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The rationale behind using search motifs to detect hidden functional sites and the methods used
to build them and test them are extensively detailed elsewhere (Zhou et al. 2021).

Arabidopsis thaliana proteins (including splice variants) retrieved with the Motif I -
D.{7,8}R.{3,4}D.{5,6} Y.{6,7}H :

ATG number AA range

AT1G10350.1 1 4 32 DYYNVLKVNRNANEDDLKKSYRRMAMKWH
AT1G24120.1 1 20 48 DPYEVLGVLRNSTDQETIKSAYRKLALKYH
AT1G50190.1 1 214 239 DELSCGVCRKLVDVNYGQYACKKGCH
AT1G54130.1 1 451 477 DEIHDIHGLRLIVDNEKDCYKALGVVH
AT1G67040.1 1 330 358 DQMVKKALHRAQFKDEMSLPGYRNRSEYH
AT1G67040.2 1 330 358 DQMVKKALHRAQFKDEMSLPGYRNRSEYH
AT1G74300.1 1 299 327 DMLVPVTLQRYIADKLPWLHYHEVAGGGH
AT1G74300.2 1 200 228 DMLVPVTLQRYIADKLPWLHYHEVAGGGH
AT1G76730.1 1 87 116 DPKAWKWVIRKKMWDLMEARNYAMSPRPVH
AT2G20560.1 1 4 32 DYYKVLQVDRSASDDDLKKAYRKLAMKWH
AT2G39360.1 1 69 95 DESTLFQTARVFSDESSSTYRFPIEEH
AT3G02850.1 1 560 586 DLYQLKSLIRAGGDPNKTDYDGRSPLH
AT3G02850.2 1 560 586 DLYQLKSLIRAGGDPNKTDYDGRSPLH
AT3G06150.1 1 193 220 DISGENWKSRPPVKDEGNGTYSFSLQVH
AT3G08910.1 1 4 32 DYYKVLQVDRNAKDDDLKKAYRKLAMKWH
AT3G14050.1 1 447 473 DEIHDIHGLRLIVDNEGDCYKALGVVH
AT3G17790.1 1 298 325 DGQGFMSARFTHSDAEIVEFYDVEFGEILH
AT3G20015.1 1 53 82 DESSSKYTLRLLHRDREFPSVTYRNHHHRLH
AT3G27710.1 1 332 358 DEKVRQLERAQRDLDRYTHYHYRYKAH
AT3G44720.1 1 238 265 DVLTPHAAREAFHDTAAAAEYISANDLH
AT3G51340.4 1 350 377 DDLMEDKRRPVDPDFPFEFCYDLRSCFH
AT4G08450.1 1 1141 1167 DYSEDYEDRDTSDLGNETDYSEEYEDH
AT4G08450.2 1 1141 1167 DYSEDYEDRDTSDLGNETDYSEEYEDH
AT4G27920.1 1 97 123 DNEHILGIRIVGGDHRLKNYSSTISLH
AT4G28480.1 1 4 32 DYYKVLQVDRSANDDDLKKAYRKLAMKWH
AT4G28480.2 1 4 32 DYYKVLQVDRSANDDDLKKAYRKLAMKWH
AT4G34370.1 1 334 360 DDKEKQMERAKRDLNRYTHYHHRYKAH
AT4G34370.2 1 167 193 DDKEKQMERAKRDLNRYTHYHHRYKAH
AT5G01390.1 1 4 32 DFYKVLEVDRSANDDE LKKAYRKLAMKWH
AT5G01390.2 1 4 32 DFYKVLEVDRSANDDE LKKAYRKLAMKWH
AT5G01390.3 1 4 32 DFYKVLEVDRSANDDE LKKAYRKLAMKWH
AT5G01390.4 1 4 32 DFYKVLEVDRSANDDE LKKAYRKLAMKWH
AT5G19060.1 1 151 178 DLSGENWKSRPPVKDLGNGTYSLSLQIH
AT5G25530.1 1 4 32 DYYDILKVNRNATEDDLKKSYRKLAMKWH
AT5G25530.2 1 4 32 DYYDILKVNRNATEDDLKKSYRKLAMKWH
AT5G37500.1 1 543 569 DFYQLKSLIRSGADPNKTDYDGRSPLH
AT5G39820.1 1 17 44 DDVVLPGFRFHPTDEELVSFYLKRKVLH
AT5G47650.1 1 249 275 DYEGFTPLRVSAPDQQGNLYYNTRDLH
AT5G47650.2 1 296 322 DYEGFTPLRVSAPDQQGNLYYNTRDLH
AT5G47650.3 1 249 275 DYEGFTPLRVSAPDQQGNLYYNTRDLH
AT5G47650.4 1 295 321 DYEGFTPLRVSAPDQQGNLYYNTRDLH



AT5G47650.5 1 249 275 DYEGFTPLRVSAPDQQOGNLYYNTRDLH
AT5G53160.2 1 101 127 DNEHILSIRIVGGDHRLKNYSSIISLH
AT5G60290.1 1 15 44 DKEGDANGLREFLSKDMSSYSAYLTGNYSAH




The principle of the gene ontology analyses and their applications to infer function are detailed
elsewhere (Meier and Gehring, 2008; Meier et al., 2011).

