Figure 4-figure supplement 2

o9

p-UBR5

a) Downregulated phospho-sites Upregulated phospho-sites
peptide Fold change| Ppeptide Fold change peptide Fold change| Ppeptide Fold change
/log, /log, /log, /log,
CHD12 5144 633 LGALSL $4 9.05 TACC1 S689 Y695 4.88 LGALSL $4 6.49
MAP1B S2271 366 RNASE9 S53 154 73 CDH12 S144 416 STATA Y693 574
ZNF280C S183 T185 316 AHNAK S41 T38 4.00 MAP1B S2271 401 MYQO9B 51261 4.34
ADGRF2 Te01 Y588 311 BAD S25 3.99 ZNF280C S183 T185 3.42 ANKRD36C T828 4.30
ZC2HC1A S223 239 CLK3 S157 3.74 ADGFR2 T601 Y588 337 CDCA7LS261 3.54
BOLA1 S81 230 STAT4 Y693 3.67 ZC2HC1A S223 22.46 STAT3 Y705 3.40
GTF21S103 5 55| DCP1B 5283 347 BOLAT S81 44| NELFAS233 592
TACC1 S689 Y695 217 STAT3 Y705 281 WRNIP1 S151 22.40 PPM1G T122 2.90
SCAF11 S776 2.08 STAT1Y701 263 FAMA7E T158 Y161 217 BAD S25 284
ABCC1 5915 1.97 STATSA/B Y694/Y699 218 SCAF11 S776 215 NDRG1 S336 2.79
WRNIP1 S151 -1.95 PTPN11 Y546 1.93 ABCC1 S915 207 STAT1Y701 269
SEC23IP S737 1.9, BADS134 184 NUDT19 S4 197] SUGP2S573 > 18
RBM15B S109 181 ARL6IP4 S239 1.78 GTF21S103 185 PRR12 S44 1.98
MECP2 525 165/ UBR5 S1549 177 ZC3H3 5408 169 STAT35727 197
PSMD11 S14 163 PIEZO1 S1646 1.70 SEC23IP S737 164 PTPN11 Y546 1.73
OSPBL8 S68 -1.40 PPM1G T122 1.69 PSMD11 S14 -1.60 RCHY1 S257 1.72
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