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Figure S-1. Quality control of MS data. 

Figure S-2. Functional characterization of proteins with dysregulated phosphosites in 

PH-WT/Sham-WT in the termination of liver regeneration. 

Figure S-3. Two representative KEGG pathways significantly changed in PH-WT/Sham-WT or 

PH-KO/PH-WT respectively in the termination of liver regeneration.

Table S-1. Combined MS identification and quantification information of all experiments (Provide 

as separate table). 

Table S-2. List of proteins with significantly dysregulated phosphosites in PH-WT/Sham-WT in 

the termination of liver regeneration (Provide as separate table).  

Table S-3. List of significantly dysregulated phosphoproteins selected for validation and 

discussion.
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 Table S-3

* Not validated by Western blot


