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Figure S1 Interaction of WHSC1 with P4AHB. (a) Measurement of candidate interacting
proteins for WHSC1 in SMMC7721 cells with western blotting. (b) Measurement of

candidate interacting proteins for WHSC1 in Hep3B cells with western blotting.
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Figure S2 WHSCI1 promoting HCC malignancy through P4HB upregulation. (a)
Colony-forming abilities of SMMC7721-P4HB control cells and SMMC7721-shP4HB
cells with or without WHSC1 overexpression. (b) Flow cytometric analysis of
SMMC7721-P4HB control cells and SMMC7721-shP4HB cells with or without
WHSCI1 overexpression. (c¢) Invasive and migratory abilities of SMMC7721-P4HB
control cells and SMMC7721-shP4HB cells, with or without WHSC1 overexpression.
(d) Colony-forming abilities of Hep3B-P4HB vector cells and Hep3B-P4HB cells with
or without WHSC1 knockdown. (e) Flow cytometric analysis of Hep3B-P4HB vector
cells and Hep3B-P4HB cells with or without WHSC1 knockdown. (f) Invasive and
migratory abilities of Hep3B-P4HB vector cells and Hep3B-P4HB cells with or without
WHSCI1 knockdown. Data are presented as mean = SEM. *P <0.05, **P <0.01, ***P

< 0.001. P-values were determined using a two tailed t-test.
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Figure S3 Positive regulation of mMTORCI1 signaling by WHSCI. (a) GSEA using data

from TCGA to determine the signaling pathways influenced by WHSCI.



Supplementary Data 1:

WHSC1 shRNA Sequence (5'-3’) Genn ID: 7468, NM_001042424.3
WHSCI1 shRNAL: 5'- GCCAAGAGGGACATCAGAAAG-3'
WHSC1 shRNA2: 5'- GCACTTCCAGGATATCATTTG-3'
WHSCI1 shRNA3: 5'- GCCTCCAATTGCAGTGGATTC-3'
P4HB shRNA Sequence (5’-3’) Genn ID: 5034, NM_000918.4
P4HB shRNA1: 5'- GCCATCGATGACATACCATTT-3'

P4HB shRNA2: 5'-GCTTGTTGGGAAGAACTTTGA-3'

P4HB shRNA3: 5'-GGAAGACGATGATCAGAAAGC-3'

The sequences of primers used

WHSCI1-F CCCACCATACAAGCACAT

WHSCI1-R TCAGACACTCCGAATCAAA



Supplementary Data 2:
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