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Figure S1 KEGG enrichment analysis of the DPPs in the CDRV/Control
comparison.
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Figure S2 KEGG enrichment analysis of the DPPs in the NDRV/Control
comparison.



-log10(Fisher exact test p value)

0 0.5 1 15 2 25 3 35
contractile fiber part | 3.31
s myofibril | I 3.12
§_ U12-type spliceosomal complex | 3
€ contractile fiber |1 2,37
o Aband I 2 24
£ cell periphery | .12
8 septin complex ]_ 2.03
lysosomalmembrane | 2.02
G-quadruplex RNA binding | I .52
s aminopeptidase activity | 2.52
8 anion binding | 2,07
@ phosphotyrosine binding | I 207
= protein kinase C activity |G 1 56
8 exopeptidase activity ]_ 1.86
s ribosome binding | 1 86
phosphatase regulatoractivity ]_ 1.82
posttranscriptional regulation of gene expression ]— 2.93
negative regulation of cell activation | 2 84
regulation of cellular amide metabolic process | 266
negative regulation of cell-cell adhesion ]_ 2.27
8 regulation of lipid biosynthetic process | 2 25
8 negative regulation of cell adhesion | 017
o negative regulation of leukocyte proliferation
g negative regulation of leukocyte activation
€ negative regulation of adaptive immune response
o sensory perception of sound

negative regulation of protein metabolic process
blood coagulation

negative regulation of response to wounding
endosome to lysosome transport

HH|||
-
#A\‘:!_‘
o

©

i

©

BN

o

AN

i

w

Figure S3 KEGG enrichment analysis of the DPPs in the NDRV/CDRV
comparison.



