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Figure S1. Viability of porcine muscle satellite cells (PMSCs) according to XAV939 or
CHIR99021 dose at 48 hours. Values are presented as mean + SE. *° Different letters represent

statistically significant differences among treatment groups (p < 0.01).
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Figure S2. Protein marker information (molecular weight) used for Western blot analysis.
Proteins extracted from cells were separated by SDS-PAGE using 12% acrylamide gels, and

each protein expression was normalized by GAPDH. Product; Smart Color Protein Marker
(Pre-stained), ELPISBIO, EBM-2000.
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Figure S3. Western blotting band of Pax7, MyoD, and GAPDH in PMSCs. The cropped gel
image used in the main text is highlighted in blue.



75 kDa

35 kDa

24 kDa

15 kDa

75 kDa

35 kDa

24 kDa

15 kDa

75 kDa

35 kDa

- -

e

»

.~ SC XAV CHIR SC XAV CHIR SC XAV CHIR

—

Target: Bax ;
Observed MW: 23 kDa ‘]
: !

]
e —————
P
WV
r—~
% — — - — e

SC XAV CHIR SC XAV CHIR SC XAV CHIR

== : Target: Bcl-2
Observed MW: 26 kDa

Vo—

—_—

T SC XAV CHIR SC XAV CHIR SC XAV CHIR

V.

—_

Target: GAPDH
Observed MW: 35 kDa

—

S€E
XAV
CHIR

SE
XAV
CHIR

5€
XAV
CHIR

Bax/GAPDH
0.169083383
0.168180247

0.11558568
0.161937152
0.158735514

0.10825875
0.158003242
0.153518218
0.104022084

Bcl-2/GAPDH
0.754389137
0.724740247

1.05990869
0.741120797
0.722868139
1.118141362
0.756287999
0.751978469
1.043619745

Figure S4. Western blotting band of Bax, Bcl-2, and GAPDH in PMSCs. The cropped gel
image used in the main text is highlighted in blue.
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Figure S5. Related terms for each cluster in the heat map analysis.

&=
-



b-catenin/GAPDH  n-p-b-catenin/GAPDH

FakDa 1052216195 0920126374
1.046039606 1.109305908

35 kDa 0.888669706 082213487
1055644717 0.98984899

1.029846664 116677065

087281719 0836810288

1031940766 1015761636

1.065084102 118424953

0.87496851 0828776379

75kDa

35kDa

75kDa fr— .
e

SC XAV CHIR SC XAV CHIR SC XAV CHIR

35kDa [+ - — —— ——

)

Target: GAPDH
Observed MW: 35 kDa

¢-asema NI i

Figure S6. Western blotting band of B-catenin, non-phospho-B-catenin, and GAPDH in PMSCs.
The cropped gel image used in the main text is highlighted in blue.



