Supplementary figures
Fig S1. Enrichment analysis of the common DEGs. A: GO enrichment analysis bubble
plot. The color intensity of nodes represents the adjusted p-value, and the node size
indicates the number of genes. B: Kyoto Encyclopedia of Genes and Genomes

enrichment bubble plot of DEGs.
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Fig S2. Protein—protein interaction network of DEGs.

A
— CLECS,

HNRNPU

®



Table S1 Primer sequence

Primers Sequence (5°-3)

GAPDH-F AACTTTGGCATTGTGGAAGG
GAPDH-R ACACATTGGGGGTAGGAACA
BIRC2-F GGGGACAGTCCTGTTGAAAA
BIRC2-R GGCTAGAGCACAGGTTGGAG
CXCLS8-F GGCAAGATGAGAGTGCACAA
CXCLS8-R AGATGTCCTGGATGGCAAAG
APAFI1-F GTTCAAAGCCGAGACAGGAG
APAFI1-R ATTGACTTGCTCCGAGTGCT
PPARG-F TTTTCAAGGGTGCCAGTTTC
PPARG-R AATCCTTGGCCCTCTGAGAT
CYCS-F CCAAATCTCCACGGTCTGTT
CYCS-R GTCTGCCCTTTCTCCCTTCT
TP53-F TACAAGCAAGCACAGGCATC

TP53-R CGCTCCACCAAGTTTTCATT




Table S2 The top 25 differentially expressed genes in the GSE60436 dataset

log2FoldChang up/dow
Name Description pval
e n

MMP9 matrix metallopeptidase 9 6.79 1.72E-39 up
COL6A3 collagen type VI alpha 3 chain 5.90 1.85E-35 up
PRND prion protein 2 (dublet) 5.36 6.68E-24 up
ANGPT2 angiopoietin 2 5.22 8.03E-32 up
POSTN  periostin 5.17 3.80E-32 up
COL1A1 collagen type I alpha 1 chain 5.12 2.28E-35 up
APLN apelin 5.11 4.41E-30 up
COL5A2 collagen type V alpha 2 chain 5.08 2.30E-34 up
SERPIN

serpin family E member 1 5.02 4.59E-34 up
El
THBS2  thrombospondin 2 4.92 3.66E-33 up
TNC tenascin C 4.80 1.46E-31 up
MMP11  matrix metallopeptidase 11 4.61 6.18E-25 up
COL4A1 collagen type 1V alpha 1 chain 4.55 6.44E-33 up
C5orf46 ~ chromosome 5 open reading frame 46 4.52 1.59E-28 up
CST1 cystatin SN 4.22 1.10E-20 up
ITGAL integrin subunit alpha 1 4.20 2.22E-31 up
COL4A2 collagen type 1V alpha 2 chain 4.14 5.54E-29 up
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