.83
AAAAAAACTCAACTAGTGAACCACCAAAA TTTTGGTGGTTCACTAGTTGAGTTTTTTT K24 16.71 37.72 18.29 21.66
AAAAAAATCCGATCGATGCATATATAAAA TTTTATATATGCATCGATCGGATTTTTTT M24 18.73 37.75 20.11 20.81
AAAAAAGTGTTAGATTGTAGTTGATAAAA TTTTATCAACTACAATCTAACACTTTTTT 024 17.29 31.41 19.51 20.68
AAAAAAGGGCGAGCGCTGGATCCACAAAA TTTTGTGGATCCAGCGCTCGCCCTTTTTT B1 12.39 52.22 19.03 22.86
AAAAAATCCTGTTTGCGTTTGATTTTAAAA TTTTAAAATCAAACGCAAACAGGATTTTTT D1 12.68 47.70 30.85 28.63
AAAAAATGAATCAATTTTTGGGCTTTAAAA TTTTAAAGCCCAAAAATTGATTCATTTTTT F1 12.68 34.53 17.21 31.38
AAAAAAAGTTGTACTTATTATACTTTAAAA TTTTAAAGTATAATAAGTACAACTTTTTTT H1 1297 37.41 20.59 36.22
AAAAAAGGGAGTCATGCTTCTTGTTTAAAA TTTTAAACAAGAAGCATGACTCCCTTTTTT J23 16.71 60.06 63.42 30.68
AAAAAATCTTCACCTCACTTCGGTTTAAAA TTTTAAACCGAAGTGAGGTGAAGATTTTTT |23 18.16 35.57 28.35 21.09
AAAAAAGTTCGTGCTTAACCCAGTTTAAAA TTTTAAACTGGGTTAAGCACGAACTTTTTT N23 17.87 41.10 25.51 21.90
AAAAAAAAATGCTAGCGCGTACGTAAAAAA TTTTTTACGTACGCGCTAGCATTTTTTTTT P23 16.43 43.40 28.43 20.65
AAAAAAAAATCGAATTTGGACTTCCGAAAA TTTTCGGAAGTCCAAATTCGATTTTTTTTT B2 21.61 54.65 22.27 19.51
AAAAAAAAATTTCGAGCCTCGGCGTAAAAA TTTTTACGCCGAGGCTCGAAATTTTTTTTT D2 12.39 35.60 10.45 14.62
AAAAAAGGTTGGTACGTCGAGTTCTTAAAA TTTTAAGAACTCGACGTACCAACCTTTTTT F2 1297 33.31 10.58 15.54
AAAAAATATGTTTTCGCTTTATTCTTAAAA TTTTAAGAATAAAGCGAAAACATATTTTTT H2 12.97 30.99 11.17 16.01
AAAAAAATCTTTGCGTCGAGATTCTTAAAA TTTTAAGAATCTCGACGCAAAGATTTTTTT J24 15.56 28.10 17.03 24.64
AAAAAAAAGAGCCTGGGGGTTCGCATAAAA TTTTATGCGAACCCCCAGGCTCTTTTTTTT 124 17.58 31.00 14.90 19.18
AAAAAATCCACGACTCAGCAGCTCTTAAAA TTTTAAGAGCTGCTGAGTCGTGGATTTTTT N24 18.16 51.08 19.86 21.57
AAAAAACCTACGATGGTTCTGATCTTAAAA TTTTAAGATCAGAACCATCGTAGGTTTTTT P24 16.43 37.16 14.65 18.83
AAAAAATTTTGTTTTTGCTTTTCCTTAAAA TTTTAAGGAAAAGCAAAAACAAAATTTTTT A3 9.80 24.31 13.70 27.76
AAAAAAAAGGACATTTTTTCTTTTTGAAAA TTTTCAAAAAGAAAAAATGTCCTTTTTTTT C3 13.54 29.44 44.06 25.62
AAAAAACCTTCCCCCTCTTCTGCCTTAAAA TTTTAAGGCAGAAGAGGGGGAAGGTTTTTT E3 18.44 30.35 14.23 31.03
AAAAAATTTGGTCTTCGTCCTCGCTTAAAA TTTTAAGCGAGGACGAAGACCAAATTTTTT G3 27.38 91.27 43.65 47.60
AAAAAAAAGCGTTACATCATATGGAAAAAA TTTTTTCCATATGATGTAACGCTTTTTTTT |3 14.99 27.05 14.94 24.88
AAAAAATTTATACTTGATCCTGGCTTAAAA TTTTAAGCCAGGATCAAGTATAAATTTTTT K3 15.27 29.04 15.26 27.53
AAAAAAAAGCTTCGGAGTCTTGAGAAAAAA TTTTTTCTCAAGACTCCGAAGCTTTTTTTT M3 19.02 71.72 37.85 24.96
AAAAAACTGTCTGTCCTATATCACTTAAAA TTTTAAGTGATATAGGACAGACAGTTTTTT O3 17.00 29.71 18.27 24.92
AAAAAAAACAAAACCTCCTAATAGCGAAAA TTTTCGCTATTAGGAGGTTTTGTTTTTTTT Ad 9.80 35.57 22.73 23.55
AAAAAATTCACTTTTACCTTTGTGTTAAAA TTTTAACACAAAGGTAAAAGTGAATTTTTT C4 14.12 61.82 36.85 23.06
AAAAAAAGGTCATTGCTGCTGGTGTTAAAA TTTTAACACCAGCAGCAATGACCTTTTTTT E4 19.02 91.60 63.40 23.37
AAAAAAGTACATGCGTAGATAATGTTAAAA TTTTAACATTATCTACGCATGTACTTTTTT G4 14.41 49.86 34.76 23.24
AAAAAAAACGTCTGGCGGGGTTGAGAAAAA TTTTTCTCAACCCCGCCAGACGTTTTTTTT 14 16.43 46.62 39.03 20.49
AAAAAACCTTACTGTTGATTCTGGTTAAAA TTTTAACCAGAATCAACAGTAAGGTTTTTT K4 15.56 47.87 40.10 22.90
AAAAAAGTTGCCGACGATTGCGGGTTAAAA TTTTAACCCGCAATCGTCGGCAACTTTTTT M4 17.87 61.80 34.19 22.81
AAAAAATTGCACCTGATACTAGGGTTAAAA TTTTAACCCTAGTATCAGGTGCAATTTTTT 04 15.85 44.63 22.13 35.44
AAAAAATTGCATTCCACCCTTAGGTTAAAA TTTTAACCTAAGGGTGGAATGCAATTTTTT B3 12.10 60.82 44.10 26.01
AAAAAATGGTCGATCCGCATGCAGTTAAAA TTTTAACTGCATGCGGATCGACCATTTTTT D3 12.97 38.81 20.31 26.18
AAAAAAAACTGTCGCCCCCGGCTGGCAAAA TTTTGCCAGCCGGGGGCGACAGTTTTTTTT F3 13.26 39.29 17.69 21.84
AAAAAAAACTCCCATACTACAACCGAAAAA TTTTTCGGTTGTAGTATGGGAGTTTTTTTT H3 13.26 44.26 20.40 21.29
AAAAAAAATACTGCGCACTTGCACTCAAAA TTTTGAGTGCAAGTGCGCAGTATTTTTTTT 13 14.70 4455 37.52 21.50
AAAAAAGTCCGCCCTTAATTCATATTAAAA TTTTAATATGAATTAAGGGCGGACTTTTTT L3 34.01 98.86 78.52 59.39
AAAAAATTCGTTTTTCGTCTTTCATTAAAA TTTTAATGAAAGACGAAAAACGAATTTTTT N3 17.00 68.95 37.48 28.41
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plate WRKY WRKY WRKY WRKY
sense probe 5’ — 3’ antisense probe 5’ — 3’ pos. 11 33c 50 33n
AAAAAAAATCTTAGCTCTATCTCATCAAAA TTTTGATGAGATAGAGCTAAGATTTTTTTT P3 17.29 43.77 28.47 25.61
AAAAAAAATTAGTCTCTTCGTCTCCCAAAA TTTTGGGAGACGAAGAGACTAATTTTTTTT B4 1441 84.64 25.02 21.61
AAAAAACCCGGTTGGAGAAAATAATTAAAA TTTTAATTATTTTCTCCAACCGGGTTTTTT D4 13.26 41.31 23.75 20.47
AAAAAAATGGTGCCGCTGAGCAAATTAAAA TTTTAATTTGCTCAGCGGCACCATTTTTTT F4 1354 36.13 9.43 19.04
AAAAAATCATTTTATTTTGCCTTTCTAAAA TTTTAGAAAGGCAAAATAAAATGATTTTTT H4 13.54 30.89 14.77 23.70
AAAAAATCTTCTTGTTTCTTATTTCTAAAA TTTTAGAAATAAGAAACAAGAAGATTTTTT J4 15.56 33.79 27.95 25.87
AAAAAATCTATTCCATTTCGCCTTCTAAAA TTTTAGAAGGCGAAATGGAATAGATTTTTT L4 16.71 57.02 22.30 20.86
AAAAAAGCCTTTACCCTTGTTCCTCTAAAA TTTTAGAGGAACAAGGGTAAAGGCTTTTTT N4 16.43 42.00 14.77 24.52
AAAAAATCGGGCCCCGTTAGCACTCTAAAA TTTTAGAGTGCTAACGGGGCCCGATTTTTT P4 16.71 32.83 15.79 20.34
AAAAAAGTCATTATAACCCAAACTCTAAAA TTTTAGAGTTTGGGTTATAATGACTTTTTT A5 12.10 52.61 42.69 33.73
AAAAAATATCGGGCACGGTCTTGTCTAAAA TTTTAGACAAGACCGTGCCCGATATTTTTT C5 15.85 49.80 40.54 25.81
AAAAAAGGGGTCCTTTTCCAATGTCTAAAA TTTTAGACATTGGAAAAGGACCCCTTTTTT E5 16.43 29.23 53.34 21.46
AAAAAATTCTTTTTTCTTCAAGGTCTAAAA TTTTAGACCTTGAAGAAAAAAGAATTTTTT G5 15.85 30.30 46.04 29.89
AAAAAAAGTAGTTACTGCGAAAGTCTAAAA TTTTAGACTTTCGCAGTAACTACTTTTTTT 15 17.87 35.29 23.82 25.34
AAAAAAGTGCGTTCACGCTTGTATCTAAAA TTTTAGATACAAGCGTGAACGCACTTTTTT K5 16.43 28.07 16.62 25.23
AAAAAAGCTCATGGCCCTGAGGATCTAAAA TTTTAGATCCTCAGGGCCATGAGCTTTTTT M5 18.73 46.11 24.30 22.24
AAAAAATATATTTTCAGCTTTAATCTAAAA TTTTAGATTAAAGCTGAAAATATATTTTTT Q5 17.58 40.75 25.56 29.39
AAAAAATCCCTGCTCCCCTGGTTCCTAAAA TTTTAGGAACCAGGGGAGCAGGGATTTTTT A6 10.09 40.17 36.93 24.09
AAAAAACCGTCTTATCTCTCGTCCCTAAAA TTTTAGGGACGAGAGATAAGACGGTTTTTT C6 13.83 58.06 38.57 18.64
AAAAAAAGGGTGCTATTCGTCGACACAAAA TTTTGTGTCGACGAATAGCACCCTTTTTTT E6 15.27 59.19 30.67 21.53
AAAAAAAGGGTCCGGTGCATACATGTAAAA TTTTACATGTATGCACCGGACCCTTTTTTT G6 13.26 63.90 45.41 20.27
AAAAAATTGTGCCTCTGCCCTCGCCTAAAA TTTTAGGCGAGGGCAGAGGCACAATTTTTT 16 15.27 32.73 2250 21.74
AAAAAATCCTATCTTGGCTTTGGCCTAAAA TTTTAGGCCAAAGCCAAGATAGGATTTTTT K6 15.56 43.42 39.79 22.85
AAAAAAAGGTTTGGGCTTCACGTTATAAAA TTTTATAACGTGAAGCCCAAACCTTTTTTT M6 18.44 34.87 27.70 21.38
AAAAAAGCTCGTCTCCGCCTCCTGCTAAAA TTTTAGCAGGAGGCGGAGACGAGCTTTTTT 06 17.29 71.36 32.56 21.27
AAAAAACCGACCTGCACGTCGCTGCTAAAA TTTTAGCAGCGACGTGCAGGTCGGTTTTTT B5 12.39 40.79 18.79 21.66
AAAAAATGCAACGCTCCTTTCCCGCTAAAA TTTTAGCGGGAAAGGAGCGTTGCATTTTTT D5 13.26 31.38 24.89 20.54
AAAAAATATGTAGCTGCCGTTACGCTAAAA TTTTAGCGTAACGGCAGCTACATATTTTTT F5 11.24 98.04 25.70 20.69
AAAAAATATTCGCCGGTAGCCACGCTAAAA TTTTAGCGTGGCTACCGGCGAATATTTTTT H5 13.83 78.19 35.21 33.31
AAAAAATCGCACTGCCGCCGATGGCTAAAA TTTTAGCCATCGGCGGCAGTGCGATTTTTT )5 15.27 49.28 23.27 19.93
AAAAAATTCTTACTTTTGTCTTTACTAAAA TTTTAGTAAAGACAAAAGTAAGAATTTTTT L5 19.60 57.54 62.32 32.16
AAAAAACATTCCTAGTTCATGTTACTAAAA TTTTAGTAACATGAACTAGGAATGTTTTTT N5 16.43 56.18 29.79 24.52
AAAAAATCAACCATTATGGTATTACTAAAA TTTTAGTAATACCATAATGGTTGATTTTTT P5 18.44 85.71 28.51 30.59
AAAAAACCACCCAGTCTGTTTCTACTAAAA TTTTAGTAGAAACAGACTGGGTGGTTTTTT B6 12.68 42.87 17.03 22.73
AAAAAAAGTATCAAAGCCTAGGGCTGAAAA TTTTCAGCCCTAGGCTTTGATACTTTTTTT D6 13.26 44.32 10.50 17.96
AAAAAAAGTGGCCGCTAGTCAACTCAAAAA TTTTTGAGTTGACTAGCGGCCACTTTTTTT F6 91.93 99.36 39.99 36.38
AAAAAAAGTCTGCGGCTGCAGGGCGGAAAA TTTTCCGCCCTGCAGCCGCAGACTTTTTTT H6 47.55 99.28 41.80 21.43
AAAAAAAGTTACCAGTACGCGTCGGGAAAA TTTTCCCGACGCGTACTGGTAACTTTTTTT J6  15.56 52.31 15.74 21.99
AAAAAATCAGTCTGAGACTTACAACTAAAA TTTTAGTTGTAAGTCTCAGACTGATTTTTT L6 18.44 71.77 22.06 23.05
AAAAAAAGTTCGCGGATTTCGGCCATAAAA TTTTATGGCCGAAATCCGCGAACTTTTTTT N6 16.71 59.07 17.34 23.65
AAAAAAAGTTCCAGGTCCGATGCTCAAAAA TTTTTGAGCATCGGACCTGGAACTTTTTTT P6 16.71 62.45 40.95 16.67
AAAAAAAGTTTGACCTTGGCGTTCGTAAAA TTTTACGAACGCCAAGGTCAAACTTTTTTT A7 97.98 99.31 100 74.43
AAAAAACGGGATTCGAAACTTTTTGTAAAA TTTTACAAAAAGTTTCGAATCCCGTTTTTT C7 13.54 32.15 14.75 19.70
AAAAAAACCTCTTTATTCTCGATTGTAAAA TTTTACAATCGAGAATAAAGAGGTTTTTTT E7 15.85 29.89 29.84 22.55
AAAAAAGTGTTTGTGCTTCTCTCTGTAAAA TTTTACAGAGAGAAGCACAAACACTTTTTT G7 15.27 39.37 21.76 18.36
AAAAAAGTCTAAGGACTTATAGCTGTAAAA TTTTACAGCTATAAGTCCTTAGACTTTTTT 17 59.94 99.51 82.18 43.09
AAAAAAACAGCTCGGTGCCACTGTGGAAAA TTTTCCACAGTGGCACCGAGCTGTTTTTTT K7 16.71 45.12 20.61 22.31
AAAAAAACACCTGTATAGCATGGACGAAAA TTTTCGTCCATGCTATACAGGTGTTTTTTT M7 19.60 58.22 30.01 21.81
AAAAAATGCCCTTTTTATCTTTATGTAAAA TTTTACATAAAGATAAAAAGGGCATTTTTT O7 17.29 33.92 21.29 26.86
AAAAAACCGTATGTATATCTATATGTAAAA TTTTACATATAGATATACATACGGTTTTTT A8 9.80 34.86 47.73 24.59
AAAAAAACATCCACACCCGCGGCGCGAAAA TTTTCGCGCCGCGGGTGTGGATGTTTTTTT C8 13.26 44.19 36.05 19.15
AAAAAAGTTTCTGCTTTCCCTTTCGTAAAA TTTTACGAAAGGGAAAGCAGAAACTTTTTT E8 14.99 30.57 51.06 24.20
AAAAAAGGCGTCTGACTGTAACTCGTAAAA TTTTACGAGTTACAGTCAGACGCCTTTTTT G8 31.99 99.77 45.30 22.75
AAAAAATACGTCTACGTGGTTGTCGTAAAA TTTTACGACAACCACGTAGACGTATTTTTT |8 18.16 74.42 46.54 20.07
AAAAAAGCGTAAGCCTTGACAGTCGTAAAA TTTTACGACTGTCAAGGCTTACGCTTTTTT K8 18.73 66.37 39.04 23.71
AAAAAACCCATCCTTCGTTCCATCGTAAAA TTTTACGATGGAACGAAGGATGGGTTTTTT M8 19.02 33.34 34.60 22.72
AAAAAACTTCTAGTTTATGCTTCCGTAAAA TTTTACGGAAGCATAAACTAGAAGTTTTTT (08 17.00 33.26 45.74 23.51
AAAAAAACTTCTGTCCCTGTTCCCGTAAAA TTTTACGGGAACAGGGACAGAAGTTTTTTT B7 13.26 58.00 39.42 18.94
