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Supplementary Figure S1 Top 20 enriched GO terms and KEGG pathways in

higher expressed proteins in the liver of hibernating N. parkeri
A: Biological process. B: Molecular function. C: Cellular component. D: KEGG
pathway. Color shades and circle size represent different P-values and protein count,

respectively.
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Supplementary Figure S2 Top 20 enriched GO terms and KEGG pathways in
lower expressed proteins in the liver of hibernating N. parkeri

A: Biological process. B: Molecular function. C: Cellular component. D: KEGG
pathway. Color shades and circle size represent different P-values and protein count,

respectively.
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Supplementary Figure S3 Top 20 enriched GO terms and KEGG pathways in
higher expressed phosphorylated proteins in the liver of hibernating N. parkeri

A: Biological process. B: Molecular function. C: Cellular component. D: KEGG
pathway. Color shades and circle size represent different P-values and protein count,

respectively.
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Supplementary Figure S4 Top 20 enriched GO terms and KEGG pathways in
lower expressed phosphorylated proteins in the liver of hibernating N. parkeri

A: Biological process. B: Molecular function. C: Cellular component. D: KEGG
pathway. Color shades and circle size represent different P-values and protein count,

respectively.



Supplementary Table S1 Proteins identified and quantified in N. parkeri liver

Supplementary Table S2 Phosphopeptides identified and quantified in V. parkeri
liver

Supplementary Table S3 Differentially expressed proteins in N. parkeri liver
between summer and winter

Supplementary Table S4 Differential phosphorylation sites in N. parkeri liver
between summer and winter

Supplementary Table S5 Motif analysis for differentially expressed
phosphopeptide sequences

Supplementary Tables S1-S5 are listed as separate Excel files due to their large size.



