Supplementary Table S4 Signaling pathways and identified proteins involved

)

Protein (SSP)” P adj.” P-value  Cluster’

Pathway Category:ld”

Metabolism of amino acids Reactome:13 Dihydrolipoyl dehydrogenase (66) 0.0788 0.027 4,15
mMASspAT (129)
PA28 o (177)
PA28 B (174)
proteasome subunit a3 (181)
26S proteasome non-ATPase 14 (155)

Cell Cycle Checkpoints Reactome:1538 DNA replication licensing factor MCM7 (6, 19) 0.077 0.0293 4,15
PA28 o (177)
PA28 B (174)
proteasome subunit a3 (181)
26S proteasome non-ATPase 14 (155)

FAS signaling pathway ( CD95 ) BioCarta:fasPathway Lamin-B1 (41) 0.0118 0.0026 2R
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PAK-2 (57)
Rho GDI 2 (206)

Integration of energy metabolism Reactome:1505 a-Enolase (103) 0.0425 0.0035 7R
citrate synthase (118)
fatty acid synthase (96)
fructose.bisphosphate aldolase A (134)
Mdh2 (152)
phosphoglycerate mutase 1 (184)

Glyoxylate and dicarboxylate KEGG:hsa630 Citrate synthase (118) 0.0518 0.0059 10R
metabolism Mdh2 (152)

a) Cluster numbers referring to those in Figures 3 and 4. Ramos corresponds to entire Ramos data set (all proteins in Fig. 4).

b) Category referring to signaling pathway and the identification code in the pathway.
c) Sample spot number (SSP) referring to those in Figure 2 and Table S2.

d) P-value adjusted by the Benjamini multiple test adjustment.