AAAAAAACGGGTTGTGAATGTGGAAGAAAA TTTTCTTCCACATTCACAACCCGTTTTTTT D7 13.54 41.31 42.18 19.39
AAAAAATCGTAAATGCCCATAGCCGTAAAA TTTTACGGCTATGGGCATTTACGATTTTTT F7 13.83 38.27 1495 21.70
AAAAAAACGGTGTCATAGTATTAGTGAAAA TTTTCACTAATACTATGACACCGTTTTTTT H7 14.12 56.97 2834 19.16
AAAAAAATCAGCCTGACTCTGGGCGTAAAA TTTTACGCCCAGAGTCAGGCTGATTTTTTT J7 1758 84.89 49.11 23.52
AAAAAAACGCTATATATTGGTGCTAGAAAA TTTTCTAGCACCAATATATAGCGTTTTTTT L7 17.29 47.75 24.68 23.18
AAAAAAACGCTCAAGTCTATCAGTAGAAAA TTTTCTACTGATAGACTTGAGCGTTTTTTT N7 18.44 69.97 36.73 21.92
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AAAAAATTCCGCGTGTATGTGTACGTAAAA TTTTACGTACACATACACGCGGAATTTTTT P7 16.43 66.78 72.69 25.19
AAAAAAGCTAGTGCTGCCACCAACGTAAAA TTTTACGTTGGTGGCAGCACTAGCTTTTTT B8 1297 38.43 11.87 18.63
AAAAAATACTCTTCCTCGTTCTTGGTAAAA TTTTACCAAGAACGAGGAAGAGTATTTTTT D8 13.83 31.98 17.26 20.37
AAAAAAGGAAAACGAGTTCATCTGGTAAAA TTTTACCAGATGAACTCGTTTTCCTTTTTT F8 14.12 35.87 20.47 19.26
AAAAAAACTCACGGCGTCACTATGGTAAAA TTTTACCATAGTGACGCCGTGAGTTTTTTT H8 14.41 35.62 15.05 17.70
AAAAAACACAGCATTAGGCTATCGGTAAAA TTTTACCGATAGCCTAATGCTGTGTTTTTT J8 16.14 40.17 14.18 20.40
AAAAAAACCGATTACCATTTTTACTGAAAA TTTTCAGTAAAAATGGTAATCGGTTTTTTT L8 17.00 48.46 15.07 24.75
AAAAAATTAGACGCTACACTTACGGTAAAA TTTTACCGTAAGTGTAGCGTCTAATTTTTT N8 17.00 38.11 10.76 20.52
AAAAAAACCCGGCCGCCATGGTAGTAAAAA TTTTTACTACCATGGCGGCCGGGTTTTTTT P8 15.85 4595 18.05 22.14
AAAAAAACCCGTGCCTGCCTATTGCAAAAA TTTTTGCAATAGGCAGGCACGGGTTTTTTT A9 10.37 33.77 16.02 17.32
AAAAAACGCAACTCCGGATGTGGGGTAAAA TTTTACCCCACATCCGGAGTTGCGTTTTTT C9 1441 42.14 1493 14.64
AAAAAACGTTAACACTGATTTAGGGTAAAA TTTTACCCTAAATCAGTGTTAACGTTTTTT E9 15.56 24.63 12.52 16.04
AAAAAAGGTAGTCACATTACGAGGGTAAAA TTTTACCCTCGTAATGTGACTACCTTTTTT G9 15.27 39.14 20.04 16.50
AAAAAATAAACGTGTTCATACTTAGTAAAA TTTTACTAAGTATGAACACGTTTATTTTTT 19 16.14 29.59 11.68 15.91
AAAAAAACTATAGTCTTTGTCATGATAAAA TTTTATCATGACAAAGACTATAGTTTTTTT K9 17.00 34.32 18.15 16.17
AAAAAATAGCGACTTCGACTCTCAGTAAAA TTTTACTGAGAGTCGAAGTCGCTATTTTTT M9 20.46 42.83 26.22 13.29
AAAAAATAGTGTGATTGGTATCCAGTAAAA TTTTACTGGATACCAATCACACTATTTTTT 09 17.58 56.58 20.14 12.39
AAAAAAACTCTAGGTCAATATTATTCAAAA TTTTGAATAATATTGACCTAGAGTTTTTTT A10 76.66 99.85 64.24 25.58
AAAAAAACTCTCCGGGTACAATTGCAAAAA TTTTTGCAATTGTACCCGGAGAGTTTTTTT (C10 13.26 54.53 32.29 17.34
AAAAAAACTTTCTATTCTGGATAAGTAAAA TTTTACTTATCCAGAATAGAAAGTTTTTTT E10 15.27 59.58 44.66 17.41
AAAAAAATCGTTGTTATCGTATTTATAAAA TTTTATAAATACGATAACAACGATTTTTTT G10 13.83 35.57 29.55 17.81
AAAAAATCTTACCCCTCCGCTTCTATAAAA TTTTATAGAAGCGGAGGGGTAAGATTTTTT |10 15.56 43.22 49.05 17.79
AAAAAACCAACTCTCTTTCGGACTATAAAA TTTTATAGTCCGAAAGAGAGTTGGTTTTTT K10 16.14 53.80 37.33 17.88
AAAAAATGTCCATCTTGCGTCTGTATAAAA TTTTATACAGACGCAAGATGGACATTTTTT MI10 18.44 38.27 42.32 13.47
AAAAAAGTACGGATGCCCGCGCGTATAAAA TTTTATACGCGCGGGCATCCGTACTTTTTT (10 17.00 58.14 35.39 10.96
AAAAAAGGTAATGCCGGTCCCAGTATAAAA TTTTATACTGGGACCGGCATTACCTTTTTT B9 13.54 52.78 28.26 15.99
AAAAAATATCCTATTCTAATTTATATAAAA TTTTATATAAATTAGAATAGGATATTTTTT D9 13.54 41.02 32.08 16.98
AAAAAAATATTTGAGCTAGGTTATCAAAAA TTTTTGATAACCTAGCTCAAATATTTTTTT F9 14.12 42.41 21.84 13.54
AAAAAATCACAATACCTTCTCGTCATAAAA TTTTATGACGAGAAGGTATTGTGATTTTTT H9 14.41 47.71 33.90 15.83
AAAAAAGAAATACCAGAAACTATCATAAAA TTTTATGATAGTTTCTGGTATTTCTTTTTT J9 15.85 59.85 34.56 17.71
AAAAAAATGATTGCCAATGCTCGCAAAAAA TTTTTTGCGAGCATTGGCAATCATTTTTTT 19 17.87 48.84 25.09 15.92
AAAAAAATGATTTGCAGATCTCCGAGAAAA TTTTCTCGGAGATCTGCAAATCATTTTTTT N9 17.00 48.43 32.73 13.56
AAAAAACTGCTTGCCCCTGTCTCCATAAAA TTTTATGGAGACAGGGGCAAGCAGTTTTTT P9 15.85 42.18 32.81 12.91
AAAAAATGTATTCGTGTCCACTCCATAAAA TTTTATGGAGTGGACACGAATACATTTTTT B10 13.83 36.53 11.46 15.42
AAAAAAATCTCACTCCTGGTCCCCATAAAA TTTTATGGGGACCAGGAGTGAGATTTTTTT D10 14.12 34.92 10.67 16.45
AAAAAAATGCGCCCTTTCTGACATAAAAAA TTTTTTATGTCAGAAAGGGCGCATTTTTTT F10 15.56 34.24 13.25 15.42
AAAAAATTTGTACTTTAAGTTTACATAAAA TTTTATGTAAACTTAAAGTACAAATTTTTT H10 14.41 32.79 13.71 16.77
AAAAAAATGTTCAAGCTCGATCTACAAAAA TTTTTGTAGATCGAGCTTGAACATTTTTTT J10 15.56 42.60 11.77 15.68
AAAAAAATCACGGTTCGACCTCCAGCAAAA TTTTGCTGGAGGTCGAACCGTGATTTTTTT |10 17.58 40.47 12.39 15.06
AAAAAAATCATCCTATTGTTGCTGTCAAAA TTTTGACAGCAACAATAGGATGATTTTTTT N10 16.71 34.15 10.12 11.80
AAAAAACGGTCGCGATCGTTAATGATAAAA TTTTATCATTAACGATCGCGACCGTTTTTT P10 18.16 86.87 19.81 13.24
AAAAAACTGCTAATCGGTGACCCGATAAAA TTTTATCGGGTCACCGATTAGCAGTTTTTT A1l 21.61 49.05 22.36 21.55
AAAAAAGTCCATAAACTAAATTGGATAAAA TTTTATCCAATTTAGTTTATGGACTTTTTT Cl11 14.12 33.71 21.72 23.54
AAAAAAATCCATATTATTGCTACCCGAAAA TTTTCGGGTAGCAATAATATGGATTTTTTT E11 15.85 26.99 21.59 22.37
AAAAAAGTCTCACCTTTAGTCTTAATAAAA TTTTATTAAGACTAAAGGTGAGACTTTTTT G11 19.02 44.26 35.05 61.30
AAAAAAATTGTATCATACTTCAGTTGAAAA TTTTCAACTGAAGTATGATACAATTTTTTT 111 16.14 27.51 10.61 25.46
AAAAAATATTCCGCTTTTGGCTGAATAAAA TTTTATTCAGCCAAAAGCGGAATATTTTTT K11 17.00 36.70 31.66 30.97
AAAAAAATTCATGCTATTTAACCTTAAAAA TTTTTAAGGTTAAATAGCATGAATTTTTTT M11 19.60 39.78 24.01 31.51
AAAAAAATTCGCAACCCTCACGTTCGAAAA TTTTCGAACGTGAGGGTTGCGAATTTTTTT (11 18.16 36.51 16.85 22.62
AAAAAAGACCGCAGCAAGAATTAAATAAAA TTTTATTTAATTCTTGCTGCGGTCTTTTTT A12 11.24 78.96 43.43 25.82
AAAAAATGGAAGGAGAGGGATGAAATAAAA TTTTATTTCATCCCTCTCCTTCCATTTTTT (C12 13.26 44.53 33.30 20.52
AAAAAAATTTTTAGTTTTAATTTTGGAAAA TTTTCCAAAATTAAAACTAAAAATTTTTTT E12 15.56 34.38 22.40 30.39
AAAAAATCCTTTTCTCTTTCTGTTTCAAAA TTTTGAAACAGAAAGAGAAAAGGATTTTTT G12 14.12 27.19 47.67 27.50
AAAAAATACATTTGACTTTGGGTTTCAAAA TTTTGAAACCCAAAGTCAAATGTATTTTTT |12 91.93 100 81.88 73.81
AAAAAATTTCTCCTTCTTTGTTCTTCAAAA TTTTGAAGAACAAAGAAGGAGAAATTTTTT K12 16.14 37.21 66.19 28.63
AAAAAATTAGTCCTGATTCAATCTTCAAAA TTTTGAAGATTGAATCAGGACTAATTTTTT M12 19.60 66.20 48.75 33.61
AAAAAATCTGTTCTCGTTTCCCCTTCAAAA TTTTGAAGGGGAAACGAGAACAGATTTTTT (012 17.87 32.15 49.31 26.06
AAAAAATAAATCGCGGCTACTGCTTCAAAA TTTTGAAGCAGTAGCCGCGATTTATTTTTT B11 12.97 47.58 23.54 20.03
AAAAAATTGGTTCTCATTTCTACTTCAAAA TTTTGAAGTAGAAATGAGAACCAATTTTTT D11 13.83 41.10 26.24 24.03
AAAAAACCCCAGATTTCCAGCAGTTCAAAA TTTTGAACTGCTGGAAATCTGGGGTTTTTT F11 14.41 42.24 41.30 21.13
AAAAAACACTGCACTATTGGGAGTTCAAAA TTTTGAACTCCCAATAGTGCAGTGTTTTTT H11 14.12 37.36 13.57 20.10
AAAAAACCGGCACGATTTGGATATTCAAAA TTTTGAATATCCAAATCGTGCCGGTTTTTT J11 16.14 47.64 17.59 21.45
AAAAAAGTCTGCGTCCTACCCCATTCAAAA TTTTGAATGGGGTAGGACGCAGACTTTTTT 111 26.22 57.94 47.79 40.40
AAAAAAGAGAATTGTCAGTGCCCAACAAAA TTTTGTTGGGCACTGACAATTCTCTTTTTT N11 18.16 69.17 30.69 24.39
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sense probe 5’ — 3’ antisense probe 5’ — 3’ pos. 11 33c 50 33n
AAAAAATCCATGTTTAAGCTGGTCTCAAAA TTTTGAGACCAGCTTAAACATGGATTTTTT P11 17.00 44.40 33.86 28.05
AAAAAACTGTGTCCCCGTCCCATCTCAAAA TTTTGAGATGGGACGGGGACACAGTTTTTT B12 12.68 33.68 13.32 20.25
AAAAAATTCTTAGTTAGATTCACCTCAAAA TTTTGAGGTGAATCTAACTAAGAATTTTTT D12 13.83 39.76 22.88 23.72
AAAAAACGCCGGACAATCAGGCGCTCAAAA TTTTGAGCGCCTGATTGTCCGGCGTTTTTT F12 14.41 59.85 19.86 19.59
AAAAAACACTCACACCTATACGGCTCAAAA TTTTGAGCCGTATAGGTGTGAGTGTTTTTT H12 14.41 49.01 20.25 20.17
AAAAAACTTGCTCCTCCGTTTTACTCAAAA TTTTGAGTAAAACGGAGGAGCAAGTTTTTT J12 16.71 58.36 20.71 21.95
AAAAAAGAGTGGTTTATTAATGTATAAAAA TTTTTATACATTAATAAACCACTCTTTTTT L12 17.58 44.75 16.03 22.08
AAAAAATCGGTACGCACCCCGGACTCAAAA TTTTGAGTCCGGGGTGCGTACCGATTTTTT N12 17.29 54.05 19.38 21.72
AAAAAATAAGTAACCGAACGAAACTCAAAA TTTTGAGTTTCGTTCGGTTACTTATTTTTT P12 16.14 55.53 18.15 23.00
AAAAAAGACACTCTAATTCCGTAGGCAAAA TTTTGCCTACGGAATTAGAGTGTCTTTTTT A13 10.66 29.79 18.66 23.11
AAAAAATCCGTTCCCATTTGTCCGTCAAAA TTTTGACGGACAAATGGGAACGGATTTTTT (C13 14.99 28.46 27.39 21.18
AAAAAATGGTCGTCGTACTCGTGGTCAAAA TTTTGACCACGAGTACGACGACCATTTTTT E13 76.66 99.45 60.52 59.19
AAAAAACTACAACCTGCGCGGTGGTCAAAA TTTTGACCACCGCGCAGGTTGTAGTTTTTT G13 21.04 36.99 16.74 22.55
AAAAAATGGAAAGACCTATACCGGTCAAAA TTTTGACCGGTATAGGTCTTTCCATTTTTT 113 27.95 45.07 33.83 26.43
AAAAAATATCTGATCCAATTTAGGTCAAAA TTTTGACCTAAATTGGATCAGATATTTTTT K13 43.52 34.18 20.05 24.32
AAAAAAGATGATTAGTAATTGCGGAAAAAA TTTTTTCCGCAATTACTAATCATCTTTTTT M13 19.88 28.92 17.12 27.79
AAAAAATATGGCACTCGCCGCACATCAAAA TTTTGATGTGCGGCGAGTGCCATATTTTTT |21 17.87 42.99 24.05 22.00
AAAAAAGATCTAGGCCTTGGGACTCAAAAA TTTTTGAGTCCCAAGGCCTAGATCTTTTTT Al14 10.66 37.13 23.52 25.79
AAAAAAGATTGACTCGTCTTACTCGAAAAA TTTTTCGAGTAAGACGAGTCAATCTTTTTT (Cl14 73.78 99.68 79.72 100
AAAAAACTCCCTCTCCTCTGTCTTCCAAAA TTTTGGAAGACAGAGGAGAGGGAGTTTTTT E14 16.14 29.21 31.14 22.23
AAAAAAGGAAGTACTGACGATCTGGAAAAA TTTTTCCAGATCGTCAGTACTTCCTTTTTT G14 14.70 4035 34.91 24.22
AAAAAATTCCTGTCCGCTCTCGCTCCAAAA TTTTGGAGCGAGAGCGGACAGGAATTTTTT |14 16.71 58.06 58.71 23.30
AAAAAATTCTAACTTAGCCTATGTCCAAAA TTTTGGACATAGGCTAAGTTAGAATTTTTT K14 16.71 57.88 48.56 26.62
AAAAAAGGACGTCTTCGGTATGAGTGAAAA TTTTCACTCATACCGAAGACGTCCTTTTTT M14 20.17 77.87 43.62 24.00
AAAAAAGCTGTCACTGTAGTCGGTCCAAAA TTTTGGACCGACTACAGTGACAGCTTTTTT N21 17.87 3891 22.28 26.85
AAAAAATCCATTCTTCGCGTTTATCCAAAA TTTTGGATAAACGCGAAGAATGGATTTTTT B13 13.54 4395 33.53 30.25
AAAAAAGTGTGTGGCTCAGGATTCCCAAAA TTTTGGGAATCCTGAGCCACACACTTTTTT D13 14.12 34.83 2854 20.72
AAAAAACCTCTTGTCTCTGCTCTCCCAAAA TTTTGGGAGAGCAGAGACAAGAGGTTTTTT F13 14.41 31.63 25.99 22.43
AAAAAACCTTACCTCATCCCTATCCCAAAA TTTTGGGATAGGGATGAGGTAAGGTTTTTT H13 14.70 31.53 20.84 21.79
