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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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Figure S-2
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Figure S-3
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Table S-3

Ac ion Position PH/Sham Ratio P value Requlated Type Amino Acid Protein Name

Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial

P35486 293 0.72 0.000079335 Down 3 PDHA1

P35486 295 0.676 0.000104949 Down 3 PDHA1

P35486 300 0.634 T.4TBE-08 Down 3 PDHA1

P35486 232 0.443 0.000019824 Down ] PDHA1
Acetyl-CoA carboxylase 1

Q53WUS 29 1.793 0.00029844 Up 3 ACACA

Q53WUS 25 1.707 0.006899 Up 3 ACACA

Q53WUS 1258 1.653 0.0061814 Up 3 ACACA

Q53WUS 79 1.546 0.000058851 Up 3 ACACA

Q53WUS 1200 1.276 0.00062423 Up 3 ACACA

Q53WUS 1215 1.269 0.0134613 Up S ACACA
Fatty acid synthase

P19096 2403 2112 0.000104587 Up 3 FASN

P19096 976 1.336 0.0160828 Up T FASN
1,4-alpha-glucan-branching enzyme

Q9D6YS 189 0.427 0.0035234 Down S GBE1
Mitogen-activated protein kinase kinase kinase kinase 4

PaTE20 629 2493 0.000123172 Up 3 MAP4K4

PaTE20 621 1.808 0.031736 Up 3 MAP4K4

P97820 701 1.639 0.000042532 Up S MAP4KA
Stathmin

Pa4227 63 3.851 5.3632E-07 Up 3 Stathmin

Pa4227 16 277 0.0001773 Up 3 Stathmin

Pa4227 25 2578 0.00156267 Up 3 Stathmin

Pa4227 38 2.096 0.00058462 Up S Stathmin
BCL2/adenovirus E1B 19 kDa protein-interacting protein 3

055003 88 0.785 0.00170241 Down 3 BNIP3

055003 85 0.782 2.8593E-06 Down 3 BNIP3

055003 66 0.719 0.0106834 Down T BNIP3

055003 79 0.715 0.0016445 Down 3 BNIP3

055003 60 0.653 0.000023154 Down 3 BNIP3

055003 64 0.611 0.00021723 Down S BNIP3
L-lactate dehydrogenase A chain™

P06151 309 1.498 0.0020007 Up T LDH

* Not validated by Western blot
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