Supplemental Table 1. Complete list of tunicamycin-responsive genes

Cluster I
L Tunicamycin treatment .
AGI code Description Cis-elements
Oh 2h Sh 10h
At1g49930 similar to aminoacyl-tRNA synthetase family protein 1.00 094 281 196
At5222800 ﬁ{hﬁilﬁ;gsgl;:{;};ﬁfo DEFECTIVE 1030); ATP binding / alanine- 100 094 249 167
At5g06690 THIOREDOXIN-LIKE 5 1.00  1.50 241 424|AAAATATCT
At2g32130 similar to UNE1 (unfertilized embryo sac 1) 1.00 131 1.76 254
At4g08040 ;Crll: lf;;rirll;(;(tiriscetllrllrzﬁl;notransferase that belongs to ACC synthase 093 131 216 351
At2g40080 EARLY FLOWERING 4, ELF4 1.00 146 215 326
At3g26740 CCL, CCR-LIKE 099 201 337 6.40|AAAATATCT
At2g40670 ARR16 098 142 3.18 557
At2g44840 ATERF13 099 120 179 297
At3g55970 oxidoreductase, 20G-Fe(Il) oxygenase family protein 0.81 1.06 216 491
At5g01380 similar to DNA-binding protein-related 1.00  1.13 201 296
At5g53450 ORG1 (OBP3-RESPONSIVE GENE 1); kinase 1.00  1.07 1.75 2.65|UPRE
At3g17690 ATCNGC19, member of Cyclic nucleotide gated channel family 1.00 099 1.63 256
At5g53240 similar to unknown protein 099 097 148 286
At3g20810 transcription factor jumonji (jmjC) domain-containing protein 0.99 095 1.69 420|AAAATATCT
At2g15490 UDP-glycosyltransferase/ transferase, transferring glycosyl groups 091 077 146 296
At5g26170 ATWRKYS50 1.00  0.67 203 627
Atl1g36180 acetyl-CoA carboxylase 2 (ACC2) 1.00  0.85 2.07 487
At2g40880 * |cysteine proteinase inhibitor homolog 1.00  0.89 3.90 4.08
At4g05380 AAA-type ATPase family protein 095 085 423 346
At5g40010 AAA-type ATPase family protein 1.00 091 7.63 12.95|AAAATATCT
At4g36710 scarecrow transcription factor family protein 1.00  0.87 250 3.11
Atlgl13340 similar to unknown protein 099 075 371 532
At5g05250 similar to unknown protein 094 086 190 242
At3g28210 PMZ 1.00  0.85 430 521
Atlgl4010*  |emp24/gp25L/p24 family protein 1.00 091 233 2.74|AAAATATCT
At5g43860 ATCLH2; Encodes a chlorophyllase, 099 063 399 524
serine/threonine protein kinase, putative; similar to OST1/P44/SNRK2-
At1g78200 [T P P 100 067 396 491
At1g23550 SRO2 (Similar to RCD-One 2) 099 075 2.65 3.38|AAAATATCT
Atlg17960 threonyl-tRNA synthetase, putative 096 047 407 5.11
At3g03640 *  |beta-glucosidase (GLUC) 1.00  0.57 4.68 10.21
At5g03720 AT-HSFA3 1.00 134 349 3.94|UPRE
At1g80110 ATPP2-B11, Identical to F-box protein PP2-B11 098 123 326 374
At5g58710°  |[ROC7 1.00 141 342 427(ERSE, UPRE
Atlg78340 ATGSTU22, glutathione transferase 096 157 635 9.14
At1g42480 similar to Saposin B 1.00 139 345 430
Atlg56340 ¢ [CRT1 099 146 4.07 4.93|ERSE, UPREx2
At5g10695 unknown protein 1.00 129 3.02 3.78|UPRE
At4g24690 ubiquitin-associated (UBA)/TS-N domain-containing protein 1.00  1.19 247 2.56|AAAATATCTx2
At3g23280 zinc finger (C3HC4-type RING finger) family protein 1.00 135 324 327
At2g05630* |ATGSD 1.00 129 279 283
At3g54960 *  |PDI1 1.00 129 391 374
At3g46090 ZAT7; nucleic acid binding 099 1.06 251 337
At5g42900 unknown protein 0.99 1.04 456 7.96/UPRE, AAAATATCTx2
At5g16360 NC domain-containing protein 1.00 1.16 273 3.74
At3g57090 BIGYIN; binding; similar to binding 1.00  1.09 2.09 2.56|AAAATATCT
At3g46080 zinc finger (C2H2 type) family protein; similar to ZAT7 1.00  1.17 351 559




