Supplementary Tables

Supplementary Table 1. Statistical information of differentially expressed proteins.
Supplementary Table 2. Statistical information of PWSDALSs.
Supplementary Table 3. Hierarchical clustering information of PwSDALs.

Supplementary Table 4. The list of integrated analysis of proteome and acetyl-

proteome datas.

Supplementary Table 5. Details of each group of proteins based on the integrated

analysis of proteome and acetyl-proteome datas.

Supplementary Figures

Supplementary Figure 1. Study design and data quality of proteome. (A) The
whole experimental work-flow for the study. (B) PCA analysis. (C) Hierarchical cluster
analysis. (D) Elative standard deviation (RSD) of protein quantification.

Supplementary Figure 2. KEGG pathway analysis indicated that many up-
regulated proteins were involved in the pathways of translation.

Supplementary Figure 3. Data quality of acetyl-proteome. (A) PCA analysis. (B)
Elative standard deviation (RSD) of protein quantification. (C) The length of the
peptide segments.

Supplementary Figure 4. GO and KEGG enrichment of differentially acetylated
proteins. (A-B) GO enrichment analysis of up-regulated and down-regulated kac
proteins in the liver of laying hens, respectively. Only the significantly enriched (P <
0.05) biological process, cellular component, and molecular function categories are
shown. (C-D) KEGG enrichment analysis of up-regulated and down-regulated kac
proteins in the liver proteome of laying hens, respectively. Only the significantly
enriched (P < 0.05) pathways are shown.
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Supplementary Figure 2
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Supplementary Figure 3
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Supplementary Figure 4
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