Summary of the GO analysis:

GO:0006457

GO:0044267

GO:0019538

GO:0043170

G0:0044260

The numbers in

protein folding 11 275

2.8e-16 1.1e-14

cellular protein metabolic process 12 3487
le-05 0.00013

protein metabolic process 13 4009
7.1e-06 0.00013

macromolecule metabolic process 13 7127
0.0026 0.024

cellular macromol. metabolic proc. 12 6447

0.0035 0.026

“red” are the FDRs.

The following retrieved ABA-binding candidates are annotated as “associated with

responses to ABA”:

AT3G17790.
AT3G20015.
AT3G27710.

AT3G44720.
AT4G08450.
AT4G27920.

AT4G28480.
AT4G34370.
AT5G01390.
AT5G19060.
AT5G25530.
AT5G37500.
AT5G39820.
AT5G47650.

1
1
1
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ATACP5, ATPAP17, PAP17, PURPLE ACID PHOSPHATASE 17
FEukaryotic aspartyl protease family protein

ARIADNE 3, ARARI3, ARI3 ubiquitin-dep. Prot.
catabolism

ADT4, AROGENATE DEHYDRATASE 4 - phenylalanine
biosynthesis

Disease resistance protein (TIR-NBS-LRR) - cyclic ADP
ribose generating.

PYL10, PYR1-LIKE 10, RCAR4, REGULATORY COMPONENT
RECEPTOR 4

DNAJ heat shock family protein

ARABIDOPSIS ARIADNE 1, ARI1, ARIADNE 1, ATARI1

DNAJ heat shock family protein

cytochrome P450 family protein (monooxygenase)

DNAJ heat shock family protein

Shaker family K' channel - AKT5 - like GORK and SROR
ANAC094, NAC DOMAIN CONTAINING PROTEIN 94, NACO094

ADP-ribose pyrophosphorylation for enhanced tolerance to

oxidative stress



Arabidopsis thaliana proteins (including splice variants) retrieved with the Motif II -
[D].{7,8}[R].{8,10}[Y].{6,7} [H]:

ATG number AA Range AA Sequence

AT3G48190.1 2 1336 1362 DRINIFRPDRVFMFITEMHYRMSAACH
AT3G48190.1 2 1477 1503 DSSLNEDIRDLEPLPDLKYFQVIRESH
AT3G48190.2 2 1336 1362 DRINIFRPDRVEFMFITEMHYRMSAACH
AT3G48190.2 2 1477 1503 DSSLNEDIRDLEPLPDLKYFQVIRESH
AT3G48190.3 2 1312 1338 DRINIFRPDRVFMFITEMHYRMSAACH
AT3G48190.3 2 1453 1479 DSSLNEDIRDLEPLPDLKYFQVIRESH
AT5G57260.1 2 228 255 DWFTGLHARRERSVRDLDAFYEQMIDLH
AT5G57260.1 2 265 290 DDFVDLLLRLEKEEAVLGYGKLTRNH
AT1G06900.1 1 333 359 DLTWTLPPLRSAYVKKPEDYLAHLLGH
AT1G08310.1 1 258 286 DKVVPFQLQORCILQKQPLINYHEIPQGGH
AT1G08310.2 1 261 289 DKVVPFQLQORCILQKQPLINYHEIPQGGH
AT1G08660.1 1 135 162 DGWLDYAAMRIAQLGADKCYNRTLCEEH
AT1G08660.2 1 135 162 DGWLDYAAMRIAQLGADKCYNRTLCEEH
AT1G08660.3 1 84 111 DGWLDYAAMRIAQLGADKCYNRTLCEEH
AT1G09010.1 1 580 606 DGFIKEVPNRMWDYHKYIPYSNPGKVH
AT1G10350.1 1 4 32 DYYNVLKVNRNANEDDLKKSYRRMAMKWH
AT1G10940.1 1 202 228 DOEDPKNFRKTIQKIMAVQYKIPDYVH
AT1G10940.2 1 210 236  DQEDPKNFRKTIQKIMAVQYKIPDYVH
AT1G11680.1 1 404 431 DPERFSPGREEDKAAGAFSYIAFGGGRH
AT1G12420.1 1 202 228 DSMMHIERRLHQLMFEDRDYERRSKKH
AT1G12420.2 1 130 156 DSMMHIERRLHQLMFEDRDYERRSKKH
AT1G13350.1 1 181 207 DKGREFQSDREKHKSLDDGYGEVRHKH
AT1G13350.2 1 208 234 DKGREFQSDREKHKSLDDGYGEVRHKH
AT1G13350.3 1 208 234 DKGREFQSDREKHKSLDDGYGEVRHKH
AT1G19565.1 1 110 138 DWAAPPLKIRDGRHQELFLLYAEITLFSH
AT1G19670.1 1 37 63 DSTAPPKPVRITCPTVAGTYPVVLFFH
AT1G21700.1 1 246 272 DIEDFARVFRFLDHWGIINYCATAQSH
AT1G23340.1 1 82 108 DHPLLQGQRPMDPPEMPIGYSQENESH
AT1G23340.2 1 82 108 DHPLLQGQRPMDPPEMPIGYSQENESH
AT1G23340.3 1 82 108 DHPLLQGQRPMDPPEMPIGYSQENESH
AT1G24120.1 1 20 48 DPYEVLGVLRNSTDQEIKSAYRKLALKYH
AT1G27700.1 1 176 202 DEPVVRPPRKVPSFSGFLNYMDPVSKH
AT1G27860.1 1 29 55 DGFDSEDIRSPVVLTGLFHYDCQSGRH
AT1G27880.1 1 591 618 DNDTYLKLRSLAHSDGVDEYAVGKFLTH