AAAAAACTTCCCTCCTTGTCCTCCCCAAAA TTTTGGGGAGGACAAGGAGGGAAGTTTTTT J13 16.71 33.20 24.47 31.35
AAAAAATTTGCGCTTCATCCTGCCCCAAAA TTTTGGGGCAGGATGAAGCGCAAATTTTTT 113 18.44 34.32 29.88 24.47
AAAAAATTTCTATTTCATCTTTGCCCAAAA TTTTGGGCAAAGATGAAATAGAAATTTTTT N13 17.58 36.76 48.22 63.60
AAAAAATAATATCGATACTCATGCCCAAAA TTTTGGGCATGAGTATCGATATTATTTTTT P21 17.00 33.17 17.72 20.36
AAAAAAGGGTATACTCGCAGCCCCTAAAAA TTTTTAGGGGCTGCGAGTATACCCTTTTTT B14 12.97 36.43 9.14 19.49
AAAAAAGGGTCGCTGTGAGCTCATGAAAAA TTTTTCATGAGCTCACAGCGACCCTTTTTT D14 14.12 36.90 10.54 19.85
AAAAAAGGGTTTAGATGTCCTTCAAAAAAA TTTTTTTGAAGGACATCTAAACCCTTTTTT F14 14.99 28.16 9.08 19.61
AAAAAAGGGTTTGTCGGGAATTGCCGAAAA TTTTCGGCAATTCCCGACAAACCCTTTTTT H14 14.99 31.87 10.03 20.28
AAAAAAGCATATCTTCAGAACTTGCCAAAA TTTTGGCAAGTTCTGAAGATATGCTTTTTT J14 16.43 33.92 10.07 21.64
AAAAAAGGCGGTCGTAGTTGTGGGAGAAAA TTTTCTCCCACAACTACGACCGCCTTTTTT |14 31.12 98.89 18.41 22.44
AAAAAAGGCCACGGTAACCCCTTTTGAAAA TTTTCAAAAGGGGTTACCGTGGCCTTTTTT Ni14 17.58 35.01 10.32 21.73
AAAAAAGGCCGTTGGACCTCGGTCTAAAAA TTTTTAGACCGAGGTCCAACGGCCTTTTTT B22 17.58 52.83 17.93 20.06
AAAAAAGGCCTTCGCTCGTGTTTACGAAAA TTTTCGTAAACACGAGCGAAGGCCTTTTTT Al15 10.66 28.70 11.59 23.14
AAAAAAGGCTGTGGCCAATGTTCGTAAAAA TTTTTACGAACATTGGCCACAGCCTTTTTT (C15 14.70 26.58 12.29 21.13
AAAAAAGGCTCCGGCCCCCAATCGCAAAAA TTTTTGCGATTGGGGGCCGGAGCCTTTTTT E15 16.43 31.11 11.11 18.95
AAAAAAGGCTTCCACTTTGAGTTTGCAAAA TTTTGCAAACTCAAAGTGGAAGCCTTTTTT G15 14.41 26.02 18.12 26.42
AAAAAAGCCCCTTGCGCCTCTCTACCAAAA TTTTGGTAGAGAGGCGCAAGGGGCTTTTTT |15 17.00 27.26 11.31 22.56
AAAAAAGGTGAGGAAGTTGGGTATGGAAAA TTTTCCATACCCAACTTCCTCACCTTTTTT K15 17.29 29.75 16.60 20.99
AAAAAATTTTGTGGTGTTTCGCCACCAAAA TTTTGGTGGCGAAACACCACAAAATTTTTT M15 19.60 29.68 15.52 20.65
AAAAAATAGGCGTTATGGCTAACACCAAAA TTTTGGTGTTAGCCATAACGCCTATTTTTT Q15 17.58 30.46 11.46 21.25
AAAAAAGGTCCAGTCCACGTCATCAGAAAA TTTTCTGATGACGTGGACTGGACCTTTTTT Al6 44.38 99.56 98.04 28.13
AAAAAAGGTCTGGACGATCACCGGGAAAAA TTTTTCCCGGTGATCGTCCAGACCTTTTTT (C16 13.83 39.03 39.63 21.49
AAAAAAGGTTTAGCCCATGCCTGTGCAAAA TTTTGCACAGGCATGGGCTAAACCTTTTTT E16 16.14 28.67 27.73 21.04
AAAAAATTACTTCTCCCTTCCTTTGCAAAA TTTTGCAAAGGAAGGGAGAAGTAATTTTTT G16 14.12 26.69 40.91 25.17
AAAAAATCCCCCCGTTTCACTCTTGCAAAA TTTTGCAAGAGTGAAACGGGGGGATTTTTT |16 16.14 30.54 37.45 24.76
AAAAAATCGGGGATCCGGGCGGTTGCAAAA TTTTGCAACCGCCCGGATCCCCGATTTTTT K16 16.71 33.09 20.51 22.15
AAAAAAGTCGTTACACGTATGCGTGCAAAA TTTTGCACGCATACGTGTAACGACTTTTTT M16 42.07 97.69 65.84 34.75
AAAAAATTCGTATCTGTACCCTATGCAAAA TTTTGCATAGGGTACAGATACGAATTTTTT Q16 17.00 45.70 36.16 22.45
AAAAAAGTTATTATACCTGATCTCGCAAAA TTTTGCGAGATCAGGTATAATAACTTTTTT B15 12.97 33.35 11.91 25.39
AAAAAACAGTTCGATGTCACCCCCGCAAAA TTTTGCGGGGGTGACATCGAACTGTTTTTT D15 14.12 38.09 12.73 35.18
AAAAAAGCGGTAGATGCGCAACTGTGAAAA TTTTCACAGTTGCGCATCTACCGCTTTTTT F15 14.70 32.76 13.97 19.44
AAAAAAGCGCGAATTCTAGAACTATAAAAA TTTTTATAGTTCTAGAATTCGCGCTTTTTT H15 14.12 33.00 18.21 28.81
AAAAAAGCGCGCCCGCACTGTTAATAAAAA TTTTTATTAACAGTGCGGGCGCGCTTTTTT J15 16.14 33.47 12.13 27.73
AAAAAACTGACCGTCAGCGCCCACGCAAAA TTTTGCGTGGGCGCTGACGGTCAGTTTTTT |15 33.14 88.17 40.72 35.13
AAAAAATCTAGGGGTACCTATTTGGCAAAA TTTTGCCAAATAGGTACCCCTAGATTTTTT N15 17.00 31.59 12.76 24.99
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AAAAAAGCCATCATGGTTAGTGTACAAAAA TTTTTGTACACTAACCATGATGGCTTTTTT P15 16.14 36.97 35.67 23.78
AAAAAATGCCGAGACCCCATGCCGGCAAAA TTTTGCCGGCATGGGGTCTCGGCATTTTTT B16 12.68 41.98 10.40 16.65
AAAAAAGCCGTGGGTGATGGTCACAGAAAA TTTTCTGTGACCATCACCCACGGCTTTTTT D16 13.83 38.36 10.52 19.70
AAAAAACATTGATAAAATCTCCAGGCAAAA TTTTGCCTGGAGATTTTATCAATGTTTTTT F16 15.27 33.44 18.02 20.42
AAAAAATTCTAGCTTTTAACTTTAGCAAAA TTTTGCTAAAGTTAAAAGCTAGAATTTTTT Hie 14.41 32.04 14.11 25.15
AAAAAAGCTAGTCGATTCGGCTTAGAAAAA TTTTTCTAAGCCGAATCGACTAGCTTTTTT Ji16 16.14 40.88 12.38 21.92
AAAAAACAACTTGGAGGATTTACAGCAAAA TTTTGCTGTAAATCCTCCAAGTTGTTTTTT L16 18.16 37.71 16.01 23.58
AAAAAAGCTCCCGTCTCTTAGTTCTAAAAA TTTTTAGAACTAAGAGACGGGAGCTTTTTT Ni16 17.58 30.88 12.53 24.17
AAAAAAGCTTCTCATGTTGTCTTAGGAAAA TTTTCCTAAGACAACATGAGAAGCTTTTTT P16 16.43 33.55 20.44 23.63
AAAAAAGCTTTCAACATCTGCGTCCAAAAA TTTTTGGACGCAGATGTTGAAAGCTTTTTT A17 11.24 34.61 20.23 32.16
AAAAAACATAACCGCAAAATCCCTACAAAA TTTTGTAGGGATTTTGCGGTTATGTTTTTT (C17 13.83 31.38 9.13 18.36
AAAAAAGTAGGTGCTGATGCTGGCCGAAAA TTTTCGGCCAGCATCAGCACCTACTTTTTT E17 16.71 29.23 12.25 20.79
AAAAAAGTATAACGTGTTGTTGACCGAAAA TTTTCGGTCAACAACACGTTATACTTTTTT G17 100 99.43 55.01 82.09
AAAAAAGTCGTCACGCACGTGAATACAAAA TTTTGTATTCACGTGCGTGACGACTTTTTT 117 32.85 59.64 30.00 37.12
AAAAAATTTGCTCTTTTGGTTTTCACAAAA TTTTGTGAAAACCAAAAGAGCAAATTTTTT K17 17.00 23.89 16.05 24.38
AAAAAACCCGCCGTCGTGATTATCACAAAA TTTTGTGATAATCACGACGGCGGGTTTTTT M17 19.60 28.31 12.83 22.14
AAAAAATAATTACAAGTCGGCTCCACAAAA TTTTGTGGAGCCGACTTGTAATTATTTTTT Q17 18.44 29.73 15.40 20.97
AAAAAAGTGCACGACCCATTTATATAAAAA TTTTTATATAAATGGGTCGTGCACTTTTTT A18 12.39 47.83 38.76 26.49
AAAAAATAGTACCGCTAATGGCTGACAAAA TTTTGTCAGCCATTAGCGGTACTATTTTTT (C18 14.99 37.48 27.41 22.15
AAAAAACTCTTAAGGAAAGTTCCGACAAAA TTTTGTCGGAACTTTCCTTAAGAGTTTTTT E18 16.14 41.32 48.07 25.69
AAAAAAGTCCCGCGCTAAGCTTTAAAAAAA TTTTTTTAAAGCTTAGCGCGGGACTTTTTT G18 15.56 37.95 55.36 29.39
AAAAAATGGTACTCAGAGTTATAGACAAAA TTTTGTCTATAACTCTGAGTACCATTTTTT 118 16.14 52.80 25.13 22.80
AAAAAACATGTCGCACCTGTACTAACAAAA TTTTGTTAGTACAGGTGCGACATGTTTTTT K18 16.43 43.03 39.43 25.69
AAAAAACGTTGAACCTGGGCCTCAACAAAA TTTTGTTGAGGCCCAGGTTCAACGTTTTTT M18 36.02 99.56 34.87 26.33
AAAAAAGTTCGGGGCTTGGTTTGGAAAAAA TTTTTTCCAAACCAAGCCCCGAACTTTTTT (018 17.87 29.84 37.12 22.70
AAAAAATGATGTTGGCGCATTTAAACAAAA TTTTGTTTAAATGCGCCAACATCATTTTTT B17 12.68 33.54 17.79 21.70
AAAAAAGTTTCCTACTTGTGTCTGTGAAAA TTTTCACAGACACAAGTAGGAAACTTTTTT D17 13.54 30.28 16.93 21.82
AAAAAATCATCTCTATGTTATTGTTGAAAA TTTTCAACAATAACATAGAGATGATTTTTT F17 14.41 29.35 12.65 26.15
AAAAAACATCGCTGTCGTTGACGTTGAAAA TTTTCAACGTCAACGACAGCGATGTTTTTT H17 90.78 99.60 49.86 66.36
AAAAAATGGCTCGGGTTCCAAGGTTGAAAA TTTTCAACCTTGGAACCCGAGCCATTTTTT Ji17 16.71 37.33 22.60 32.81
AAAAAATAGACCCTGACCCACCATTGAAAA TTTTCAATGGTGGGTCAGGGTCTATTTTTT |17 18.16 42.38 2391 27.37
AAAAAACACTTAACTGAGTGGGATTGAAAA TTTTCAATCCCACTCAGTTAAGTGTTTTTT N17 17.58 36.51 19.73 21.94
AAAAAATTAATCCATGCTTATGTCTGAAAA TTTTCAGACATAAGCATGGATTAATTTTTT P17 16.71 47.05 31.80 22.66
AAAAAACCCGTTCTACCTTATTCCTGAAAA TTTTCAGGAATAAGGTAGAACGGGTTTTTT B18 12.97 39.80 21.14 25.99
AAAAAACAGGCCGATTCCGATCCCGGAAAA TTTTCCGGGATCGGAATCGGCCTGTTTTTT D18 13.54 32.11 18.06 17.63
AAAAAACCGATCATCACATATCACTGAAAA TTTTCAGTGATATGTGATGATCGGTTTTTT F18 13.83 31.95 13.38 21.26
AAAAAATTTGTTCGGGCTCATAACTGAAAA TTTTCAGTTATGAGCCCGAACAAATTTTTT H18 14.12 31.18 14.01 23.46
AAAAAATTAGCTTATCCTTGCTTGTGAAAA TTTTCACAAGCAAGGATAAGCTAATTTTTT )18 16.14 31.84 14.40 26.39
AAAAAACTAACCGTCGCAGGCGTGTGAAAA TTTTCACACGCCTGCGACGGTTAGTTTTTT |18 17.87 55.29 15.06 21.99
AAAAAACACGCCATTGACACTGGTAAAAAA TTTTTTACCAGTGTCAATGGCGTGTTTTTT N18 43.52 63.18 17.27 21.32
AAAAAATATGCTACTCCACCTTGATGAAAA TTTTCATCAAGGTGGAGTAGCATATTTTTT P18 16.14 34.07 18.98 22.03
AAAAAATGCCATTGTACCTGTGTTCGAAAA TTTTCGAACACAGGTACAATGGCATTTTTT A19 10.66 23.52 10.62 25.19
AAAAAATGTCTAGACTCGGACATTCGAAAA TTTTCGAATGTCCGAGTCTAGACATTTTTT C19 14.41 29.24 14.31 24.28
AAAAAACGCCTTATGCCTCCCGCTCGAAAA TTTTCGAGCGGGAGGCATAAGGCGTTTTTT E19 18.73 32.56 11.83 32.33
AAAAAACCGCTTACATTGCGTTGTCGAAAA TTTTCGACAACGCAATGTAAGCGGTTTTTT G19 16.43 26.42 10.87 30.53
AAAAAATGTCGGCTGTTAGGATATCGAAAA TTTTCGATATCCTAACAGCCGACATTTTTT 119 17.00 26.94 10.69 27.78
AAAAAACGTGCGCGTGCATGTCATCGAAAA TTTTCGATGACATGCACGCGCACGTTTTTT K19 17.29 28.16 12.03 26.99
AAAAAACGGAAGATCGTGACTGCTAGAAAA TTTTCTAGCAGTCACGATCTTCCGTTTTTT M19 19.88 31.26 18.67 19.56
AAAAAATTCAGAGCTTCGAGGTTCCGAAAA TTTTCGGAACCTCGAAGCTCTGAATTTTTT (19 17.58 28.87 14.64 21.32
AAAAAATGGTTTCAATTTTCCGTCCGAAAA TTTTCGGACGGAAAATTGAAACCATTTTTT A20 10.09 32.16 17.91 26.54
AAAAAATTCCCAGCGTATCCGACCCGAAAA TTTTCGGGTCGGATACGCTGGGAATTTTTT (C20 13.83 28.31 24.92 21.38
AAAAAACTAGGTATCGGTAGGCGCCGAAAA TTTTCGGCGCCTACCGATACCTAGTTTTTT E20 15.56 34.13 14.20 33.93
AAAAAACTCGCGCTTGCATCTGTGCGAAAA TTTTCGCACAGATGCAAGCGCGAGTTTTTT G20 14.70 28.59 11.11 21.90
AAAAAACGCATCATAGCTACGCCCCAAAAA TTTTTGGGGCGTAGCTATGATGCGTTTTTT 120 16.14 31.45 11.06 24.74
AAAAAACGCTCCGTTTTTGCAATGCGAAAA TTTTCGCATTGCAAAAACGGAGCGTTTTTT K20 16.14 29.66 12.01 20.96
AAAAAATGTGCCCGTGTGTGCTCGCGAAAA TTTTCGCGAGCACACACGGGCACATTTTTT M20 19.31 32.79 13.76 19.96
AAAAAACTACTACCTTTGCCTAAGCGAAAA TTTTCGCTTAGGCAAAGGTAGTAGTTTTTT 020 17.87 28.17 13.61 20.20
AAAAAACGCTTTCAGTTTTGATCTTAAAAA TTTTTAAGATCAAAACTGAAAGCGTTTTTT B19 12.68 31.51 10.29 32.09
AAAAAACTCGTACATCTATCGCTACGAAAA TTTTCGTAGCGATAGATGTACGAGTTTTTT D19 13.83 29.62 11.79 23.29
AAAAAATGCCCATGTGCACCCGTACGAAAA TTTTCGTACGGGTGCACATGGGCATTTTTT F19 14.41 35.05 30.20 18.52
AAAAAACGTATTGATGTCTATTTCAAAAAA TTTTTTGAAATAGACATCAATACGTTTTTT H19 14.70 27.94 11.26 30.76
AAAAAACCAGCCTCAGTCCTGAACAAAAAA TTTTTTGTTCAGGACTGAGGCTGGTTTTTT J19 16.14 38.50 10.53 33.67
AAAAAACCAGTCTACACCGCTGTAGGAAAA TTTTCCTACAGCGGTGTAGACTGGTTTTTT 119 18.44 42.14 1524 29.57
AAAAAACCCTAACGAATGCTTTTCGGAAAA TTTTCCGAAAAGCATTCGTTAGGGTTTTTT N19 17.29 31.45 13.09 22.42
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sense probe 5’ — 3’