At2g21430 cysteine proteinase A494 1.00 1.14 220 2.54|ERSE
At2g19460 unknown protein 1.00  1.I5 394 5.09
ABg05880 igIZA, Induced by low temperatures, dehydration and salt stress and 100 121 254  320|AAAATATCT
Cluster 11
AGI code Description Tunicamyein treatment Cis-elements
Oh 2h Sh 10h

At5g54860 integral membrane transporter family protein 1.00 255 264 254
At5g35080 *  [unknown protein 1.00 530 5.60 5.27|ERSE
At4g24920 Sec61 gamma 1.00  3.80 4.18 3.68
At1g67960 unknown protein 1.00 338 3.63 3.22|ERSE
At1g72280 ERO1 099 9.66 1336 11.88
At1g09080 *°¢ [BiP3 0.99 77.84 118.37 104.81|ERSEx2
At3g05230 Signal peptidase subunit 1.00 434 512 493
At3g04070 ANANO047 1.00 246 2.85 254
At1g24460 myosin-related 1.00 241 276 242
At3g53670 unknown protein 1.00 337 344 357
At1g42990 AtbZIP60 1.00 7.73 830 883
At4g17420 unknown protein 1.00  2.88 2.83 2.92|ERSE
At4g34630 *° [unknown protein 1.00  7.76 743  8.65
At2g02810 *°¢ [AtUTR1 099 7.76 1030 12.24
At3g03790 RCC1 family protein 1.00 2.12 237 253
At1g27330 ¢ [unknown protein 1.00 428 5.02 547|ERSE
Atlgl4360 AtUTR3 1.00 573 6.93 8.04|ERSE
At1g27350 *°¢ [unknown protein 099 385 502 499|ERSE
At4g29520 unknown protein 1.00 505 6.80 6.80
At1g29310° [Sec61 alpha 099 518 720 6.77|ERSE
At5g42050 unknown protein 1.00 460 6.14 5.75|UPRE
At5g07340 *°¢ [CNX2 1.00 334 452 438
At4g29960 expressed protein 1.00  2.69 3.50 3.38|ERSE
At4g21180 ERdj2B 1.00 2.88 3.89 344
At3g63060 EDL3 (EID1-LIKE 3), F-box protein 1.00 2.86 259 238|AAAATATCT
At5g22290 ANACO089 1.00 828 6.69 5.94|UPRE, AAAATATCT
At2g25460 unknown protein 1.00 10.12 8.61  6.63|ERSE
At5g13100 zgll;;lggv&g;otem, contains domain NADH oxidase/flavin reductase 100 278 250 220
At3g49530 ANAC062 1.00 494 375 350
At3g17000 UBC32 (ubiquitin-conjugating enzyme) 1.00  4.03 396 3.55|UPREx2
At5g64510 ¢ [unknown protein 1.00 31.38 26.77 23.64|UPREx3
At3g55700 UDP-glucosyltransferase family protein 1.00  8.02 7.59 6.82
At4g29330 Derl-like 1.00 2.57 251 241|ERSE
At3g24090 glutamine:fructose-6-phosphate transaminase, putative 1.00 7.79 7.07 6.22|ERSE, UPRE
At3g51980 ¢ [similar to SIL1 1.00  9.64 833 7.65(ERSE
At3g08970 ERdj3A 1.00 28.83 2393 23.14
At5g47420 unknown protein 1.00 478 426 4.27|ERSE
At5g24470 APRRS5 1.00 238 346 229|AAAATATCT
At1g62020 ® coatomer protein complex, subunit alpha, putative, ER-to Golgi 100 284 315 244

transport
At3g51000 epoxide hydrolase, putative 1.00 218 262 2.10
At5g64060 ANACI103 1.00 461 6.61 4.14
At3g15980 coatomer protein complex, subunit beta 2 1.00 505 6.69 4.65
At5g45080 ATPP2-A6 (Phloem protein 2-A6); transmembrane receptor 099 252 235 4.04
At1g29290 expressed protein 1.00 236 225 284
At2g41870 remorin family protein 1.00 448 272 274
At4g05010 F-box family protein 099 933 509 S531|ERSE