AT1G27880.
AT1G33360.
AT1G33420.
AT1G33420.
AT1G36510.
AT1G48090.
AT1G48090.
AT1G48090.
AT1G48090.
AT1G48090.
AT1G48090.
AT1G50190.
AT1G54130.
AT1G56290.
AT1G57780.
AT1G64330.
AT1G65910.
AT1G66320.
AT1G66550.
AT1G66550.
AT1G66560.
AT1G66600.
AT1G66640.
AT1G67570.
AT1G67570.
AT1G69670.
AT1G69670.
AT1G70380.
AT1G71010.
AT1G74280.
AT1G74290.
AT1G74300.
AT1G74300.
AT1G79050.
AT1G80590.
AT2G02300.
AT2G02580.
AT2G03360.
AT2G03360.
AT2G03370.
AT2G03370.

N RN R R R NNNRE R R R R NNERENDRE R R R NNRE R R R R R R R0 WD R RN R RN

R I S R N e = e T e e = = T = T e S e S S e R S e T e e e e e e T o T S e e e e S S S S E S S

591
260
215
110
152
1780
1780
1761
1739
1739
1739
214
451
219
223
48
95
215
138
133
133
133
189
378
378
105
105
343
1186
316
317
299
200
315
115
169
229
301
305
302
304

618
286
243
138
179
1807
1807
1788
1766
1766
1766
239
477
245
249
75
120
241
165
160
160
160
215
404
404
132
132
370
1213
344
345
327
228
340
142
196
256
328
332
329
331

DNDTYLKLRSLAHSDGVDEYAVGKFLTH
DKEVIGQSRAKKVLSVAVYNHYKRIYH
DRLCSSLAVRKASVMDVSRKYGMDYRLLH
DRLCSSLAVRKASVMDVSRKYGMDYRLLH
DVSTCVTIARVCFIETMPKWYYIACKAH
DPTNDPITRSRGIVLSEPLYKQTEDVVH
DPTNDPITRSRGIVLSEPLYKQTEDVVH
DPTNDPITRSRGIVLSEPLYKQTEDVVH
DPTNDPITRSRGIVLSEPLYKQTEDVVH
DPTNDPITRSRGIVLSEPLYKQTEDVVH
DPTNDPITRSRGIVLSEPLYKQTEDVVH
DELSCGVCRKLVDVNYGQYACKKGCH
DETHDIHGLRLIVDNEKDCYKALGVVH
DSEKKPKERISEKGNNREYLKGESLNH
DIYEEIDKDRNVSLNPITDYEKEMAKH
DIEEDESKRLVVAELVKDFYKEYESLYH
DRKVTSHSRMVGTKKTLVYYRGRAPH
DNVNVLRVRSQSLLSENYYGPSSRDLH
DONCNATKRVQKIKDNPPVYRTTYLGKH
DONCNATKRVQKIKDNPPVYRTTYLGKH
DONCNARKRVOMIQDNPPVYRTTYLGKH
DONCYATKRVOMIQDSPPVYRTTYLGQH
DNVNVLRVRSQSLLSENYYGPSSRDLH
DVESMDHYMRMPVTNQFPSYMSMSSYH
DVESMDHYMRMPVTNQFPSYMSMSSYH
DHNKALOMIRDILMYMDRTYVSTTKKTH
DHNKALOMIRDILMYMDRTYVSTTKKTH
DKATTNLRRFDIEGMDDQHYSFHTFLDH
DSAIRFQERIQKGLPPSSLYLSTLRSFH
DMLVPAKLOQRYLAHQLPWVHYHEVPRSGH
DMLVPVKLOQRYLAHQLPWVHYHEVPRSGH
DMLVPVTLQRYIADKLPWLHYHEVAGGGH
DMLVPVTLQRYIADKLPWLHYHEVAGGGH
DIGLRARVRVQOKSKVSRPYKQEERKH
DONCDATKRVQOKIQODNPPVYRNTYVGQH
DIRGVLNTRIISPGTHYSAYIVYTKTSH
DWLTGLQRRREKSVKDLDVEFYQOMEFDLH
DVGFEVITFRPSKTTSLREAYKLIKSSH
DVGFEVITFRPSKTTSLREAYKLIKSSH
DVGFEVITIFRPSKTTNLKEAYKLIKSSH
DVGFEVITIFRPSKTTNLKEAYKLIKSSH



AT2G03820.
AT2G04810.
AT2G05170.
AT2G07820.
AT2G16500.
AT2G17930.
AT2G19220.
AT2G20560.
AT2G21600.
AT2G22740.
AT2G22740.
AT2G23030.
AT2G24150.
AT2G24180.
AT2G25850.
AT2G25850.
AT2G25850.
AT2G25850.
AT2G25850.
AT2G25850.
AT2G25850.
AT2G25850.
AT2G25850.
AT2G26910.
AT2G28700.
AT2G29090.
AT2G29090.
AT2G29090.
AT2G29690.
AT2G33360.
AT2G34490.
AT2G36290.
AT2G36290.
AT2G39360.
AT2G40750.
AT2G40955.
AT2G42430.
AT3G02850.
AT3G02850.
AT3G03200.
AT3G03680.
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155
185
460

