Supplementary Table S3. Motif enrichment results for ChlP-Seq peaks

(A) HOMER de novo Motif Results — TRIB3 peaks (bortezomib treated)

Total target sequences = 7635
Total background sequences = 42011

[0) 0]
Rank Motif P-value o of 6 of Best Match/Details (Match Score)
Targets |Background
Chop(bZIP)/MEF-Chop-ChlP-Seq(GSE35681)/Homer(0.98)
1 |2ZATTSCATCAL|1e-3283 [53.01% |4.37% Atf4(bZIP)/MEF-Atf4-ChlP-Seq(GSE35681)/Homer(0.98)
ATF4/MA0833.1/Jaspar(0.92)
2 22EEATCACTCA [1e-508  [29.23%  [9.57% BATF(bZIP)/Th17-BATF-ChIP-Seq(GSE39756)/Homer(0.976)
3 TCAACTITCS2C 1e-162  |14.98% 16.21% HNF4G/MA0484.1/Jaspar(0.959)
C AC
4 STCITTACES [1e-154  142.38%  [28.17% FOXP1/MA0481.2/Jaspar(0.907)
5  TSACCTTGASCI 1e-99  |14.26%  [7.22% Nr5a2/MA0505.1/Jaspar(0.949)
6  |[GTTTCAGTTACC|1e-96  [1.35%  10.06% ISRE(IRF)/ThioMac-LPS-Expression(GSE23622)/Homer(0.753)
7 A%A',[chg 1e-93  [20.41% (12.10% TEAD1(TEAD)/HepG2-TEAD1-ChIP-Seq(Encode)/Homer(0.793)
8  |GATAGCCTCCAC|1e-77 [1.32%  [0.09% ZNF416(Zf)/HEK293-ZNF416.GFP-ChIP-Seq(GSE58341)/Homer(0.591)
o |ATTTCTGGAATT [le-76 [1.36%  10.10% TEAD3(TEA)/HepG2-TEAD3-ChIP-Seq(Encode)/Homer(0.688)
10  [GITATCACATE: [1e-74  0.71%  [0.01% Pax7(Paired, Homeobox),long/Myoblast-Pax7-ChIP-Seq(GSE25064)/Homer(0.692)
11 AACTTATCAATT 1e-64  10.67%  [0.02% PB0068.1_Sox1_1/Jaspar(0.649)
12 |[TACTCACAAS G |1e-61  [156%  0.21% STAT5(Stat)/mCD4+-Stat5-ChIP-Seq(GSE12346)/Homer(0.714)
13 AATCACLACATC|1e-56  (0.58%  (0.01% PB0098.1_Zfp410_1/Jaspar(0.586)
14 AAAATATTAAAT 1e-54  11.24%  (0.14% Arid3a/MA0151.1/Jaspar(0.673)
15  ACTTCAACACAA 1e-53  10.45%  (0.01% Oct4:Sox17(POU,Homeobox,HMG)/F9-Sox17-ChIP-Seq(GSE44553)/Homer(0.661)




(B) HOMER de novo Motif Results — TRIB3 peaks (untreated)

Total target sequences = 487
Total background sequences = 48823
* - possible false positive (HOMER warning)

Rank Motif P-value % of Targets % of Background Best Match/Details (Match Score)
Atf4(bZIP)/MEF-Atf4-ChIP-Seq(GSE35681)/Homer(0.95)

1 ZTTCCATCAS 1e-329 61.19% 2.71% Chop(bZIP)/MEF-Chop-ChIP-Seq(GSE35681)/Homer(0.95)
ATF4/MA0833.1/Jaspar(0.88)

2 |GACCTTTCACCT [1e-21  139.01% 19.91% Nr2f6/MA0677.1/Jaspar(0.924)

3 |LZAAACAAAATG |1e-17  16.98% 0.96% PB0123.1_FoxI1_2/Jaspar(0.620)

4 GGECCATTAITA [1e-17  |6.78% 0.94% Nanog(Homeobox)/mES-Nanog-ChIP-Seq(GSE11724)/Homer(0.686)

5  TEATTGCASAAL 1e-16  15.54% 0.61% CEBPA/MA0102.3/Jaspar(0.913)

6 |ATCCCTTTCT fte-15 [3.90% 0.27% Sox2/MA0143.3/Jaspar(0.788)

