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Figure S1.ldentified and differentially expressed proteins in GNPs treated raw 264.7 cells from.
iTRAQ proteomics. (a) Identified proteins and differentially accumulated proteins from iTRAQ
proteomics. Differentially accumulated proteins analysis based on the fold-change >1.5 or <0.667
(P < 0.05); down-regulation proteins with fold-change >1.5 (P < 0.05); up-regulation proteins with
fold-change <0.667 (P < 0.05). (b) A Venn diagram showing the overlap of differentially

Molecular Function

expressed proteins between BSA-GNPs and CTAB-GNPs.
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Figure S2. Gene ontology (GO) classification of differential expressed prote

(a) BSA-GNPs

and (b) CTAB-GNPs. GO classifications of differentially expressed proteins were divided into

three classes including biological processes, cellular components, and molecular functions.
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Statistics of Up-Regulated Proteins
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Statistics of Down-Regulated Proteins
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Figure S3.Top 10 changed pathways based on proteome analysis in (a) BSA-GNPs and (b)
CTAB-GNPs. Down-regulation of cell cycle-related proteins was observed following BSA-GNP
treatment. Down-regulation of actin cytoskeleton-related proteins, which are closely related to the
cell cycle, wereobserved following CTAB-GNP treatment.