55
546
327
280

31
705
705
202

23
234
480
480
480
480
480
480
480
480
480
888
127
403
403
308
531
146
411
312
298

69
116
380
188
560
560

95
559

183
212
487

81
573
355
307

32

59
733
733
228

51
261
508
508
508
508
508
508
508
508
508
914
152
429
429
334
557
172
437
340
326

95
142
406
215
586
586
120
586

DOWVASIQLROHVSHRRTFFYLEQLILRH
DYAVAWTFMRQYLESYIKGDYSWCNLNH
DVETATIRVCRAANYHEHAMYVAKKAGKH
DRIRGLQORISGLLQERNYLIVCTIEH
DNNGCSGGRYYLGMFLGGAYEEALGGVH
DERVLVGTGRACFESLRPLAYSLLAEIVH
DKLATIFKGRIEPGKTKTRRYRKRVIDH
DYYKVLQVDRSASDDDLKKAYRKLAMKWH
DKTTPHSTNRWIGTLVFFLIYCLRVYSTH
DAASKGNVGREFINHSCSPNLYAQNVLYDH
DAASKGNVGREFINHSCSPNLYAQNVLYDH
DPKDPRNFRKTVQKIMAVNYKIPGYVH
DCGEETRIVRRLMKFEDLPEYLKDNEFTIH
DRISGLDSSRRKSEFQDLDTEYQKATIVDH
DVHVSHVRRRQLPSEFVEFPNGYKRSROSRH
DVHVSHVRRRQLPSEFVEFPNGYKRSROSRH
DVHVSHVRRRQLPSEFVEFPNGYKRSROSRH
DVHVSHVRRRQLPSEFVEFPNGYKRSROSRH
DVHVSHVRRRQLPSEFVEFPNGYKRSRQOSRH
DVHVSHVRRRQLPSEFVEFPNGYKRSROSRH
DVHVSHVRRRQLPSEFVEFPNGYKRSROSRH
DVHVSHVRRRQLPSEFVEFPNGYKRSROSRH
DVHVSHVRRRQLPSEFVEFPNGYKRSROSRH
DVYISGFPKRQETFARISGYCEQNDVH
DFVMNDNDRLDLCKFIDHYLRNLYHH
DPEKFDPSRFEVAPKPYTYMPEFGNGVH
DPEKFDPSRFEVAPKPYTYMPEFGNGVH
DPEKFDPSRFEVAPKPYTYMPEFGNGVH
DMDIALALRTMVFPTNTRYDTLYSYKH
DSGSPVISRAIIGCKRVTYMLDKPTLH
DPDRESETROQEDQVFKRNYLAFGWGAH
DVLVPVTLQRYIAKKLPWIHYHETIPGAGH
DVLVPVTLQRYIAKKLPWIHYHEIPGAGH
DESTLEFQTARVESDESSSTYRFPIEEH
DSGESKKKRLGVGKGKRGCYTRKTRSH
DESHKPKQRLAPKSWMEFKYRRDHKILH
DVTTTANVRETHHQOTGGGVYGHDGIGFEFH
DLYQLKSLIRAGGDPNKTDYDGRSPLH
DLYQLKSLIRAGGDPNKTDYDGRSPLH
DRRVSWRDRATIGTKKTLVYYRGRAPH
DEKKPYSGRIHVKVCLEGGYHVLDEAAH



AT3G06150.
AT3G08910.
AT3G09060.
AT3G09060.
AT3G09530.
AT3G10630.
AT3G11920.
AT3G12120.
AT3G12120.
AT3G13350.
AT3G14050.
AT3G14950.
AT3G15510.
AT3G16320.
AT3G16320.
AT3G16320.
AT3G16320.
AT3G16340.
AT3G16340.
AT3G16350.
AT3G17790.
AT3G17830.
AT3G24715.
AT3G24715.
AT3G24715.
AT3G26290.
AT3G26290.
AT3G26300.
AT3G26320.
AT3G26330.
AT3G26410.
AT3G27710.
AT3G29400.
AT3G33520.
AT3G44300.
AT3G44310.
AT3G44310.
AT3G44310.
AT3G44310.
AT3G44510.
AT3G44510.
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193