7 ACCAGATCAAA [1e-15  11.64% 0.01% Tcf7(HMG)/GM12878-TCF7-ChIP-Seq(Encode)/Homer(0.616)

8 |JGAGTCALES [1e-13 [19.71% 8.57% BATF(bZIP)/Th17-BATF-ChIP-Seq(GSE39756)/Homer(0.980)

9  |GCTAACTCACCT |1e-12  |6.78% 1.37% FXR(NR),IR1/Liver-FXR-ChIP-Seq(Chong_et_al.)/Homer(0.794)

10 [GCTAAGTRACTA [1e-12  [3.90% 0.41% Isl1(Homeobox)/Neuron-Isl1-ChIP-Seq(GSE31456)/Homer(0.688)

11* TACAGTAGTCCC 1e-11  [2.05% 0.07% PB0051.1_Osr2_1/Jaspar(0.648)

12+ [ZAZTCTITZC [1e-11  113.76% 5.36% Foxo3(Forkhead)/U20S-Foxo3-ChIP-Seq(E-MTAB-2701)/Homer(0.821)

13* (GATCAAATCATC [1e-11  [1.64% 0.03% Chop(bZIP)/MEF-Chop-ChIP-Seq(GSE35681)/Homer(0.674)

14* CLCTTATCAGAT |1e-11  [1.64% 0.03% PB0109.1_Bbx_2/Jaspar(0.705)

15* |AGCCTTGAAC [e-10 [12.53% 4.92% RAR:RXR(NR),DR5/ES-RAR-ChIP-Seq(GSE56893)/Homer(0.754)




(C) HOMER de novo Motif Results — ATF4 peaks (bortezomib treated)

Total target sequences = 6856
Total background sequences = 42868

Rank|Motif P-value % of Targets|% of Background |Best Match/Details (Match Score)
c Chop(bZIP)/MEF-Chop-ChlP-Seq(GSE35681)/Homer(0.98)

1 |STTACATCAS l1e-5226(76.37% 4.99% Atf4(bZIP)/MEF-Atf4-ChIP-Seq(GSE35681)/Homer(0.97)
ATF4/MA0833.1/Jaspar(0.89)

2 GETCASTCALEX [1e-270 |18.61% 6.15% Atf3(bZIP)/GBM-ATF3-ChIP-Seq(GSE33912)/Homer(0.994)

3 [TTACGCAA|te-267 a2.05% 22.98% CEBPB/MA0466.2/Jaspar(0.924)

4 AACGGATCATTC 1e-153 |1.76% 0.04% JUN(var.2)/MA0489.1/Jaspar(0.668)

5  |GTTTCAGTTACC|1e-98 [1.55% 0.07% ISRE(IRF)/ThioMac-LPS-Expression(GSE23622)/Homer(0.759)

6  |TREEGCATCCT  |1e-88 |5.63% 1.69% FOSL2/MA0478.1/Jaspar(0.672)

7 |ATTTCTGGAATT [1e-83  [1.24% 0.05% TEAD3(TEA)/HepG2-TEAD3-ChIP-Seq(Encode)/Homer(0.700)

8  GESCAAACTSCA 1e-81 |12.62% 6.29% HNF4G/MAO0484.1/Jaspar(0.943)

9  |ATAS CILCACA 1e-77  [1.47% 0.10% ZNF416(Zf)/HEK293-ZNF416.GFP-ChIP-Seq(GSE58341)/Homer(0.627)

10  TACTCACAAZLC [1e-64 11.41% 0.13% STATS5(Stat)/mCD4+-Stat5-ChIP-Seq(GSE12346)/Homer(0.659)

11 TCATAACTTTTA 1e-62 10.80% 0.02% BHLHE23/MA0817.1/Jaspar(0.620)

12 [GTTATCACATCL 1e-60 10.89% 0.04% PB0022.1_Gata5_1/Jaspar(0.701)

13 ATATTAAATCGA [1e-58  11.21% 0.10% Arid3a/MA0151.1/Jaspar(0.672)

14 |ITCATCTCATCS |1e-54 [0.76% 0.03% PH0014.1_Cphx/Jaspar(0.653)

15  ACACAACGCACTG 1e-51  10.73% 0.03% PB0195.1_Zhtb3 2/Jaspar(0.621)




(D) HOMER Known Motif Results — TRIB3 peaks (bortezomib treated)