At3g53800
Atlgl0630
At3g44340
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At4g21820
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Atlg67970
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Atlg61780
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At4g14420

At1g76690
At4g33980
At5g66880
At5g60100
At1g07050

At5g26340

At5g17760
At2g47470 *°
At1g21750 *°
At3g51400
At2g27690
At3g07680
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Atl1g56330
Atlg52600
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armadillo/beta-catenin repeat family protein
ARF GTPase

Sec23

zinc-ion binding

ARF GTPase

calmodulin-binding family protein

WNKG®, protein kinase

ARF GTPase

putative protein kinase

CLPTMI-like

emp24/gp25L/p24 family protein

MIR domain-containing protein

HsfA8

myb family transcription factor

Sec61 gamma

unknown protein

BI-1

PDI10

phosphatidic acid phosphatase-related
Dnal, putative

Sec61 alpha

postsynaptic protein-related

BiP2

BiP1

CNX1

Sec61 beta

Sec61 beta

SEL-1 protein-related

Photosystem II type I chlorophyll a/b-binding protein
Sec23, putative

PDI9

unknown protein

Protein of unknown function (DUF788)
phosphate-responsive protein, putative, phi-1 like
unknown protein

dehydration-associated protein-related (ERD7)

esion inducing protein-related similar to ORF, able to induce HR-like
lesions

12-oxophytodienoate reductase (OPR2)

unknown protein

a member of SNF1-related protein kinases (SnRK2
APRR3

unknown protein

Encodes a protein with high affinity, hexose-specific/H+ symporter
activity.