antisense probe 5’ — 3’

plate
pos.

WRKY
11

WRKY
33c

WRKY WRKY

50

33n

AAAAAACCGAGTGTTGCCAGTTGCAGAAAA
AAAAAATCGCGAACGTACGTCCGCGGAAAA
AAAAAATTGGCACACATGATCTCGGGAAAA
AAAAAATTCAAAATGATCACTACGGGAAAA
AAAAAATTACTATTACACACTTGGGGAAAA
AAAAAACCCTACATCGCATATAAGAGAAAA
AAAAAATTAGGACCATCCCCACTAGGAAAA
AAAAAATGTCTTCTTACACCCTCTAGAAAA
AAAAAACTACGTATATTCAGGCCCTAAAAA
AAAAAACTGGCGACTGCCAGTGGTAGAAAA
AAAAAACTACCTCTACTCTAGCCTTAAAAA
AAAAAATGAGAGAATTTCCGGTTCAGAAAA
AAAAAACTGGATGCGCTCACCAGTTAAAAA
AAAAAACTGGTGTATCTCCTCAATTAAAAA
AAAAAACTCGACATAGAATGCGGAAAAAAA
AAAAAATCAAAACAACGATGCCGTTAAAAA
AAAAAATGTTGTTGCTGTTGGTCCTAAAAA
AAAAAATATCATTGTTACCGTTGCTAAAAA
AAAAAATGGGGCTCTGGCCCACCGTAAAAA
AAAAAATTGCCGTCATAATTGTGGTAAAAA
AAAAAATGCAGACCTTCAGCTGGGTAAAAA
AAAAAATACTGGCTGTCTCGTTCACAAAAA
AAAAAATTCCGGCTTGACGCTGCATAAAAA
AAAAAATTACTCCTAGCCCTCATTCAAAAA
AAAAAATGGATCTTTACTTTAGGCCAAAAA
AAAAAATCGCGTCCGTGCTCAATCCAAAAA
AAAAAATGCTATCCGTGTCTATGCCAAAAA
AAAAAATGTGGTTACGGCCTCGATGAAAAA
AAAAAATGTTTTTTAGAGGTGTGCAAAAAA
AAAAAATTCGGGACTAGTAGTGGTGAAAAA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAA

[eleleleelelelelelelelelelelelelelelelelelelelelelelelelele)
[elelelelelelelelelelelelelelclelelelelelelelelelelelelelele]

TTTTCTGCAACTGGCAACACTCGGTTTTTT
TTTTCCGCGGACGTACGTTCGCGATTTTTT
TTTTCCCGAGATCATGTGTGCCAATTTTTT
TTTTCCCGTAGTGATCATTTTGAATTTTTT
TTTTCCCCAAGTGTGTAATAGTAATTTTTT
TTTTCTCTTATATGCGATGTAGGGTTTTTT
TTTTCCTAGTGGGGATGGTCCTAATTTTTT
TTTTCTAGAGGGTGTAAGAAGACATTTTTT
TTTTTAGGGCCTGAATATACGTAGTTTTTT
TTTTCTACCACTGGCAGTCGCCAGTTTTTT
TTTTTAAGGCTAGAGTAGAGGTAGTTTTTT
TTTTCTGAACCGGAAATTCTCTCATTTTTT
TTTTTAACTGGTGAGCGCATCCAGTTTTTT
TTTTTAATTGAGGAGATACACCAGTTTTTT
TTTTTTTCCGCATTCTATGTCGAGTTTTTT
TTTTTAACGGCATCGTTGTTTTGATTTTTT
TTTTTAGGACCAACAGCAACAACATTTTTT
TTTTTAGCAACGGTAACAATGATATTTTTT
TTTTTACGGTGGGCCAGAGCCCCATTTTTT
TTTTTACCACAATTATGACGGCAATTTTTT
TTTTTACCCAGCTGAAGGTCTGCATTTTTT
TTTTTGTGAACGAGACAGCCAGTATTTTTT
TTTTTATGCAGCGTCAAGCCGGAATTTTTT
TTTTTGAATGAGGGCTAGGAGTAATTTTTT
TTTTTGGCCTAAAGTAAAGATCCATTTTTT
TTTTTGGATTGAGCACGGACGCGATTTTTT
TTTTTGGCATAGACACGGATAGCATTTTTT
TTTTTCATCGAGGCCGTAACCACATTTTTT
TTTTTTGCACACCTCTAAAAAACATTTTTT
TTTTTCACCACTACTAGTCCCGAATTTTTT
TTTTTTTTTTTTTTTTTTTTTTTTTTTTTT
TTTTTTTTTTTTTTTTTTTTTTTTTTTTTT
CCCcceeceeeceeccececcececececcecccecececece
CIECCECCICCCICCECCCCCICCCECCCLCTT

P19
B20
D20
F20
H20
J20
L20
N20
P20
A21
Cc21
E21
G21
121
K21
M21
021
A22
C22
E22
G22
122
K22
M22
022
B21
D21
F21
H21
J21
G23
G24
H23
H24
Mean

SD

Mean
+2xSD

17.00
12.39
13.83
14.12
14.70
19.88
18.44
18.16
17.29
10.37
13.83
15.56
12.97
17.00
16.71
19.31
18.44
10.95
13.54
15.27
16.43
16.14
16.71
19.31
17.87
12.68
14.12
14.12
14.70
15.85
14.41
13.54
14.41
13.83
18.21

12.03

42.26

35.08
37.30
29.25
33.44
30.52
32.10
35.60
33.92
31.52
56.83
27.83
25.08
30.65
33.98
36.01
53.22
33.72
56.56
40.73
26.85
27.05
30.80
32.13
65.66
65.48
31.68
43.20
36.80
33.57
34.12
35.93
37.51
69.53
64.44
44.61

18.18

80.97

14.42
9.97
8.37
9.63

15.49
8.22
8.36
8.99
9.02

18.95

15.25

27.89

12.57

24.80

28.31

21.09

28.12

38.57

22.26

11.77

16.33

11.34

29.62

42.10

48.96

22.20

18.16

18.61

17.13

16.65

11.15

14.29

38.53

28.35

26.10

15.64

57.37

25.42
21.22
19.99
22.28
23.21
20.72
25.03
23.46
19.68
21.96
17.53
23.14
19.77
22.30
20.26
22.37
20.23
25.63
19.66
21.99
24.56
31.64
24.80
21.36
22.06
21.58
18.14
17.73
21.65
22.00
16.97
19.23
29.52
22.98
24.25

9.38

43.02
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Supplementary Table 7| Alignment of positive DNA probes of DPI-ELISA screen.
Alignment of the DNA sequences of significantly bound dsDNA probes of the DPI-
ELISA array experiments. The DNA core consensus was derived using MEME. The data
corresponds to Figure 3C, 4A-D and 5A. The name of the dsDNA probe is given first,
followed by the respective DNA sequence and the relative absorbance in percent
(measured absorbance normalized to the background and relative to highest signal of the
respective experiment). If the core consensus was not found in the DNA sequence the
forward and the complement reverse strand are given. Black - GAC core used for DNA
binding consensus in Figures; grey - other GAC or GTC cores; red - variance of the
TTGACY core.

WRKY33 c¢DBD vs. WRKY33 nDBD (Fig. 30C)

Alignment of positives according to WRKY33 nDBD rel. absorbance:

202 AAAAAAGA C TTACTCGAAAAA 100%
260 AAAAAAGTATAACGTGTTG GAAAA 82.1%
97 AAAAAAAGT TTGGCGTTCGTAAAA 74.4%
173 AAAAAATACAT TTGGGTTTCAAAA 73.8%
276 AAAAAACATCGCT G TTGAAAA 66.4%
54 TTTTAATATGAATTAAGGG TTTTT 59.4%
195 TT ACGAGTAC CATTTTTT 59.2%
36 TTTTAAGCGAG G AAATTTTTT 47.6%
101 TTTTACAGCTATAA CT TTTTT 43.1%

Alignment of positives according to WRKY33 cDBD rel. absorbance:

173 AAAAAATACAT TTGGGTTTCAAAA 100%
202 AAAAAAGA C ' TTACTCGAAARAA 99.7%
276 AAAAAACATCGCT = G TTGAAAA 99.6%
101 TTTTACAGCTATAA  CT TTTTT 99.5%
195 TT ACGAGTAC CATTTTTT 99.4%
260 AAAAAAGTATAACGTGTTG GAARA 99.4%
97 AAAAAAAGT TTGGCGTTCGTAAAA 99.3%
54 TTTTAATATGAATTAAGGG TTTTT 98.9%
36 TTTTAAGCGAG G AAATTTTTT 91.3%
Alignment of positives of only WRKY33 nDBD:

215  AAAAAATTTCTATTTCATCTTTGCCCAAAA 63.6%

TTTTGGGCAAAGATGAAATAGAAATTTTTT

164 TTTTATT AAIXET AAAGGTGA  TTTTTT 61.3%
Alignment of positives of only WRKY33 cDBD:

137 TTTTGAATAATA TT@C TAGAGTTTTTTT 99.9%
108 AAAAAAGGC = CTEMNeT GTAACTCGTAAAA 99.8%
271  AAAAAACGTTGAACCTGGGCCTCAACAAAA 99.6%

TTTTGTTGAGGCCCAGGTTCAACGTTTTTT
233 TTTTCTGAT = GTGGAC TCEINEC TTTTTT 99.6%
91 TTTTTGAG TTEINeT AGCGGCCACTTTTTTT 99.4%
92 TTTTCCGCCCTGCAGCCG CAEYNeT TTTTTT 99.3%
222 TTTTCTCCCACAACT ACEIN®C GCCTTTTTT 98.9%
83 AAAAAATATGTAGCTGCCGTTACGCTAAAA 98.0%
TTTTAGCGTAACGGCAGCTACATATTTTTT
239 TTTTGCACGCATACGTGTA ACENET TTTTT 97.7%
43 TTTTAACACCAGCAGCA ATEIN®C TTTTTTT 91.6%
246 AAAAAA CTEINEC GTCAGCGCCCACGCAAAA 88.2%
160 TTTTATCATTAACGATC GCE)N®C GTTTTTT 86.9%
88 AAAAAATCAACCATTATGGTATTACTAAAA 85.7%
TTTTAGTAATACCATAATGGTTGATTTTTT

117 AAAAAAATCAGC CIEET CTGGGCGTAAAA 84.9%
57 TTTTGGGAGACGAA G T AATTTTTTTT 84.7%
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WRKY11l DBD vs. WRKY33 nDBD (Fig. 4a)

Alignment of positives according to WRKY33 nDBD rel. absorbance:

202 AAAAAAGA C  TTACTCGAAAAA 100%

260 AAAAAAGTATAACGTGTTG GAAAA 82.1%
97 AAAAAAAGT TTGGCGTTCGTAAAA 74.4%
173 AAAAAATACAT TTGGGTTTCAAAA 73.8%
276 AAAAAACATCGCT = G TTGAAAA 66.4%
195 TT TEC ACGAGTAC CATTTTTT 59.2%
101 TTTTACAGCTATAA CT T T TTTTT 43.1%

Alignment of positives according to WRKY11l DBD rel. absorbance:

260 AAAAAAGTATAACGTGTTG GAAAA 100%
97 AAAAAAAGT TTGGCGTTCGTAAAA 98.0%
173 AAAAAATACAT TTGGGTTTCAAAA 91.9%
276 AAAANACATCGCT G TTGAAAA 90.8%
195 TT ACGAGTAC CATTTTTT 76.7%
202 AAAAAAGA C TTACTCGAAAAA 73.8%
101 TTTTACAGCTATAA CT TTTTT 59.9%

Alignment of positives of only WRKY33 nDBD:

198 TT TTERNMC TAAATTGGATCAGATATTTTTT 43.
287 AAAANAACACGCCA TTerNe~ CTGGTAAAAAA 43.

215 AAAAAATTTCTATTTCATCTTTGCCCAAAA 63.6%
TTTTGGGCAAAGATGAAATAGAAATTTTTT

164 TTTTATT AAEING®T AAAGGTGA TTTTTT 61.3%

54 TTTTAATATGAATTAAGGG CGeNeT TTTTT 59.4%

36 TTTTAAGCGAG G AAEINeC AAATTTTTT 47.6%

Alignment of positives of only WRKY11l DBD:

91 TTTTTGAG TTEeENeT AGCGGCCACTTTTTTT 91.9%

137 TTTTGAATAATA TTENEC TAGAGTTTTTTT 76.7%

92 TTTTCCGCCCTGCAGCCG CcremeT TTTTTT 47.6%

233 TTTTCTGAT GTGGAC TGeNeC TTTTTT 44 .4%
5%
5%
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WRKY33 nDBD vs. WRKY50 nDBD (Fig. 4B)

Alignment of positives according to WRKY50 DBD rel. absorbance:

97 AAAAAAAGT TTGGCGTTCGTAAAA 100%

101 TTTTACAGCTATAA CT TTTTT 82.8%
173 AAAAAATACAT TTGGGTTTCAAAA 81.9%
202 AAAAAAGA C TTACTCGAAAAA 79.7%
54 TTTTAATATGAATTAAGGG TTTTT 78.5%
195 TT ACGAGTAC CATTTTTT 60.5%
Alignment of positives according to WRKY33 nDBD rel. absorbance:

202 AAAAADAGA C TTACTCGAAAAA 100%

97 AAAAAAAGT TTGGCGTTCGTAAAA 74 .4%
173 AAAAAATACAT TTGGGTTTCAAAA 73.8%
54 TTTTAATATGAATTAAGGG TTTTT 59.4%
195 TT ACGAGTAC CATTTTTT 59.2%
101 TTTTACAGCTATAA CT TTTTT 43.1%

Alignment of positives of only WRKY50 DBD:

233 TTTTCTGAT GTGGAC Tﬁc TTTTTT 98.0%

1 TTTTTAC T T TTTTT 88.6%

120 AAAAAATTCCGCGTGTATGTGTACGTAAAA 72.7%
TTTTACGTACACATACACGCGGAATTTTTT

174 AAAAAATTTCTCCTTCTTTGTTCTTCAAAA 66.2%
TTTTGAAGAACAAAGAAGGAGAAATTTTTT

239 TTTTGCACGCATACGTGTA ACe)N&T TTTTT 65.8%

137 TTTTGAATAATA TTENSC TAGAGTTTTTTT 64.2%

21 TTTTAAACAAGAAGC ATEMN®T CCCTTTTTT 63.4%

43 TTTTAACACCAGCAGCA ATeNeC TTTTTTT 63.4%

86 TTTTAGTA AAENeA AAAGTAAGAATTTTTT 62.3%

205 TTTTGGAGCGAGAG CGem®~A GGAATTTTTT 58.7%

Alignment of positives of only WRKY33 nDBD:

260 AAAAAAGTATAACGTGTTG TT@C GAAAA 82.1%

276 AAAAAACATCGCT G TT G TTGAAAA 66.4%

215 AAAAAATTTCTATTTCATCTTTGCCCAAAA 63.6
TTTTGGGCAAAGATGAAATAGAAATTTTTT

164 TTTTATT Q@T AAAGGTGA  TTTTTT 61.3%

36 TTTTAAGCGAG G C AAATTTTTT 47.6%
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WRKY11l DBD vs. WRKY33 cDBD (Fig. 4C)

Alignment of positives according to WRKY33 c¢cDBD rel. absorbance:

173 AAAAAATACAT TTGGGTTTCAAAA 100%
137 TTTTGAATAATA TAGAGTTTTTTT 99.9%
202 AAAAAAGA C TTACTCGAAAAA 99.7%
276 AAAAAACATCGCT G TTGAAAA 99.6%
233 TTTTCTGAT GTGGAC TTTTTT 99.6%
101 TTTTACAGCTATAA CT TTTTT 99.5%
195 TT ACGAGTAC CATTTTTT 99.4%
260 AAAAAAGTATAACGTGTTG GAA 99.4%
91 TTTTTGAG AGCGGCCACTTTTTTT 99.4%
97 AAAAAAAGT TTGGCGTTCGTAAAA 99.3%
92 TTTTCCGCCCTGCAGCCG TTTTTT 99.3%

Alignment of positives according to WRKY11l DBD rel. absorbance:
260 AAAAAAGTATAACGTGTTG GAA 100%

97 AAAAAAAGT TTGGCGTTCGTAAAA 98.0%
91 TTTTTGAG AGCGGCCACTTTTTTT 91.9%
173 AAAAAATACAT TTGGGTTTCAAAA 91.9%
276 AAAAAACATCGCT G TTGAAAA 90.8%
137 TTTTGAATAATA TAGAGTTTTTTT 76.7%
195 TT ACGAGTAC CATTTTTT 76.7%
202 AAAAAAGA C TTACTCGAAAAA 73.8%
101 TTTTACAGCTATAA CT TTTTT 59.9%
92 TTTTCCGCCCTGCAGCCG TTTTTT 47.6%
233 TTTTCTGAT GTGGAC TTTTTT 44 .4%

Alignment of positives of only WRKY33 c¢DBD:

108 AAAAAAGGC  CTEE@T GTAACTCGTAAAA 99.8%

271  AAAAAACGTTGAACCTGGGCCTCAACAAAA 99.6%
TTTTGTTGAGGCCCAGGTTCAACGTTTTTT

222 TTTTCTCCCACAACT ACC GCCTTTTTT 98.9%

54  TTTTAATATGAATTAAGGG CGEXNeT TTTTT 98.9%

83 AAAAAATATGTAGCTGCCGTTACGCTAAAA 98.0%

TTTTAGCGTAACGGCAGCTACATATTTTTT

239 TTTTGCACGCATACGTGTA TTTTT 97.7%

43 TTTTAACACCAGCAGCA TTTTTTT 91.6%

36 TTTTAAGCGAG G AAATTTTTT 91.3%

246 AAAAAA GTCAGCGCCCACGCAAAA 88.2%

AAAAAA ACC GTCAGCGCCCACGCAARAA

160 TTTTATCATTAACGATC GClEXEC GTTTTTT 86.9%

88 AAAAAATCAACCATTATGGTATTACTAAAA 85.7%
TTTTAGTAATACCATAATGGTTGATTTTTT

117 AAAAAAATCAGC CIEET CTGGGCGTAAAA 84.9%

57 TTTTGGGAGACGAA G T AATTTTTTTT 84.6%

Alignment of positives of only WRKY11l DBD:

198 TT TT%E TAAATTGGATCAGATATTTTTT 43.5

287 AAAAAACACGCCA TT,| CTGGTAAAAAA 43.5%
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WRKY33 c¢DBD vs. WRKY50 DBD (Fig. 4D)

Supplementary Table 7|

Alignment of positives according to WRKYS50 DBD rel. absorbance:
97 AAAAAAAGT TTGGCGTTCGTAAAA 100%
233 TTTTCTGAT GTGGAC TTTTTT 98.0%
101 TTTTACAGCTATAA CT TTTTT 82.2%
173 AAAAAATACAT TTGGGTTTCAAAA 81.9%
202 AAAAADAGA C TTACTCGAAAAA 79.7%
54 TTTTAATATGAATTAAGGG TTTTT 78.5%
239 TTTTGCACGCATACGTGTA ACeNeT TTTTT 65.8%
137 TTTTGAATAATA TTENGC TAGAGTTTTTTT 64.2%
43 TTTTAACACCAGCAGCA ATEN®C TTTTTTT 63.4%
195 TT TTENeC ACGAGTAC CATTTTTT 60.5%
Alignment of positives according to WRKY33 cDBD rel. absorbance:
173 AAAAAATACAT TTGGGTTTCAAAA 100%
137 TTTTGAATAATA TAGAGTTTTTTT 99.9%
202 AAAAAAGA C TTACTCGAAAAA 99.7%
233 TTTTCTGAT GTGGAC TTTTTT 99.6%
101 TTTTACAGCTATAA CT TTTTT 99.5%
195 TT ACGAGTAC CATTTTTT 99.4%
97 AAAAAAAGT TTGGCGTTCGTAAAA 99.3%
54 TTTTAATATGAATTAAGGG TTTTT 98.9%
239 TTTTGCACGCATACGTGTA TTTTT 97.7%
43 TTTTAACACCAGCAGCA TTTTTTT 91.6%
Alignment of positives of only WRKY50 DBD:
1 TTTTTAC TAEINET TTTTT 88.6%
120 AAAAAATTCCGCGTGTATGTGTACGTAAAA 72.7%
TTTTACGTACACATACACGCGGAATTTTTT
174 AAAAAATTTCTCCTTCTTTGTTCTTCAAAA 66.2%
TTTTGAAGAACAAAGAAGGAGAAATTTTTT
21 TTTTAAACAAGAAGC ATEN®T CCCTTTTTT 63.4%
86 TTTTAGTA AAENer AAAGTAAGAATTTTTT 62.3%
205 TTTTGGAGCGAGAG CGeXe~r GGAATTTTTT 58.7%
Alignment of positives of only WRKY33 cDBD:
108 AAAAAAGGC CT@T GTAACTCGTAAAA 99.8%
276 AAAAAACATCGCT G TT G TTGAAAA 99.6%
271 AAAAAACGTTGAACCTGGGCCTCAACAAAA 99.6%
TTTTGTTGAGGCCCAGGTTCAACGTTTTTT
260 AAAAAAGTATAACGTGTTG TTEemeC GAAAA 99.4%
91 TTTTTGAG TTemN@T AGCGGCCACTTTTTTT 99.4%
92 TTTTCCGCCCTGCAGCCG CremNeT TTTTTT 99.3%
222 TTTTCTCCCACAACT ACeEeN®C GCCTTTTTT 98.9%
83 AAAAAATATGTAGCTGCCGTTACGCTAAAA 98.0%
TTTTAGCGTAACGGCAGCTACATATTTTTT
36 TTTTAAGCGAG G C AAATTTTTT 91.3%
246 AAAAAA CT, C GTCAGCGCCCACGCAAAA 88.2%
160 TTTTATCATTAACGATC G( C GTTTTTT 86.9%
88 AAAAAATCAACCATTATGGTATTACTAAAA 85.7%
TTTTAGTAATACCATAATGGTTGATTTTTT
117 AAAAAAATCAGC CET CTGGGCGTAAAA 84.9%
57 TTTTGGGAGACGAA G T AATTTTTTTT 84.6%
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WRKY11l DBD vs. WRKY50 DBD (Fig. 53)

Alignment of positives according to WRKY50 DBD rel. absorbance:

97 AAAAAAAGT TTGGCGTTCGTAAAA 100%

233  TTTTCTGAT  GTGGAC TTTTTT 98.0%
101 TTTTACAGCTATAA  CT TTTTT 82.2%
173 AAAAAATACAT TTGGGTTTCAAAA 81.9%
202 AAAAAAGA C TTACTCGAAAAA 79.7%
137 TTTTGAATAATA TAGAGTTTTTTT 64.2%
195 TT TTEIXEC ACGAGTAC CATTTTTT 60.5%

Alignment of positives according to WRKY11l DBD rel. absorbance:

97 AAAAAAAGT TTGGCGTTCGTAAAA 98.0%
173 AAAAAATACAT TTGGGTTTCAAAA 91.9%
137 TTTTGAATAATA TAGAGTTTTTTT 76.7%
195 TT ACGAGTAC CATTTTTT 76.7%
202 AAAAAAGA C TTACTCGAAAAA 73.8%
101 TTTTACAGCTATAA CT TTTTT 59.9%
233 TTTTCTGAT GTGGAC TTTTTT 44 .4%

Alignment of positives of only WRKY50 DBD:
1 TTTTTAC TA@T TTTTT 88.6%
54 TTTTAATATGAATTAAGGG CG T TTTTT 78.5%
120 AAAAAATTCCGCGTGTATGTGTACGTAAAA 72.7%
TTTTACGTACACATACACGCGGAATTTTTT
174 AAAAAATTTCTCCTTCTTTGTTCTTCAAAA 66.2%
TTTTGAAGAACAAAGAAGGAGAAATTTTTT
239 TTTTGCACGCATACGTGTA TTTTT 65.8%
21 TTTTAAACAAGAAGC CCCTTTTTT 63.4%
43 TTTTAACACCAGCAGCA TTTTTTT 63.4%
86 TTTTAGTA AAAGTAAGAATTTTTT 62.3%
205 TTTTGGAGCGAGAG GGAATTTTTT 58.7%
Alignment of positives of only WRKY11l DBD:
260 AAAAAAGTATAACGTGTTG TTEeMNeC GAAAA 100%
91 TTTTTGAG TTemNeT AGCGGCCACTTTTTTT 91.9%
276 AAAAAACATCGCT G TTEeNeG TTGAAAA 90.8%
92 TTTTCCGCCCTGCAGCCG CremNeT TTTTTT 47.6%
198 TT TTENeC TAAATTGGATCAGATATTTTTT 43 .5%
287 AAAAAACACGCCA TTeyxe~r CTGGTAAAAAA 43 .5%
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Supplementary Table 8| Alignment of WRKY DBDs to identify conserved proximity sites. The alignment was performed using
CLUSTAL 2.1 multiple sequence alignment. Highlighted are the sites important for WRKY-DNA interaction from which the
consensus in Figure 7 was derived.

OSWRKY33

OSWRKY58

AtWRKY51 At5964810
OSWRKY56

OSWRKY15

OSWRKY19
OSWRKY41-CTD
OSWRKY61-CTD
OSWRKY81-CTD
OSWRKY63-NTD
OSWRKY69

OSWRKY74
OSWRKY63-CTD
OSWRKY41-NTD
OSWRKY61-NTD
OSWRKY81-NTD
OSWRKY48

OSWRKY54

OSWRKY21

OSWRKY47

AtWRKY54 At2g40750
AtWRKY70 At3g56400
OSWRKY45

OSWRKY75

AtWRKY55 At2g40740
SemWRKY?2

SemWRKY25
SemWRKY16
SemWRKY27

AtWRKY41 At4gll070
AtWRKY53 At4g23810
AtWRKY30 At5924110
AtWRKY46_At2g46400
PpWRKY35

PPWRKY36

PPWRKY34

PpPWRKY37

OSWRKY18

OSWRKY46

OSWRKY22

OSWRKY52

OSWRKY55

OSWRKY20

OSWRKY50

KVVKGN-PNPSR
KAVKNS -DFPSD
KSVKNN- INKRL
KSTKNN-PHPR------------
KDILGA-KYP---------
KDILGA-KYP---------
KDILGA-KYP---------

KEILGA-KFP---------
KDILGA-KHP---------
KEILGA-KHP---------
KDILGT-MYP---------
KDVEGA-MHPTTQ
KDVEGA-MHPTTQ

KEINGC-KHP---------
KHIQDSPNNP--------- KQVQTSES- - -NSSE- - - -FVISYYGEH]
KEILNT-TFP--------- KQVQKQDQ- - -DSEM- - - ~-FQITYIG

,,,,,,,,, KQVQKVEL- - -EPKM- - - -FSITYIG
_________ RQVQRCDD- - -DPAS- - - - YRVTYIGH
_________ KKVQRLDD- - -DPFT- - - -YEVTYCG
_________ KQVQRLND- - -DPFT- - - - FRVTYRGS]
_________ KYVQKCED- - -EPSM- - - - YQVTYIGH

KYVQKCED- - -EPSM- - - -YQVTYIGE]
KYVQRSDS---NPSS----FQITYRGE]
KYVQRSDS---NPSS----FQITYRGE]
KQVQRSDG---DPTI----FEVTYRGT]
KQVQRSDG- - -DATV- - - -FEVTYRGT]
KQVQRSDE- - -NQML- - - -LEISYRGI
KQVQKSDT---DPSL----FEVKYLG