Total Target Sequences = 7635
Total Background Sequences = 42012

0)
% of Targets é; cc:)li round
Rank|Motif Name P-value [Sequences with S g ith
Motif eqqences wit
Motif
1 Al | $CAICAI AtF4(bZIP)/MEF-Atf4-ChIP-Seq(GSE35681)/Homer 16-3183 (65.72% 9.19%
2 f;l | ‘%CAICAI Chop(bZIP)/MEF-Chop-ChIP-Seq(GSE35681)/Homer  |1e-3132 |60.92% 7.44%
ATCTT CEBP:AP1(bZIP)/ThioMac-CEBPb-ChIP- ] , .
s &2TGAT CAA Seq(GSE21512)/Homer 1e-1940 173.82% 22.78%
4 ETTACLTAAEGESES INFIL3(DZIP)/HepG2-NFIL3-ChIP-Seq(Encode)/Homer  |1e-963  [55.10% 20.43%
5 A| IAIAEAA%‘ HLF(bZIP)/HSC-HLF.Flag-ChIP-Seq(GSE69817)/Homer  [1e-904  (61.93% 26.66%
6 | EEATCASTCALS [Frai(bziP)y/BT549-Fral-ChiP-Seq(GSEA46166)/Homer 1e-550 [36.88% 13.82%
7 [ZZATCACTCALS [Fra2(bzipy/striatum-Fra2-ChiP-Seq(GSE43429)/Homer  [1e-550  (32.94% 11.28%
8 22TCACTCALXS Fosl2(bzIP)/3T3L1-Fosl2-ChiP-Seq(GSES6872)/Homer  [1e-537  [25.63% 7.18%
C JunB(bZIP)/DendriticCells-Junb-Chl1P- i 0 0
d STCASTCAS Seq(GSE36099)/Homer 1e-537  136.02% 13.45%
C
10 AAT ASTCALTS Atf3(bZIP)/GBM-ATF3-ChIP-Seq(GSE33912)/Homer le-511 [39.96% 16.60%
11 A TQAT BATF(bZIP)/Th17-BATF-ChIP-Seq(GSE39756)/Homer  [1e-493  (39.19% 16.37%
12 AT ACTQ AP-l(bZIP)/ThioMac-PU.l-ChIP-Seq(GSE21512)/H0mer 1e-477  |41.64% 18.46%
13 AT ACTCAI%5+Z Jun-APL(bZIP)/K562-cJun-ChIP-Seq(GSE31477)/Homer  |1e-471  [20.39% 5.14%
14 géIIAQéIQA AtF1(bZIP)/K562-ATF1-ChIP-Seq(GSE31477)/Homer 1e-261 [39.20% 21.68%
15 lermTeeuzazeT sy CEBP:CEBP(BZIPYMEF-Chop-ChiP- 16950 |16.49% 5 5106

Seq(GSE35681)/Homer




(E) HOMER Known Motif Results — TRIB3 peaks (untreated)