272
272
544

39
398
283
283
234
447
322
157
517
506
506
517
884
879

97
298

63

93

93

93
229
242
229
229
229
325
332
595
224
287
294
172
294
172
156
262

220

32
298
298
570

66
424
309
309
261
473
348
184
542
531
531
542
910
905
122
325

91
120
120
120
256
269
256
256
256
351
358
621
251
313
320
198
320
198
184
290

DISGENWKSRPPVKDEGNGTYSESLQOVH
DYYKVLQVDRNAKDDDLKKAYRKLAMKWH
DDCLKIWERMKONEREKDLYTYSSLIH
DDCLKIWERMKONEREKDLYTYSSLIH
DPKLLDEMRISIGRKLLPVYRDFYNAH
DLYKVOSLRFTFTVNREFYSYLQFLLGFH
DHTSVDYMRISQSEEFRRYLNLAQDFH
DSSEWDWLRGALATVDRDYGILNKVFEFH
DSSEWDWLRGALATVDRDYGILNKVFH
DTOKPKCHRSGYNFFFAEQYARLKPEYH
DETHDIHGLRLIVDNEGDCYKALGVVH
DPNFARAHHRLASTLLLRLGYVDNAGIH
DFGNKKNSLRLDDWVLCRIYKKNNASRH
DTALKMFORATQLNERFTYAHTLCGH
DTALKMFORATQLNERFTYAHTLCGH
DTALKMFORATQLNERFTYAHTLCGH
DTALKMFORATQLNERFTYAHTLCGH
DIRISGFPKRQETFARISGYCEQNDIH
DIRISGFPKRQETFARISGYCEQNDIH
DSPLSDHARYSNLHHNEGYLSDDPAH
DGOGFMSARFTHSDAEIVEYDVEGEILH
DHYSTLNVNRNATLQETIKSSYRKLARKYH
DAYDFGRDPRSTIRLENGGYMPHEFNAYH
DAYDFGRDPRSTIRLENGGYMPHEFNAYH
DAYDFGRDPRSTIRLENGGYMPHEFNAYH
DKENGLQGWRKKSFRDLDAFYEQIFDLH
DKENGLQGWRKKSFRDLDAFYEQIFDLH
DLLTGLQGRRERSMRDLDAFYEQMEFDLH
DWLTGLHGQRERSVRALDAFYEQMFDLH
DWLTGLQGQRERSVRGLDAFYEQMEFDLH
DPYTVPDDKRTDHIPSTGAYSLVECVH
DEKVRQLERAQRDLDRYTHYHYRYKAH
DEGLREDVRTKASMWVIQAYWTEFYSRH
DLLRDLRLARNGNTLIKSTYVLPDGVTH
DLDLGDVARAKLYFDSVGHYSRPDVLH
DIDLGDIARAKLYFDSVGHYSRPDVLH
DIDLGDIARAKLYFDSVGHYSRPDVLH
DIDLGDIARAKLYFDSVGHYSRPDVLH
DIDLGDIARAKLYFDSVGHYSRPDVLH
DKVMPFQLOQRCLCRKLPWIRYHEVPKGGH
DKVMPFQLOQRCLCRKLPWIRYHEVPKGGH



AT3G44510.
AT3G44510.
AT3G46710.
AT3G47170.
AT3G48410.
AT3G48410.
AT3G49530.
AT3G49530.
AT3G49900.
AT3G50500.
AT3G50500.
AT3G50670.
AT3G51160.
AT3G52540.
AT3G54070.
AT3G54240.
AT3G56990.
AT3G61120.
AT3G61670.
AT3G61670.
AT3G61760.
AT3G61760.
AT3G61760.
AT3G62120.
AT3G62120.
AT3G62120.
AT3G63350.
AT4G02100.
AT4G08450.
AT4G08450.
AT4G09060.
AT4G09060.
AT4G14860.
AT4G18020.
AT4G18020.
AT4G18020.
AT4G18020.
AT4G18020.
AT4G18020.
AT4G18020.
AT4G18020.

o U WN R R R RENDNERENRERERRONDNEREONDNRNDRERERRRRRRRNDRENDNDENRRE P2 S
~ o

R I S R N e = e T e e = = T = T e S e S S e R S e T e e e e e e T o T S e e e e S S S S E S S

156
156
110
308
326
368
11
11
234
221
228
337
91
56
205
299
562
80
283
283
263
263
263
144
144
131
110
392
1141
1141

128
359
359
359
359
359
359
359
359

184
184
137
334
354
396
38
38
260
247
254
362
118
84
232
327
589
106
310
310
290
290
290
170
170
157
137
419
1167
1167
33
33
154
385
385
385
385
385
385
385
385