AAA-type ATPase family protein (BCS1-like)
PDI11

PDI5

Protein of unknown function DUF241

CYP94C

emp24/gp25L/p24 family protein

DJ-1 family protein

Sarl

Signal peptidase

HSP70-like, containing HDEL
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Atlg77510 ¢ |PDI6 099 416 1190 10.97|ERSE
At3g62600 ERdj3B 1.00 3.13 7.52 8.09(ERSE
At1g09210 *°¢ [CRT2 1.00 298 7.11 7.44(ERSE
At4g24190 *°¢ [GRP94 099 3.72 11.28 11.59|ERSE, UPRE
At2g03120 *  [signal peptide peptidase 1.00  2.00 3.75 3.64
At3g29320 plastidic alpha-glucan phosphorylase 1.00 1.68 2.74 2.57|ERSE
Atl1g30120 putative plastid pyruvate dehydrogenase E1 beta subunit 1.00 1.54 256 2.15|ERSE
At1g56580 ¢ [unknown protein 1.00 279 880 6.99
At2g40340 AP2-EREBP 097 198 8.13 6.14|/UPRE
At2g28720 Histone H2B, putative 1.00 141 2.67 245|UPREx2
At2g02230 ATPP2-B1 (Phloem protein 2-B1) 1.00 136 553 438
At1g78920 *  |vacuolar-pyrophosphatase like protein (AVPL1) 1.00 132 295 252
Atlg01380 myb family transcription factor ETC1 1.00  2.00 848 5.01
Cluster 111
L Tunicamycin treatment .
AGI code Description Cis-elements
Oh 2h 5h 10h
At5g37260 CIR1 1.00  1.02 098 3.14
At4g26530 fructose-bisphosphate aldolase, putative 1.00  0.77 0.63 5.41|AAAATATCTx2
At1g69930 ATGSTU11, glutathione transferase .00 1.18 126 2.63
At5g49360 ATBXL1, a beta-xylosidase located in the extracellular matrix. 1.00 036 150 191
At4g17090 *  |BAM3, beta-amylase 099 050 1.51 265
At1g22500 zinc finger (C3HC4-type RING finger) family protein 1.00 030 1.10 097
Cluster IV
L Tunicamycin treatment .
AGI code Description Cis-elements
Oh 2h Sh 10h
At2g28630* |KCS12 098 377 439 1.61
Atlg56170*  |HapSb 1.00 329 3.02 201
At5g10550 Global transcription factor group E 2 (GTE2) 1.00 253 1.61 1.41|UPRE
At5g65630 Global transcription factor group E 7 (GTE7) 1.00 259 156 1.39
At2g38470* |WRKY33 1.00 355 190 1.77
At3g52450 PLANT U-BOX 22 (PUB22) 1.00 257 139 140
At2g34620 mitochondrial transcription termination factor-related 1.00 288 145 137
At4g18430 Rab GTPase homolog Ale (AtRABAle) 1.00 259 1.13 121
At1g52200 unknown protein 099 284 182 1.07/AAAATATCTx2
Cluster V
L Tunicamycin treatment .
AGI code Description Cis-elements
Oh 2h Sh 10h
At3g14210 epithiospecifier modifier 1 (ESM1) 1.00  0.16 028 0.52
At5g65380 ripening-responsive protein, putative 1.00 026 040 0.61
At3g21690 MATE efflux family protein 1.00 033 044 0.67
At1g34060 alliinase family protein 1.00 031 051 0.64
At4g17340 TONOPLAST INTRINSIC PROTEIN 2;2 (TIP2;2) 099 028 047 0.77|ERSE
At3g14067 subtilase family protein 1.00 022 037 0.73
At3g21670 nitrate transporter (NTP3) 1.00 029 036 0.79
At1g55260 unknown protein 1.00 037 048 0.78
At3g10410 serine carboxypeptidase-like 49 (scpl49) 1.00 037 047 077
At5g45280 pectinacetylesterase, putative 1.00 037 041 0.70
Atlgl17100 SOUL heme-binding family protein 1.00 024 027 0.61
At3g06510 SENSITIVE TO FREEZING 2 (SFR2) 1.00 038 051 097
At2g01320 ABC transporter family protein 1.00 037 0.62 0.80
At5g53860 embryo defective 2737 (emb2737) 1.00 036 0.59 0.81
Atlg70160 *  [unknown protein 1.00 034 059 0.75
At1g30400 MULTIDRUG RESISTANCE-ASSOCIATED PROTEIN 1 (MRP1) 1.00 037 062 077
Atlg72610 GERMIN-LIKE PROTEIN 1 (GLP1) 1.00  0.13 045 070




At1g33600 leucine-rich repeat family protein 1.00 029 0.64 0.69
At4g19410 pectinacetylesterase, putative 1.00 037 047 0.61
At4g38220 aminoacylase, putative 1.00 037 042 0.59
At3g53420 PLASMA MEMBRANE INTRINSIC PROTEIN 2A (PIP2A) 1.00 034 032 043
At1g64900 CYP89A2 1.00 038 041 048
At5g66590 allergen V5/Tpx-1-related family protein 1.00 038 044 0.55
At2g22170 lipid-associated family protein 1.00 026 031 0.40|UPRE
At4g27520 plastocyanin-like domain-containing protein 099 035 052 055
Atlgl15180 MATE efflux family protein 1.00 038 054 0.57
At1g34040 alliinase family protein 1.00 022 039 045
At1g27940 P-GLYCOPROTEIN 13 (PGP13) 1.00 034 052 051
At2g38170 cation exchanger 1 (CAX1) 1.00 036 058 0.58
At2g24280 serine carboxypeptidase S28 family protein 1.00 047 038 0.85
At3g47430 PEX11B 1.00 049 036 093
At3g62410 CP12 DOMAIN-CONTAINING PROTEIN 1 (CP12) 099 069 039 1.6l
At4g28080 unknown protein 1.00  0.68 038 0.71
At1g52400 BETA GLUCOSIDASE 18 (BGLU18) 079 069 029 0.74
Cluster VI