Total Target Sequences = 487
Total Background Sequences = 48863

% of Targets % of Background
Rank Motif Name P-value |Sequences with Sequences with
Motif Motif
1 él | %CAICAI Chop(bZIP)/MEF-Chop-ChIP-Seq(GSE35681)/Homer 1e-318  [82.14% 9.32%
A T - - - - 0, 0
2 AT | $CAICAC Atf4(bZIP)/MEF-Atf4-ChIP-Seq(GSE35681)/Homer 1e-301  184.80% 11.58%
TT CEBP:AP1(bZIP)/ThioMac-CEBPb-ChIP- ] . ;
3 T,‘ QAA Seq(GSE21512)/Homer le-180  189.12% 20.21%
4 A | [ AI AA? HLF(bZIP)/HSC-HLF Flag-ChIP-Seq(GSE69817)/Homer  [1e-81  [73.31% 30.97%
5 QTTAIAIAAEgggg NFIL3(bZIP)/HepG2-NFIL3-ChIP-Seq(Encode)/Homer 1e-68 61.81% 24.30%
6 |[SAACCICAAACCTCA PPARa(NR),DR1/Liver-Ppara-ChlP-Seq(GSE47954)/Homer [le-14  [50.31% 32.82%
7 BATCASTCALES jun-APL(bzZIP)/KE62-clun-ChiP-Seq(GSE31477)/Homer  |le-14  [16.84% 6.59%
x HNF4a(NR),DR1/HepG2-HNF4a-ChIP- ] . .
8  |XRRAGTECAAAGISCA Seq(GSE25021)/Homer 1le-13 27.72% 14.43%
o ATCACSTCALXS Fosl2(bzIP)/3T3L1-Fosl2-ChiP-Seq(GSES6872)/Homer  |le-13  20.33% 9.24%
. ~rrc1 x [CEBP:CEBP(DZIP)/MEF-Chop-ChiP-
EXAAT - 0 0
10 |[GZAZTCQAAZCEERTCRAAL Seq(GSE35681)/Homer 1le-12 16.22% 6.76%
11 EEESESACATRAEATCISSE \GATA(ZF),IR3/iTreg-Gata3-ChlP-Seq(GSE20898)/Homer  |1e-12 16.63% 7.07%
12 SATCACCTCA atrivozipyse2-ATF1-Chip-Seq(GSE31477)Homer le-12  143.12% 28.09%
CEBP(bZIP)/ThioMac-CEBPb-ChIP- _ . )
13 A] |¢$@§AAQ Seq(GSE21512)/Homer le-ll  14a15% 29.04%
A C JunB(bZIP)/DendriticCells-Junb-ChlP- i 0 0
14 ZATGASTCAL Seq(GSE33090) Homer 1e-10  [28.95% 16.76%
15 xgcT ACTCALS |Fra2(bziPy/striatum-Fra2-ChiP-Seq(GSE43429)/Homer  [1e-10  (25.87% 14.41%




(F) HOMER Known Motif Results — ATF4 peaks (bortezomib treated)

Total Target Sequences = 6856
Total Background Sequences = 42881

% of Targets (% of Background

Rank Motif Name P-value |Sequences Sequences with
with Motif  Motif

1 2| | %CAICAI Chop(bZIP)/MEF-Chop-ChIP-Seq(GSE35681)/Homer 1e-4647  [79.65% 7.63%

2 Al | $CAICAI Atf4(bZIP)/MEF-Atf4-ChIP-Seq(GSE35681)/Homer 1e-4490  183.12% 9.64%

3 IiT ] QAA CEBP:AP1(bZIP)/ThioMac-CEBPb-ChIP-Seq(GSE21512)/Homer  [1e-2676  (86.30% 23.18%

4 ETTACLTAAEGESES INFIL3(bZIP)/HepG2-NFIL3-ChIP-Seq(Encode)/Homer 1e-1304  |65.18% 21.60%

5 A| IAIAEAAQ HLF(bZIP)/HSC-HLF.Flag-ChIP-Seq(GSE69817)/Homer 1e-1279  [72.71% 28.00%

6 AT AQéIQA AtfL(bZIP)/K562-ATF1-ChIP-Seq(GSE31477)/Homer 1e321  42.11% 21.44%

7 [Z2AT ACTCAI% Fra2(bZIP)/Striatum-Fra2-ChIP-Seq(GSE43429)/Homer 1e-281  126.44% 10.86%

8 Iﬁlﬁ LXZ Fosl2(bZIP)/3T3L1-Fosl2-ChiP-Seq(GSE56872)/Homer 1270  [19.59% 6.72%

o |g2 TAEIQAE JUnB(bZIP)/DendriticCells-Junb-ChIP-Seq(GSE36099)/Homer ~ [1e-261  [29.04% 13.11%

10 | EZATCASTCALS [Frai(bz1P)/BT549-Fral-ChiP-Seq(GSE46166)/Homer 1e-259  [29.67% 13.61%

11 [ZATCASTCALZES hun-AP1(6Z1P)/K562-cIun-ChiP-Seq(GSE31477)/Homer 1e-237  [15.26% 4.74%

12 AAT ASTCALTS Atf3(bZIP)/GBM-ATF3-ChIP-Seq(GSE33912)/Homer 1e-236  [32.48% 16.30%

13 A TQAT BATF(bZIP)/Th17-BATF-ChIP-Seq(GSE39756)/Homer 1e-234  [31.94% 15.96%

14 AT ACTC AP-1(bZIP)/Thi0Mac-PU.1-Ch|P-Seq(GSE21512)/Homer 1e-233  [34.32% 17.82%

15 |aszassA ATAXZATCXg GATA(Zf),IR3/iTreg-Gata3-ChIP-Seq(GSE20898)/Homer 16223 [17.81% 6.45%