KSIONS-NHC---------
KSIQNS-NHC---------

KAIQNS-NHC---------

KAIQNS-TFC---------

KKIKNS-SFPR---------

KKLSNS-NFP------------~ KQVQQKDT - -NDPPL- - - -FSVTYFN.
KMIRGN-SFPR--------- KHVEQHNS - ~-EDPPL- - - - FRVIYTNE]
KKIQGT-HFT------------~- DS - - - - s mmm e - EEEEEEEE
KKINNC-NFP------------~ STA--- == — === mmmmmm e -l
KNIQDS-NYLR--------- KQVQQRDA - -GEPPM- - - - FLVTYLNEJSITC®QP - - - - - - - - -
KQIEGA-MYP--------- RSYYRETNSTN-QGELARKTVQRNGG - -GGAAG- - - -YTVAYISERTCRST - --------

FH==71000"YEHA
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OsWRKY65

OstWRKY33_ Ostreococcus_tauri W
AtWRKY38_At5g22570
AtWRKY62_At5g01900
AtWRKY63_At1g66600
AtWRKY64_At1g66560
AtWRKY67_Atl1lg66550
AtWRKY66_At1g80590
OsWRKY37

OsWRKY66

AtWRKY35_ At2g34830
AtWRKY14 At1g30650
OsWRKY2

Sem_WRKY12
SemWRKY34

OsWRKY13

AtWRKY65 At1g29280
OsWRKY14

OsWRKY39

AtWRKY22_ At4g01250
AtWRKY27_At5g52830
AtWRKY29 At4g23550
OsWRKY12

AtWRKY16_ At5g45050
OsWRKY31
AtWRKY52 RRS1 At5g45270
OsWRKY25

OsWRKY44

OsWRKY42

OsWRKY51

AtWRKY11l At4g31550
AtWRKY17_At2g24570
OsWRKY68

AtWRKY39 At3g04670
AtWRKY74_At5g28650
SemWRKY8

SemWRKY17
SemWRKY10
SemWRKY21
SemWRKY31

PpWRKY2

SemWRKY9

Sem_ WRKY18

PpWRKY8

PPWRKY9

PPWRKY7

PPWRKY1

AtWRKY21 At2g30590
AtWRKY7_At4g924240
AtWRKY15 At2g23320
OsWRKY6

PpWRKY25

Sem WRKY19
AtWRKY6_At1g62300

KQIEGA-MYP---------
KLIAGN-MVPHPT

KTVQRNGG- -GGAAG----YTVAYISE]

KTIKTS-PHQ---------
KPIKGS-PYP---------
KPIKGS-PYP---------
KPIKGS-PYP---------
KPIKGS-PFP---------

KQVERSRTD--PNMLV- - - - - ITYTSE]
KQVERSRTD--PNMLV----- ITYTSE]
KQVERSRTD--PNMLV----- ITYTSE]

KPIKGS-PYP---------
KPIKGS-PYP---------
KPIKGS-PYP---------

KQVERSRND--PTMLI----- ITYTSE]
KQVERSRAD--PTVLL----- VTYSFE]
KQVERSRDD--PTMIL----- ITYTSE]
KQVERSRND--PDTVI----- VTYSFE]
KQVERSRSD--PNTFI----- LTYTGE
KQVERNRSD--PKMFI----- VTYTAE]
KQVERSNLD--PNIFI----- VTYTGE]

KPIKGS-PYP---------
KPIKGS-PYP---------
KPIKGS-PYP---------

KPIKSS-PYP--------- KQVERSRTD--PNVSV----- ITYISE]

KPIKGS-PYP--------- KQVERCRFD--PSFLL----- LTYTG.
KDILGS-RFP--------- KQVQRSETD--SNMLA----- ITYLSE]
KPIKGS-PYP--------- PARKHVERAADD--PATLV----- VTYEGD
KPIKGS-PYP--------- PARKHVERAADD--PATLV----- VTYEGD|
KPIKGS-PYP--------- PARKHVERDPGE - -PAMLI----- VTYDGD|
KPIKGS-PFP--------- PARKHVERDPAD--PSMLI----- VTYEGE]
KPIKGS-PHP--------- PARKHVERALDD--PAMLI----- VTYEGE]
KPIKGS-PHP--------- PARKHVERALDD--STMLI----- VTYEGE]
KPIKGS-PYP--------- PARKHVERATDD - - PAMLV - - - - - VTYEGE]
KPIKGS-PHP--------- PARKHVERCIDE--TSMLI----- VTYEGE]
KPIKGS-PHP--------- PARKHVERCVEE--TSMLI----- VTYEGE]
KPIKGS-PHP--------- PARKHVERCLDD--PTMLR- - - -~ VTYEGE]
KPIKGS-PHP--------- PARKHVERCLDD--PTMLR- - - - - VTYEGE]
KPIKGS-PHP--------- PARK-----------------~---~-"-"--~--
KPIKGS-PHP--------- PARK--------------------——------
KPIKGS-PHP--------- PARK--------------"-"-"-----~-"----
KPIKGS-PHP--------- PARKHVERSMED--PTMLI----- VTYEG]
KPIKGS-PHP--------- PARK---------------------~-----
KPIKGS-PHP--------- PARK--------------"-"~-~---~—-~—~—-~--
KPIKGS-PHP--------- PARKHVERSMED - -PTMLI----- VTYEGE]
KPIKGS-PHP--------- PARKHVERSMED--PTMLI----- VTYEGE]
KPIKGS-PHP--------- PARKHVERSMED--STMLI----- VTYEGE]
KPIKGS-PHP--------- PARKHVERSMED--SSMLI----- VTYEGD|
KPIKGS-PYP--------- PARKHVERCLED--PAMLI----- VTYEAE]
KPIKGS-PHP--------- PARKHVERALDD--AMMLI----- VTYEGD|
KPIKGS-PHP--------- PARKHVERAADD--SSMLI----- VTYEGD|
KPIKGS-PHP--------- PARKHVERCRSD- - PAMLL- - - - - VTYENE]
-B--IKGS-PHP--------- LARKHVERSLED--SSMLI----- ITYEGE]
S@AGIKGS-PHP--------- PARKHVERCLDD--P--------- TTDAGE]
KMAKGN-PCP--------- PVRKQVQRCAED--RSILI----- TTYEG
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--------- 70
--------- 69
777777777 69
--------- 69
————————— 69
--------- 69
————————— 69
777777777 69

PWP-------- 67
PWP-------- 67
PWP-------- 67
PWP-------- 67
PWP-------- 67
PWPAHRNSLAG 75
PWP-------- 67
PWP-------- 67
PWP-------- 67
SAT----—--- 67
SAP-------- 67
PAP-------- 67
PRP-------- 67
ELP-------- 67
PVP-------- 67
PFP-------- 67
DVP-------- 68
PRP-------- 69
SPP-------- 67
SPP-------- 67
GEP-------- 67

BTPS-------- 67

JEINQS - -~~~ -~ - 67

ISHQS - - - - - - - - 67

BTPG-------- 67

EISRT -~ -~ ---- 67

BISRT-------- 67

BIGVQ- - -~~~ -~ 67

BIGVQ-------- 67

------------ 42

777777777777 42

------------ 42

ERTQ-------- 67

------------ 42

------------ 42

EPQS - - - - -~ - - 67

BIPQL,- - - - - - - - 67

7777777777 65
EPQS-------- 67
BIPKL,- -~ -—--- 67

LV---mmmn- 67

SLS-------- 67
P-------- 67
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AtWRKY31 At4g22070
AtWRKY42 At4g04450
OsWRKY43

OsWRKY1

OsWRKY5

OsWRKY32

AtWRKYS Atl1g68150
OsWRKY73

AtWRKY72_ At5gl5130
PpWRKY19

SemWRKY7

SemWRKY26

PpWRKY13

SemWRKY23

SemWRKY33
AtWRKY47_At4g01720
PpWRKY10

SemWRKY3

SemWRKY28

OsWRKY9

AtWRKY61l At1gl8860
PpWRKY33

OsWRKY27

PpWRKYS
AtWRKY36_At1g69810
OsWRKY28

OsWRKY71

OsWRKY76

AtWRKY40 At1g80840
AtWRKY18_ At4g31800
AtWRKY60 At2g25000
OsWRKY62

OsWRKY82-CTD
AtWRKY32-CTD_At4g30930_CTD
XP_003061495_MiPu
XP_002509266_MiPu
AtWRKY44-CTD_TTG2_At2g37260_CT
AtWRKY1-CTD_ZAP1 At2g04880_CTD
Ddiscoideum WRKY-NTD XM 638694
PpWRKY30

CocSub_CTD
ChvWRKY1-CTD_Chlorella variabi
Chrh WRKY EST BQ821537
OsWRKY3

OsWRKY29
AtWRKY57_At1g69310
AtWRKY48_ At5g49520
OsWRKY8

OsWRKY11

AtWRKY23_ At2g47260
OsWRKY16

OsWRKY49

AtWRKY8 At5g46350
AtWRKY28_ At4gl8170

KMAKGN-PCP--------- RAYY
KMAKGN-PCP--------- RAYY.
KMAKGN-PCP--------- RAYY.

KMAKGN-PCP--------- RAYY
KMAKGN-PCP--------- RAYY.
KMAKGN-PCP--------- RAYY.

KMAKGN-PCP--------- RAYY.
KMAKGN-PCP--------- RAYY
KIAKGN-PCP--------- RAYY.
KMAKGN-PCP--------- RAYY
KTAKGN-PWP--------- RGYY.
KMAKGN-PWP--------- RAYF
KTAKTN-PLP--------- RAYY.
KVTKDN-PCP--------- RAYF

KVTRDN-PSP--------- RAYF
KVTRDN-PSP--------- RAYF
KITRDN-PSP--------- RAYF
KVTRDN-PYP--------- RAYF

KIIKGA-PFP--------- RSYY.
KIIKGA-AFP--------- RSYY.
KVVGGN-AYP--------- RSYY.
KSVKGS-PYP--------- RSYY.

KAVKNS-PYPRIIANGNENRSYY!

P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
S
P
L
P
P
P
P.
P.

ZzUudZQQOHdHdHd0hzddzd
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KQVQRCAED--RSILI PLP-------- 67
KQVQRCAED--RTILI PLP-------- 67
KQVQRCAED- -RTVLI PLD--——— - - 67
KQVQRCAED--RSILI PLP-------- 67
KQVORCAKD- -KSILI PLD- - - 67
KQVQRCLED--MSILV PLP-------- 67
KQVQRCLED--MSILI PLP-------- 67
KQVQRCADD--MSILI-----TTYEGTjEIN-BIPL--------- 66
KQVQRCADD--MSILI SLP-------- 67
KQVQRCADD--VSILI-----TTYEGTjEIN-BIPL--------- 61
KQVQRCADD--MSILI PLP-------- 62
KQVQRCADD--MSILI PLP-------- 62
KQVQRCADD--ISILV-----TTYEGTEN-|g----------- 54
KQVQRCAED--TSILV PLP-------- 62
KQVQRCAED- -TSILV PLD--——— - - 6o
KQVQRCAED--TTILT PLP-------- 67
KQVQRCAKD--TSILV-----STYEGTIEIN-JsIPL- - ---- - - - 61
KQVQRCADD - -TSVLV QLP-------- 56
KQVQRCADD- - TSVLV OLP--— - 56
KQVQRCAED--KTVLI QLP-------- 67
KQVQRCSED--MSILI PLP-------- 67
KQVQRCADD- -LSILI PIDPA--—— - - - 61
KOQVQRCNHD - -TSVLV PIT-------- 67
KQVQRCEED- - TSILV LS-mmmmm e 60
KQVQRCGEEE-TSAFM PLP-------- 68
KKVQRSADD--NTVLV QP-------- 67
KKVQRSAED--NTILV GQP-------- 67
KKVQRSAED--SSLLV PHP-------- 67
KKVQRSVED--QSVLV PMP-------- 67
KKVQRSAED--PSLLV LGP-------- 67
KKVQRSAED--PSFLV TGP-------- 67
KKLQRCAED - -RSMLV LS----=--=-= 67
KHVEKAPDD--DNNIV DQP-------- 66
KHIETAVEN- - TKAVI DMP - — — - - ce
KHVEGDPSL--LSS--- - - - - EKD- - -~ - 62
KHVEGDPKD- - PGS------ - EDPD-----—-- 64
KHVERASDD - - PRAFT HLLL- - - — - — - 67
KHVERSSHD--TKLLI DMP----—---- 66
KQVER- IGD- - TNQNS GFP-———— - 65
KQVSRCVED--RGLVI-----ASYEGEBH-|8l----------- 63
KHVGRSATE- - AGVLV POP--——— - 66
KQVERSGRN--ARMLV DPP-------- 66
KHVERSAED--ETRFV RLP-------- 66
KRVERSSDD--PSVVI HTAS------— 67
KRVERSSDD--PSVVI HTV-------- 66
KRVERSSDD--PSIVI QTI-------- 66
KRVERSSDD--PSIVM PFP-------- 66
KRVERSEQD--PSMVI PSP-------- 66
KRVERSYQD- - PSTVI T EIHSD- - - - - - - P
KRVERSFRD--PSTVV BISP-------- 66
KRVERSYQD--PAVVI BPIP-------- 66
KRVERSYQD- -AAVVI BoIp 66
KRVERSYQD- - PTVVI N-BPIP-------- 66
KRVERSFQD--PTVVI-----TTYEGQEIN-|fl----------- 72
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AtWRKY71 At1g29860
AtWRKY68_ At3g62340
SemWRKY1

