
RPLP0P6 pS307 94
EPB41L3 pT469 476
SYNM pS1049 44
NUCKS1 pS19 274
TEX29 pY3 115
AHNAK pT218 21
TMPO pT160 375
PDS5B pS1358 100
AHNAK pS5752 9
AHNAK pS212pS216 22
SEC62 pT375 230
PHIP pS1783 255
ARID1A pS696 477
TP53BP1 pS380 180
DNAJC5 pS8 202
DNAJC5 pS10 212
TNKS1BP1 pS1620pS1621 334
SNRNP200 pS225 514
PGRMC1 pS181 96
PGRMC1 pY180 101
RPLP2 pS105 213
PGRMC1 pS57 32
PGRMC1 pS54 51
EPB41L3 pS962 318
TMX1 pS247 435
NES pS768 849
DPYSL2 pT509 1280
ANKS1A pS663 1379
ZYX pS344 1297
AHNAK pS135 1325
CTNNA1 pS641 59
SMAP pS17 227
SMAP pS15 228
NDRG2 pS332 1418
SRRM2 pS317 912
SRRM2 pT318 911
SRRM2 pS322 928
SRRM2 pS323 929
AHNAK pS5749pS5752 427
SRRM1 pS260 778
VIM pY61 1240
VIM pS56 1241
VIM pS55 1243
RSL1D1 pT358 1132
NGFR pS416 1159
NGFR pS419 1172
NGFR pS421 1174
DAB2 pS401 1008
CTTN pS418 1215
CTTN pS417 1245
DYNC1LI1 pT515 1367
DYNC1LI1 pS516 1369
ITGA5 pS126 1404
ITGA5 pS128 1409
ITGA5 pS127 1410
ITPR1 pT1420pT1443 1414
CDK3 pT14pY15 1313
UBAP2L pS458 1441
GFPT1 pS261 1406
HNRNPK pT118 1300
HNRNPK pS116 1302
EIF5B pS214 1328
FAM129B pS692pS696 1399
EIF4EBP1 pT36pS44 1387
EIF4EBP1 pT37pT41 1390
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Titz et al. Supplementary Figure S8

Clustering of phosphorylation site abundance matrix supports distinct signaling state of 
persistent cells. (A) Clustered phosphorylation site abundance matrix for parental (P) and short-
term persistent (S) M229,   M238, and M249 melanoma cells. Quantile normalized data was log-
transformed and filtered for a Bonferroni-corrected ANOVA p-value less than 0.1 (grouped by 
samples). Complete linkage clustering of centered and scaled data by row with correlation based 
distance metric. (B) Clustering of the pair-wise Pearson correlation matrix. Quantile normalized 
data was log transformed, filtered for a Bonferroni-corrected ANOVA p-value less than 0.1 
(grouped by samples) and centered before calculation of Pearson correlation coefficients. 
Correlation coefficients were complete linkage clustered with Euclidean distance metric.


