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Supplementary file 1 Total proteins (4333) identified and quantified by iTRAQ.
Supplementary file 2 Differentially expressed proteins (466) identified under certain
filter criteria.

Supplementary file 3 COG function classification of the differentially expressed
proteins.

Supplementary file 4 GO enrichment analysis of differentially expressed proteins.
Supplementary file 5 KEGG analysis of differentially expressed proteins.
Supplementary figure Significance statistically analysis of KEGG pathways of

differentially expressed proteins.
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