L Tunicamycin treatment .
AGI code Description Cis-elements

Oh 2h Sh 10h

Atl1g14960 major latex protein-related 097 083 029 023
At5gl10180 SULFATE TRANSPORTER 2;1 (SULTR2;1) 098 087 044 039
At5g37970 S-adenosyl-L-methionine:carboxyl methyltransferase family protein 093 079 036 0.32
At5g37990 S-adenosylmethionine-dependent methyltransferase 094 079 029 030
At4g12870 GILT family protein 099 075 031 031
Atlg03130 photosystem I subunit D-2 (PSAD-2) 1.00  0.81 037 0.38
At554270 ifgg;;l?RVESTING CHLOROPHYLL B-BINDING PROTEIN 3 100 082 040 039
At3g08770 LIPID TRANSFER PROTEIN 6 (LTP6) 099 081 047 039
At3g54500 unknown protein 1.00  0.73 0.38 0.30|JUPRE
At5g25190 ;;nlfﬁl’fzr ;ﬁ;ﬂiiﬁf&‘ggﬂfeﬁf&ome factor) subfamily B-6 of 100 074 043 034{AAAATATCT
At1g29920 CHLOROPHYLL A/B-BINDING PROTEIN 2 (CAB2) 1.00 059 023 0.17
Atlg07180 ALTERNATIVE NAD(P)H DEHYDROGENASE 1 (NDA1) 1.00 067 033 0.29
Atlg20160 ATSBTS5.2 .00 0.57 023 0.26
At2g31380 SALT TOLERANCE HOMOLOGUE (STH) .00 0.66 041 0.38
Atlg01060 © |LATE ELONGATED HYPOCOTYL (LHY) 1.00 049 0.18 0.17
At2g38530 % |LIPID TRANSFER PROTEIN 2 (LTP2) 1.00 051 026 025
At5g51720 unknown protein 099 1.07 050 031
At3g01060 unknown protein 1.00 095 046 0.27
At3g54260 unknown protein 1.00 093 054 038
At3g12320 unknown protein 1.00 091 048 0.34|ERSE-II
At2g37460 nodulin MtN21 family protein 1.00 090 041 031
At2g46830 CIRCADIAN CLOCK ASSOCIATED 1 (CCA1) 1.00 1.00 030 021
At5g20830 SUCROSE SYNTHASE 1 (SUSI) 1.00 077 039 0.26
Atlg73870 zinc finger (B-box type) family protein 1.00 138 049 037
At5g51460 ATTPPA 1.00 071 057 038
Atlg73600 phosphoethanolamine N-methyltransferase 099 063 052 033
At3g16670 unknown protein 1.00 069 047 034
At2g43610 glycoside hydrolase family 19 protein 1.00 035 0.16 0.09
At1g05660 polygalacturonase, putative 099 087 062 036
At4g26010 peroxidase, putative 1.00  0.71 0.57 0.28
At3g47500 CYCLING DOF FACTOR 3 (CDF3) 1.00 073 056 031
At4g35880 aspartyl protease family protein 1.00  0.84 0.87 037
At2g39430 disease resistance-responsive protein-related 1.00  0.71 0.72 0.33




At5g42200
At2g43620
At1g54000 *
At3g27170
Atl1g05250
At5g10430
Atlg62710
At1g23205
At5g60950
At2g25510 °
At4g21960
Atlg64500
Atl1g54010
At2g38380
At2g38390

zinc finger (C3HC4-type RING finger) family protein
chitinase, putative

myrosinase-associated protein, putative

CHLORIDE CHANNEL B (CLC-B)

peroxidase, putative

ARABINOGALACTAN PROTEIN 4 (AGP4)

BETA VACUOLAR PROCESSING ENZYME (BETA-VPE)
invertase/pectin methylesterase inhibitor family protein
COBRA-LIKE PROTEIN 5 PRECURSOR (COBLY5)
unknown protein

PRXRI1

glutaredoxin family protein

myrosinase-associated protein, putative

peroxidase 22 (PER22) (P22) (PRXEA)

peroxidase, putative
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0.18
0.21
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0.32
0.16
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0.23
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0.31
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0.45
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0.42
0.39
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AAAATATCT

AAAATATCT

* Genes reported in Martinez and Chrispeels (2003) Plant Cell 15: 561-76.
® Genes reported in Noh et al. (2003) Gene 311: 81-91.
¢ Genes reported in Kamauchi et al. (2005) FEBS J 272: 3461-76.