DKVMPFQLORCLCRKLPWIRYHEVPKGGH
DKVMPFQLOQRCLCRKLPWIRYHEVPKGGH
DDIKTLKRRTLDVTRKLEMYGIGNFNEH
DLVISVSIRSSIEPPLPEGYYGNAFTH
DKEFVPVKLOQRYVASKLPWIRYHEISGSGH
DKEFVPVKLQRYVASKLPWIRYHEISGSGH
DSLPVGLRFRPTDEELIRYYLRRKINGH
DSLPVGLRFRPTDEELIRYYLRRKINGH
DAVOQORFPRHDLLYRIVDAYVKVKREH
DPOEPRDYRKTIQRILSVTYSIPEDLH
DPOEPRDYRKTIQRILSVTYSIPEDLH
DRTSRDHDRDRSRKKERDYEGGEYEH
DLTDASSLRRWIDVIKPDEVYNLAAQSH
DVYEPEPPPRSESSSPSSSSYSSESSTSH
DVPLWMLERVDLYRKELALYPNSNKALH
DRLVPIQLORITAQKLTWIKYHEIPGAGH
DEADDGDATRPSKKARTPKLYEVKDERH
DTLEDTQGLRQEVTKLKCKYESLLRTH
DPHRFPIHGRGPHPYFSGQYVGNNNNGH
DPHRFPIHGRGPHPYFSGQYVGNNNNGH
DYFQTSPEYRHLTERMGSEYLGKMLSKH
DYFQTSPEYRHLTERMGSEYLGKMLSKH
DYFOQTSPEYRHLTERMGSEYLGKMLSKH
DLEVPIATRPTSETVMYPYYSKWIRGH
DLEVPIATRPTSETVMYPYYSKWIRGH
DLEVPIATRPTSETVMYPYYSKWIRGH
DLLKSIKRRTSSSSPPSLNYSQSQPEAH
DYYALMGIRRDCSRSELDRAYLLLNLKH
DYSEDYEDRDTSDLGNETDYSEEYEDH
DYSEDYEDRDTSDLGNETDYSEEYEDH
DSDEAETKSRTNLSQEVEEYIKDTIDH
DSDEAETKSRTNLSQEVEEYIKDTIDH
DLTRDVVADREYLHELLFCYLYLNPKH
DHNHRWIQSRENHRPNORNYNVEFQQQOH
DHNHRWIQSRENHRPNORNYNVEFQQQOH
DHNHRWIQSRENHRPNORNYNVEFQQQOH
DHNHRWIQSRENHRPNQORNYNVEFQQQOH
DHNHRWIQSRENHRPNORNYNVEFQQQOH
DHNHRWIQSRENHRPNORNYNVEFQQQOH
DHNHRWIQSRENHRPNORNYNVEFQQQOH
DHNHRWIQSRENHRPNORNYNVEFQQQOH



