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Summary Data-
HCT116- 0.5-hr S-FAUMP/LV
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SILAC Quantitative Data-
HCT116- 0.5-hr 5-FAUMP/LV
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A CDK1 Substrate Group Heatmap (m=60)
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Log, (Fold Change) Data
Protein Description Phosphosite E».C;:;S HCT116 | HCT116R |HCT116+THY
DNM1L Dynamin-1-like protein S616 1.910 1.868 1.122 -0.236
PRKARIA | cAMP-dependent protein kinase type I-alpha regulatory subunit S83 1.812 2.096 1.267 0.343
SAMHD1 SAM And HD Domain Containing Deoxynucleoside Triphosphate T592 1.712 1.922 1.234 -0.249
EFHD2 EF-hand domain-containing protein D2 S74 1.334 1.125 0.568 -1.204
PGK1 Phosphoglycerate kinase 1 S203 1.256 1.159 0.148 -0.527
MAP4 Microtubule-associated protein 4 5787 1.176 1.405 0.737 -0.949
EIF4G1 Eukaryotic translation initiation factor 4 gamma 1 S1231 1.063 1.267 -0.146 -0.241
LMNA Prelamin-A/C S392 1.009 1.018 0.324 -0.869
KAT7 Histone acetyltransferase KAT7 T88 0.976 1.051 1.642 -0.295
HNRNPH1 Heterogeneous nuclear ribonucleoprotein H S104 0.883 1.044 -0.160 -0.468
PKM Pyruvate kinase PKM S37 0.869 0.888 0.305 -0.730
RANBP2 E3 SUMO-protein ligase RanBP2 S2280 0.833 0.809 0.200 -1.228
SRSF9 Serine/arginine-rich splicing factor 9 S216 0.816 1.038 -0.108 -0.667
EIF4EBP1 Eukaryotic translation initiation factor 4E-binding protein 1 T46 0.807 0.923 2.314 0.543
RPL12 60S ribosomal protein L12 S38 0.691 0.759 0.088 -0.390
PXN Paxillin S85 0.660 0.707 -0.037 -0.935
CDKY7 Cyclin-dependent kinase 7 S164 0.596 0.509 -0.480 -0.969
NPM1 Nucleophosmin S70 0.581 0.447 -0.063 -0.911
MCM2 DNA replication licensing factor MCM2 S41 0.530 0.377 1.092 -1.510
HNRNPK Heterogeneous nuclear ribonucleoprotein K S216 0.425 0.642 -0.476 -0.824
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