S1 Fig.

Pathway diagram of differentially expressed proteins on enriched pathways using DAVID

analysis. The red star indicates the association between pathway proteins and the

differentially expressed proteins we identifed (A) VPA altered the expression of 11 proteins

involved in Alzheimer’s disease. These include ATP5A1, ATP5B, ATP5D, ATP5F1, ATP5],

SDHA, SDHB, UQCRB, UQCRC1, UQCRC2, and UQCRH. (B) VPA altered the expression of

16 proteins involved in Parkinson’s disease. These include ATP5A1, ATP5B, ATP5D, ATP5F1,

ATP5J, SDHA, SDHB, SLC25A6, UBA7, UQCRB, UQCRC1, UQCRC2, UQCRFS1, UQCRH,

VDACI, and VDACS3. (C) VPA altered the expression of 15 proteins involved in oxidative

phosphorylation. These include ATP5A1, ATP5B, ATP5D, ATP5F1, ATP5], ATP5L, ATP6V1G1,

SDHA, SDHB, UQCRB, UQCRC1, UQCRC2, and UQCRH. (D) VPA altered the expression of

10 proteins involved in ubiquitin mediated proteolysis. These include ANAPC4, CDC23,

FBXO2, FBXO4, NEDD4, TRAF6, UBE2D1, UBE2E1, UBE2E3, and UBE2G2. (E) VPA altered

the expression of 10 proteins involved in ribosome biogenesis in eukaryotes. These include

BMS1, DKC1, GNL2, GTPBP4, LSG1, NOP10, RIOK2, TCOF1, WDR36, and

WDR?75. Illustration taken from DAVID website (http://david.abcc.ncifcrf.gov/) and KEGG

database (http://www.kegg jp/kegg/keggl.html). Reprinted with permission from KEGG.
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