AT4G18020.
AT4G18020.
AT4G18020.
AT4G18130.
AT4G19220.
AT4G19420.
AT4G19420.
AT4G19420.
AT4G19420.
AT4G21410.
AT4G21410.
AT4G22680.
AT4G27010.
AT4G27010.
AT4G27920.
AT4G28480.
AT4G28480.
AT4G28990.
AT4G30870.
AT4G31580.
AT4G31580.
AT4G32180.
AT4G32180.
AT4G32180.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
AT4G32850.
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DHNHRWIQSRENHRPNORNYNVEFQQQOH
DHNHRWIQSRENHRPNORNYNVEFQQQOH
DHNHRWIQSRENHRPNORNYNVEFQQQOH
DTVVEDVQRLTGYDRVMVYQFHEDDH
DSLRHSISRWNSPSGYCSNYYFEFSKRKH
DAGFFLNTRDVSGVQYIKTYFEDVVTLH
DAGFFLNTRDVSGVQYIKTYFEDVVTLH
DAGFFLNTRDVSGVQYIKTYFEDVVTLH
DAGFFLNTRDVSGVQYIKTYFEDVVTLH
DSGOTMTHREFTSRIAGTYGYMAPEYAMH
DSGOTMTHREFTSRIAGTYGYMAPEYAMH
DFPIWSPERINDEKMFLDYCQDFGVH
DLITHCINRASITRAKILFYLVESSPLH
DLITHCINRASITRAKILFYLVESSPLH
DNEHILGIRIVGGDHRLKNYSSTISLH
DYYKVLQVDRSANDDDLKKAYRKLAMKWH
DYYKVLQVDRSANDDDLKKAYRKLAMKWH
DYEPGEVSRDRPSENRSDRYKGDNGGH
DNRYRDOKLRLOQRSGFKKLIYILEGDPNH
DRGGGGGGRGGRGGSDLKCYECGETGH
DRGGGGGGRGGRGGSDLKCYECGETGH
DKRKRTIKERLGITNGNLRSYPVLGGRLH
DKRKRTIKERLGITNGNLRSYPVLGGRLH
DKRKRTIKERLGITNGNLRSYPVLGGRLH
DVEFVSHVRRROLPPFVEPNGYRRPROSRH
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DVEFVSHVRRROLPPFVEFPNGYRRPROSRH
DVEFVSHVRRROLPPFVEFPNGYRRPROSRH
DVEFVSHVRRROLPPFVEPNGYRRPROSRH
DVEFVSHVRRROLPPEFVEFPNGYRRPROSRH
DVEFVSHVRRROLPPFVEPNGYRRPROSRH
DVEFVSHVRRROLPPFVEFPNGYRRPROSRH
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AT4G33950.
AT4G33950.
AT4G34370.
AT4G34370.
AT4G36280.
AT4G36350.
AT4G36690.
AT4G36690.
AT4G36690.
AT4G37720.
AT5G01390.
AT5G01390.
AT5G01390.
AT5G01390.
AT5G01490.
AT5G01490.
AT5G03160.
AT5G03430.
AT5G04810.
AT5G04810.
AT5G05490.
AT5G05490.
AT5G08590.
AT5G08590.
AT5G10630.
AT5G10630.
AT5G10630.
AT5G10630.
AT5G10630.
AT5G13620.
AT5G14430.
AT5G14430.
AT5G14950.
AT5G16740.
AT5G17260.
AT5G17370.
AT5G17370.
AT5G17880.
AT5G17880.
AT5G17980.
AT5G19060.
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DPEEPKNFRKTIHRILNVQYATPDYVH
DPEEPKNFRKTIHRILNVQYATPDYVH
DDKEKQMERAKRDLNRYTHYHHRYKAH
DDKEKQMERAKRDLNRYTHYHHRYKAH
DFERSSLEQRLEARLKKIVYSYWYSHCH
DGDVKPKKKRGHASTSSYREFYDYTSGFLH
DHSRERGERRERGGRDDDDYRRSRDRDH
DHSRERGERRERGGRDDDDYRRSRDRDH
DHSRERGERRERGGRDDDDYRRSRDRDH
DDEDCLVRRTLTAHLDYIYTHKNNHH
DFYKVLEVDRSANDDELKKAYRKLAMKWH
DFYKVLEVDRSANDDELKKAYRKLAMKWH
DFYKVLEVDRSANDDELKKAYRKLAMKWH
DFYKVLEVDRSANDDELKKAYRKLAMKWH
DGSDVVVLSRASSEVMLIAYLAFLIFH
DGSDVVVLSRASSEVMLIAYLAFLIFH
DWYKILGISRTASISEIKKAYKKLALQWH
DSVSEEVDROQRSTSDMVEIYGGVGPLH
DYWFDEAKRIHKTLNASIYGKIIYAH
DYWFDEAKRIHKTLNASIYGKIIYAH
DRPOQPAKKRARKTATSAMDYEQTITAGH
DRPOQPAKKRARKTATSAMDYEQTITAGH
DPNDPKNFRKTIQRIMAVQYKIPDYVH
DPNDPKNFRKTIQRIMAVQYKIPDYVH
DESAEERERGITMTVAVAYEFNSKRHH
DESAEERERGITMTVAVAYEFNSKRHH
DESAEERERGITMTVAVAYEFNSKRHH
DESAEERERGITMTVAVAYEFNSKRHH
DESAEERERGITMTVAVAYEFNSKRHH
DEQAREDDRTVFLTFSRGYPLSEAEVH
DGILLLELDRLLRPGGYEVYSSPEAYAH
DGILLLELDRLLRPGGYEVYSSPEAYAH
DSSQPREGRVSISPMEIRAYKLELRPH
DDGKIPVLRLENIPTVSGIYLESFEFGGH
DRRVSWRDRATIGTKKTLVYYRGRAPH
DGTIKLYDQRMVKRGVGVQTYEGHVNSH
DGTIKLYDQRMVKRGVGVQTYEGHVNSH
DITRKWCEFYRHAFAMMRDLRYLKIYSTH
DITRKWCEFYRHAFAMMRDLRYLKIYSTH
DEKRGNRSRVHIRLCEFDGGYHVMDEAAH
DLSGENWKSRPPVKDLGNGTYSLSLQIH
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AT5G19400.
AT5G19400.
AT5G19400.
AT5G19400.
AT5G19400.
AT5G19520.
AT5G19520.
AT5G20710.
AT5G22460.
AT5G22460.
AT5G22460.
AT5G23240.
AT5G25150.
AT5G25150.
AT5G25220.
AT5G25220.
AT5G25360.
AT5G25530.
AT5G25530.
AT5G26190.
AT5G37370.
AT5G37370.
AT5G37370.
AT5G37370.
AT5G37370.
AT5G37370.
AT5G37500.
AT5G39230.
AT5G42390.
AT5G43850.
AT5G47650.
AT5G47650.
AT5G47650.
AT5G47650.
AT5G47650.
AT5G53160.
AT5G54530.
AT5G55100.
AT5G55100.
AT5G55100.
AT5G55100.
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DGYQAQSSRGVGLNSSLNYATSGKPEH
DGYQAQSSRGVGLNSSLNYATSGKPEH
DGYQAQSSRGVGLNSSLNYATSGKPEH
DGYQAQSSRGVGLNSSLNYATSGKPEH
DGYQAQSSRGVGLNSSLNYATSGKPEH
DADTGKITRKTFTEWVVNVYTSRKTIGH
DADTGKITRKTFTEWVVNVYTSRKTIGH
DAGLYSVLRIGPYVCAEWNYGGEFPVWLH
DRITPYEINRYISEKLPWIKYHEVLGYGH
DRITPYEINRYISEKLPWIKYHEVLGYGH
DRITIPYEINRYISEKLPWIKYHEVLGYGH
DLYDLLGIDRSSDKSQIKSAYRALQKRCH
DLYKHELLRVMYPVFIHCYMDLVGKGH
DLYKHELLRVMYPVFIHCYMDLVGKGH
DGVVSWONARHKAEILSHPLYEQLLSAH
DGVVSWONARHKAEILSHPLYEQLLSAH
DKFCYLNCRLCEFRTYCLWIYIYGCCLH
DYYDILKVNRNATEDDLKKSYRKLAMKWH
DYYDILKVNRNATEDDLKKSYRKLAMKWH
DVLIRDENQRCYACVLPFYYDACYICTH
DYGNDRRSRRDYDSRSRRNDYEDDRSRH
DYGNDRRSRRDYDSRSRRNDYEDDRSRH
DYGNDRRSRRDYDSRSRRNDYEDDRSRH
DYGNDRRSRRDYDSRSRRNDYEDDRSRH
DYGNDRRSRRDYDSRSRRNDYEDDRSRH
DYGNDRRSRRDYDSRSRRNDYEDDRSRH
DEFYQLKSLIRSGADPNKTDYDGRSPLH
DKASSISEFRVSSPSCCSHYALLEVEVH
DRAKRTLLMRHEAELKSNAYWLNLLAH
DASNY IKLMRLEFVGEPVWTPYNRPQEEH
DYEGFTPLRVSAPDQOGNLYYNTRDLH
DYEGFTPLRVSAPDQOGNLYYNTRDLH
DYEGFTPLRVSAPDQOGNLYYNTRDLH
DYEGFTPLRVSAPDQOGNLYYNTRDLH
DYEGFTPLRVSAPDQOGNLYYNTRDLH
DNEHILSIRIVGGDHRLKNYSSIISLH
DSYILHNDGRLEVFLAAPCYAKFETNVH
DNEGEHRHRSSKHSKDVDYSKDKRSH
DNEGEHRHRSSKHSKDVDYSKDKRSH
DNEGEHRHRSSKHSKDVDYSKDKRSH
DNEGEHRHRSSKHSKDVDYSKDKRSH
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AT5G55100.
AT5G55100.
AT5G55100.
AT5G55100.
AT5G55100.
AT5G55100.
AT5G55100.
AT5G55100.
AT5G63650.
AT5G66280.
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DNEGEHRHRSSKHSKDVDYSKDKRSH
DNEGEHRHRSSKHSKDVDYSKDKRSH
DNEGEHRHRSSKHSKDVDYSKDKRSH
DNEGEHRHRSSKHSKDVDYSKDKRSH
DNEGEHRHRSSKHSKDVDYSKDKRSH
DNEGEHRHRSSKHSKDVDYSKDKRSH
DNEGEHRHRSSKHSKDVDYSKDKRSH

