
MS/MS spectrum of HeLa cell derived peptide 
PVKpr+me1GAYR from protein KHDRBS1

Supplementary Figure S3

a.

Corresponding synthetic peptide



b. 

MS/MS spectrum of K562 cell derived peptide 
Kpr+me1GGPDDR from protein EIF4H

Corresponding synthetic peptide



c. 

MS/MS spectrum of K562 cell derived peptide 
LKpr LGVKpr+me1DAR from protein POLDIP3

Corresponding synthetic peptide



d. 

MS/MS spectrum of SW620 cell derived 
peptide Kpr+me1LAEQFPR from protein BTF3L4

Corresponding synthetic peptide



e. 

MS/MS spectrum of K562 cell  derived
peptide IKpr+me1GKprVQDAR from protein 
POLDIP3

Corresponding synthetic peptide



f.

MS/MS spectrum of K562 cell  derived peptide 
LANTQGKpr+me1KprAKprR from protein CDC5L

Corresponding synthetic peptide



g. 

MS/MS spectrum of K562 cell  derived peptide 
YIGIVKpr+me1 QAGLER from protein HNRNPF

Corresponding synthetic peptide



h. 

MS/MS spectrum of K562 cell  derived peptide 
INTLFQKpr+me1 DR from protein PRPF8

Corresponding synthetic peptide



i. 

MS/MS spectrum of K562 cell derived peptide 
FLIKpr+me1 APEGPPR from protein UTP14A

Corresponding synthetic peptide



MS/MS spectrum of K562 cell derived peptide 
GKpr+me1 QGGKprAR from protein H2A

Corresponding synthetic peptide

j. 



Biological Processes

Supplementary Figure S4
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Supplementary Figure S5
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Supplementary Figure S6
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Cluster 1 (Cluster score = 15)

nodes = 15 , edges = 105

Cluster 2 (Cluster score = 8.96)

nodes = 28 , edges = 121

b c

Cluster 3 (Cluster score = 5.33)

nodes = 7 , edges = 16

d
RNA splicing Ribosome Cell cycle



Supplementary Figure S7
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