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Figure S1.GO enrichment results
Note: BP represents biological processes, CC represents cellular components, and MF represents

molecular functions.



Statistics of Pathway Enrichment

Vasopressin—regulated water reabsorption -

Spliceosome - &
RNA transport
RNA polymerase |
Purine metabolism — ol
Protein processing in endoplasmic reticulum - qvallqslloo
Propanoate metabolism - ! 0.75
Phagosome 0.50
Parkinson s disease - [ ) - 0.25
Oxytocin signaling pathway - B 0.00
Oxidative phosphorylation - @] Gene_number
Non-alcoholic fatty liver disease (NAFLD) [ ] * 25
Huntington s disease - @ >0
® 75
Gap junction - @ 100
Focal adhesion | . 125

Epstein—Barr virus infection -
Circadian rhythm —

Cardiac muscle contraction =
Axon guidance -

Alzheimer s disease -| .

05 06 07 0.8
Rich factor

Figure S2. KEGG Pathway Enrichment Map

Note: The size of the circle represents the number of genes enriched in the corresponding pathway,

and the larger the circle, the more genes enriched in the pathway; The color represents the

enrichment significance, the closer to red, the more remarkable.
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Figure S3. Expression changes of POLB and GAPDH proteins with a negative control (NC) and
POLB cDNA construct in bovine primary myocytes.
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Figure S4. Expression changes of POLB and GAPDH proteins with a negative control (NC) and
POLB shRNA construct in bovine primary myocytes.



NC POLB ¢cDNA

1 2 3 1 2 3

180 KDa

140 KDa

100 KDa

75 KDa

60 KDa

o — — Caspase 9
45KDa

35 KDa

25 KDa

NC POLB cDNA
1 2 3 1 2 3

63 KDa

48 KDa

— — -_— GAPDH

35KDa

25KDa

Figure S5. Expression changes of Caspase9 and GAPDH proteins with a negative control (NC)
and POLB cDNA construct in bovine primary myocytes.