DPDDPRNFRKTIQRIMAVQYKIPDYVH
DLSDASSLRRWLDVIKPDEVYNLAAQSH
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Summary of the GO analysis:

G0O:0043631 RNA polyadenylation 13 22
7.6e-21 3.9e-18

GO:0031123 RNA 3'-end processing 13 27
6e-20 1.6e-17

GO:0006396 RNA processing 23 453
9.6e-15 1.7e-12

GO:0016070 RNA metabolic process 36 1657
1.5e-11 2e-09

GO:0006457 protein folding 15 275
1.%9e-10 2e-08

GO:0006807 nitrogen comp. metab. process 51 3826
1.7e-08 1.5e-06

GO:0006139 nucleobase metabolic proc. 44 3198
8.7e-08 6.4e-06

G0:0044260 cellular macromol. metab. process 69 6447
1.7e-07 1.1e-05

G0O:0009987 cellular process 102 11684
1.3e-06 7.3e-05

GO:0043170 macromolecule metabolic process 71 7127
1.6e-06 8.4e-05

G0O:0009737 response to ABA stimulus 8 220
0.002 0.034

The numbers in “red” are the FDRs.

GO:0009737

AT1G12420.1 ACR8, ACT DOMAIN REPEAT 8 ACR8 mRNA are
increased by ABA & NaCl

AT4G21410.1 cysteine-rich RLK (RECEPTOR-1like protein kinase) 29

AT3G50500.1 SNRK2.2

AT3G02850.1 SKOR

AT5G37500.1 GORK

AT4G33950.1 OSTl-open stomata 1, SnRK2.6, calcium-indep.
ABA-activated protein kinase

AT4G33950.2 OST1 - SnRK2.6

AT3G14050.1 AT-RSH2, ATRSH2, maintenance of the (p)ppGp
level in plastids

GO:0000398 nuclear mRNA splicing, via spliceosome
3.4e-06 0.00016

AT3G50670.1 U1SNRNP

AT4G36690.1 Splicing fac. like prot. expressed in pollen

AT4G36690.3

AT4G36690.2

AT4G31580.1 RSZ22 - Serine/arginine-rich splicing factor
RSZ22 ... i1s an RBP

AT4G31580.2
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H. sapiens proteins retrieved with the Motif I - D.{7,8}R.{3,4}D.{5,6}Y.{6,7}H

Swiss—-Prot Identifiers:

060504
060575
094875
P12318
P25685
P31994
P49888
P59910
Q07890
Q14C86
016394
Q7RTN6
Q8N5S9
Q8WXX5
092839
Q9H4B6
Q9HACS
QIONXW2
QIONYQ8

Q9UKJ3
Q9Y2K2

Note that the following of the above proteins are associated with immune defense or
tumorigenesis:

P12318

>sp/P12318|[FCG2A_HUMAN Low affinity immunoglobulin gamma Fc region receptor II-a
OS=Homo sapiens (Human) OX=9606 GN=FCGR2A PE=1 SV=4

P31994

>sp/P31994|[FCG2B_HUMAN Low affinity immunoglobulin gamma Fc region receptor 11-b
OS=Homo sapiens (Human) OX=9606 GN=FCGR2B PE=1 SV=2

Q07890

>sp|Q07890|SOS2_HUMAN Son of sevenless homolog 2 OS=Homo sapiens (Human)
0X=9606 GN=SOS2 PE=1 SV=2

Q16394

>sp|Q16394|EXT1_HUMAN Exostosin-1 OS=Homo sapiens (Human) OX=9606
GN=EXT1 PE=1 SV=2 tumor suppressor protein
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