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Figure S1. GO and KEGG analyses of DEGs with loose cutoff (p value <0.05 and | (log2 FC) |
20.7). (A) GO and KEGG analyses of down-regulated genes. (B) GO and KEGG analyses of
up-regulated genes
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Figure S2. GO and KEGG analyses of up-regulated genes. (A-C) DAVID GO analyses of up-
regulated genes. (D) DAVID KEGG analysis of up-regulated genes. (E-G) WEAT GO analyses of up-
regulated genes. (H) WEAT KEGG analysis of up-regulated genes.



SLC19A2 TNFRSF11B

*dkek

)
(=]
|
N
o
I

— e} —1
S k=)
S 1.5- == g 207
< <
E E 1.5
£ 1.0 £
g .g 1.0
T 0.5 5
3 05 3 0.5
(o4 (14
0.0- I 0.0
N gl
o’ D
S
&
ABCC3 MAFF
2.0_ ** 3— edesk
=) =3
S 1.5- - e —
< <L 2-
2 2
£ 1.0+ £
o o
2 = 1-
T 0.5- ©
[ Q
(14 (1'd
0.0_ T 0 |
N N
\tp‘ Q_Qv. *._0' Q§v.
¥ &f ¥ &£
& &
N A\

Figure S3. The mRNA expression level of predicted genes in Nfic knockdown H9C2 cells (n =3 per group)