SemWRKY14
SemWRKY30
SemWRKY11
SemWRKY29
SemWRKY24
SemWRKY32

PpPWRKY3

PpWRKY17

PpWRKY20

PpWRKY14M

PpWRKY28

PpPWRKY22

PpWRKY6

PpWRKY12

PpWRKY15

PpWRKY11

PpWRKY18

PpWRKY24

PpWRKY29

PpWRKY31

PpWRKY21

PpWRKY27

OsWRKY36

AtWRKY12

OsWRKY34

OsWRKY79

AtWRKY13_ At4g39410
OsWRKY26

OsWRKY59

OsWRKY7

NtWRKY11l

NtWRKY10

OsWRKY67
ZmWRKY67_Zea mays
PheWRKY10_ Phyllostachys_edulis
OsWRKY10

OsWRKY77

AtWRKY50 At5g26170
OsWRKY23

AtWRKY43 At2g46130
AtWRKY24_ At5g41570
AtWRKY56_At1g64000
OsWRKY72
AtWRKY75_At5gl13080
AtWRKY45 At3g01970
PpWRKY26
OsWRKY24-CTD
OsWRKY70-CTD
PcWRKY1 CTD

PbZFP1 CTD
AfABF1_CTD

KAVKNS-PYP NVEKRVERSFQD--PSIVI
KPVKDS-PFP DVEKRVERSFSD--PSSVI
KAVKNS -PHP PVBKRVERSCED--PGIVI
KAVKNS -PHP PVBKRVERSCED--PGIVI
KAVKNS -PHP PVBKRVERSCED--PGIVI
KAVKNS -PHP PVBKRVERSSED--QGLVI
KAVKNS -PHP PVBKRVERSSED--QGLVI
KAVKNS-PYP HVEKRVERSSKD--SSLVI
KAVKNS-PYP HVEKRVERSSKD--SSLVI
KAVKDS-PFP PVRKRVERKAGD - -AGLVV
KAVKNS-PYP PVRKRVERKADD - -HGLVV
KAVKNS -THP PVRKRIERKADD--PGLVI
KAVKNS - PHP PVRKKVERSADD--SESVI
KAVKNS -PHP PVRKKVERSADD--SELVI
KAVKNS -PHP PVRKRVERSAED--TGLVI
KPVKSS-PHP PVRKRVERSIED--PGLIV
KPVKNS -PHP PVRKRVERSTED--PGLVI
KPVKNS -VHP PVRKRVERCTDD--PSHVL
KPVKSS-PHP PVRKRVERSTED--PDQVI
KAVKNS -PHP PVRKRVERSSED--AGLVI
KAVKNS-PYP PVRKRVERSCED--SGLVI
KAVKNS -PHP PVRKRVERSNED--AGLVI
KAVKNS - PHP PVRKRVERSKED--AGLVI
KAVKNS -PHP Cl PVRKRVERCIED--PGLVA
KAVKKS-PHP--------- RNYYR@TTL- - - -N[@PVRKRVERCFDD - - PGVMV
KVVKNS-LHP--------- RSYYR@THN- - - -N[@RVEEKRVERLSED - -CRMVI
KVVKNS-LHP--------- RSYYR@THN- - - -N[@RVEEKRVERLSED - -CRMVI
KVVKNS-LHP--------- RSYFR@THS - - - -N[@RVEKRVERLSTD - -CRMVI
KVVKNT-QHP--------- RSYYR@TQD- - - -N[@RVE@KRVERLAED - - PRMVI
KVVKNT-QHP--------- RSYYR@TQD- - - -KISRV@KRVERLADD - - PRMV I
KSVKNS-PNP--------- RNYYR@STE - - - -G@NV@KRVERDKND - - PRYVV
KSVKNS-PNP--------- RNYYR@STE - - - -G@NVEKRVERDKND - -PRYVV
KSVKNS-PNP--------- RNYYR@STE - - - -G@NVE@KRVERDKDD - -PSYVV
KMVKDS -PNP--------- RNYYR@STIE- - - - S@PVEKRVERDKED - -CRYVI
KMVKDS -PNP--------- RNYYR@SVE - - - -G@PVE@KRVERDKED - -CRYVI
KAVKNS-PNP--------- RNYYR@STE - - - -G@NV@KRVERDRED - -HRYVI
KAVKNS-PNP--------- RNYYR@SSE - - - -G@GVE@KRVERDRDD - -PRYVI
KAVKNS-PNP--------- RNYYR@STE - - - -G@GV@KRVERDGDD - -PCYVI
KAVKSS-PNP--------- RNYYR@SAA- - - -G@GVEKRVERDGDD - -PRYVV
KMVKNS -PNP--------- RNYYR@SSE - - - -G@RVE@KRVERARDD - -ARFVV
KMVKNS-PHP--------- RNYYK@SVD- - - -G@PV@KRVERDRDD - -PSFVI
KAVKNS-KHP--------- RSYYR@THH- - - - T[@NVEKQVQRLAKD--TSIVV
KSVKNS-LYP--------- RSYYR@TQH- - - -M@NVEKQVQRLSKE--TSIVE
KSVKHN-AHP--------- RSYYR@TYH- - - - T[@NVEKQVQRLAKD - - PNVVV
KSVKNN-AHP--------- RSYYR@TYH- - - - T[@NVEKQVQRLAKD - - PNVVV
KAVKNN-KFP--------- RSYYR@THQ- - - -G@NVEKQVQRLSRD- -ETVVV
KAVKNN-KFP--------- RSYYR@TYG- - - -G@NVEKQVQRLTVD - -QEVVV
KAVKNN-PFP--------- RSYYK@TEE - - - -G@RVEKQVQRQWGD - -EGVVV
KPVKNS-HHP--------- RNYYK@TTP- - - -N@LVEKQVERCTEN - - PSNVM
KVVKGN-PNP--------- RSYYK@TTA- - - -G@PVRKHVERASHD - -LRAVI
KVVKGN-PNP--------- RSYYK@TTA- - - -G@PVRKHVERASND - -LRAVI
KVVKGN-PNP--------- RSYYK@TQV- - - -G@PVRKHVERASHD - -LRAVI
KVVKGN-PNP--------- RSYYK@TQV- - - -G@PVRKHVERASHD - -LRAVI
KVVKGN-PNP--------- RSYYK@TTV- - - -G@PVRKHVERASHD - -LRAVI
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BPIP-------- 66
BIPRP-- - ----- 66
——————————— 63
----------- 63
——————————— 63
----------- 63
——————————— 63
——————————— 63
----------- 63
ISIL,SP-- -~ -~~~ 66
----------- 63
——————————— 63
----------- 63
----------- 63
——————————— 63
BIDKT - - - - —--- 66
——————————— 63
----------- 63
JBIOSP- - -~~~ -~ 66
——————————— 63
----------- 63
——————————— 63
----------- 63
-BIOFP-------- 66
----------- 63
-BITPC-------- 66
-BITPS-------- 66
-BISPC-------- 66
-BISPS-------- 66
SPS----—--- 66
[VCP-------- 66
[VCP-------- 66
VSPS------- 67
QGP-------- 66
QGP-------- 66
SP-------- 66
SP--——— - 66
TP-------- 66
TP-------- 66
PAP-------- 66
SSM------ -~ 66
PCEKL------ 68
PCE-------- 66
PCE-------- 66
PCE-------- 66
PIE-------- 66
PIE-------- 66
VD-------- 66
----------- 63
BDVP-------- 66
EDVP- - - - - -~ - 66
BDVP-------- 66
N-BIDVP-------- 66
N -BIDVP- - - - - - - 66
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OsWRKY53-CTD
AtWRKY33-CTD_At2g38470_CTD
IbSPF1_CTD

OsWRKY30

OsWRKY80
AtWRKY2-CTD_At5g56270_CTD
OsWRKY78-CTD
AtWRKY20-CTD_At4g26640_CTD
PpWRKY16-CTD

PpWRKY23-CTD

PpWRKY4

SemWRKY6-CTD

SemWRKY20-CTD

SemWRKY5-CTD
Sem_WRKY13-CTD

SemWRKY15

SemWRKY22-CTD
AtWRKY3-CTD_At2g03340_CTD
AtWRKY4-CTD_At1gl3960_CTD
AtWRKY58-CTD_At3g01080_CTD
CsSPF1_CTD

SemWRKY4 -CTD
AtWRKY26-CTD_At5g07100_CTD
AtWRKY34-CTD _At4g26440_CTD
OsWRKY4 -CTD
AtWRKY25-CTD_At2g30250_CTD
AtWRKY10_At1g55600
CrWRKY10_homolog
Ddiscoideum WRKY-CTD XM 638694
OsWRKY24-NTD

AfABF1 NTD

OsWRKY70-NTD

AtWRKY33-NTD At2g38470_NTD
IbSPF1_NTD
AtWRKY26-NTD_At5g07100_NTD
PCcWRKY1 NTD

PbZFP1_NTD

AtWRKY25-NTD At2g30250_NTD
PpWRKY16-NTD

PpWRKY23-NTD

SemWRKY6-NTD

SemWRKY20-NTD

SemWRKY5-NTD

SemWRKY13-NTD
SemWRKY22-NTD

AtWRKY44-NTD TTG2_At2g37260_NT
OsWRKY57
AtWRKY2-NTD_At5g56270_ NTD
AtWRKY34-NTD_ At4g26440_NTD
OsWRKY35-NTD

OsWRKY78-NTD

AtWRKY20-NTD_ At4g26640_NTD
OsWRKY53-NTD

SemWRKY4 -NTD

KHVERASHD--TRAVI
KHVERASHD--MRAVI
KHVERASHD--IRSVI
KHVERSSHD--LKSVI
KHVERASHD--LKSVI
KHVERASHD--LKSVI
KHVERASHD--PKSVI
KHVERASHD- - PKAVI
KHVERASTD--IKAVI
KHVERASTD--IKAVI
KHVERASND- - PKAVI
KHVERACDD- - PRAVI
KHVERACDD- - PRAVI
KHVERASND--PKSVI
KHVERASND- - PKSVI
KHVERASND--PKSVI
KHVERASND--PKSVI

LoV ILeILVINS LV ALV IL VIV IEE RO R I v Alv ]

KHVERASTD--AKAVI
KHVERSSTD--SKAVV

KHVERAFQD--PKSVI
KHVERASDD - -FKSVL
KQIERASAD--PKCVL
KQVERSAAD--ERAVL
KHVERGADN - - IKLVV
KHVERGADN - -FKILV

KLLERSL-D--GQITE
KLFERSH-D--GQITD
KKVERSLAD--GRITQ
KLVERSVS---GETTQ
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BDVP-------- 66
EDVP- - - - - -~ - 66
JSIEVD - -~~~ - -~ 66
JSIEVD - -~~~ - -~ 66
EDVP- - - - - -~ - 66
JSDVP -~ -~~~ -~ 66
EDVP-- - - —--- 66
EDVP- - - - - -~ - 66
JSDVP -~ -~~~ -~ 66
EDVP-- - - —--- 66
JSDLP- - -~~~ -~ 66
BDVP-------- 66
EDTP-- -~ ---- 66
BOTP-------- 66
JEIVVP- - -~~~ -~ 66

N-@DPP-------- 66

N-BIDIP-------- 66

N-BPSP-------- 66

N-BPPP-------- 66

N -[§DPP- - - - - - - 63

KP-—---—--- 65
KP-------- 65
PKP-------- 65
PKP-------- 65
PKP-------- 65
PKPQSTKRS-- 72
PKP-------- 65
PKP-------- 65
PKP-------- 65
PKP-------- 63
PKP-------- 63
PKP-------- 65
PKP-------- 65
PRP-------- 65
PRP-------- 62
KP-------- 63
SKP-------- 65
PKP-------- 65
LKP-------- 65

I-BSKP-------- 65
BIDKP----—--- 65
JSPKP - - - - - - - - 65
BIPKP-- - - —--- 65

N -[§PKP- - - - - - - - 66

S -§ISKP-------- 58
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AtWRKY3-NTD_At2g03340_NTD
AtWRKY4-NTD_At1gl3960_NTD
CsSPF1_NTD

AtWRKY58-NTD At3g01080_NTD
AtWRKY19-NTD At4gl2020_ NTD
OsWRKY4 -NTD

OsWRKY82-NTD

AtWRKY32-NTD_ At4g30930_NTD
AtWRKY1-NTD_ZAP1 At2g04880_NTD
CocSub_NTD
ChvWRKY1-NTD_Chlorella variabi
OsWRKY17

AtWRKY49 At5g43290

AtWRKY59 At2g21900
OstISS1_Ostreococcus_tauri_ WRK
OstWRKYputative Ostreococcus_t
MICPUN 61119

Glamblia WRKY-CTD XM 765980
OsWRKY60

Glamblia WRKY-NTD XM 765980
PpWRKY32

Tetrapisispora

KKTELASDDESDEDEGDR-MRVTYEG
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ELP-------- 65
EPP-------- 65
EPP-------- 65
ERP-------- 65
EPP-------- 65
PRP-------- 65
EPP-------- 65
EPP-------- 65
PKP-------- 65
KP-------- 61
KP----—--- 63
YTY-------- 66
YTY-------- 66
PSP-------- 66
PKP-------- 72
KP-------- 69

G-------- 62
PPD-------- 74
GSP-------- 67
GKS-------- 64
PIP-------- 72
7777777777 38
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Supplementary Figure 4|
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molecular dynamics
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AtWRKY4 NMR
structure with DNA
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AtWRKY1 crystal structure
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Supplementary Figure 4| Comparison of models for WRKY DBD-DNA interaction
sites.

48



	Supplementary Files List
	Supplementary Files_revisednew
	Supplementary Files List
	Supplementary Files_revisednew
	Supplementary Files_revisednew
	Supplementary Files_revisednew
	Supplementary Files_revised
	WRKY tree all LARGE rooted_crop
	Supplementary Files

	Supplementary Files

	Supplementary Files_revised

	Supplementary Files_revised

	Supplementary Files_revised


