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Supplementary Materials

Figure S1. MS/MS spectra of qualitative analysis and tentative identification of chemical components in CSE by UHPLC-QTOF

MS/MS-based chemical profile analysis.
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Figure S2. The higher resolution of Figure 2B and C. (A) Network of compounds and target genes of CSE. (B) Protein and protein
interaction (PPI) of the common 87 target genes.
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Figure S3. The higher resolution of Figure 3E. Pathways in cancer involved in cell cycle regulation, apoptosis, and signal transduction.
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Figure S4. The higher resolution of Figure 4A and D. (A) Volcano plot depicting differentially expressed genes (DEGs) between CSE-
treated and control groups. (B) Drug-pathway-gene interaction network reconstructed using the GSEA results.
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Table S1. The sequences of the primers used in qRT-PCR.

Gene

Forward (5’-3')

Reverse (5'-3")

CCND2

GAG AAG CTG TCT CTG ATC CGC A

CTT CCA GTT GCG ATC ATC GACG

CCND1

TCT ACA CCG ACA ACT CCATCCG

TCT GGC ATT TTG GAG AGG AAG TG

TRADD

ACA AGGTGG TCCTGT CGG ATG C

CGG TGG ATCTTC AGC ATCTGC A

CCNE1

TGT GTC CTG GAT GTT GACTGC C

CTC TAT GTC GCA CCA CTG ATA CC

CDKN2A

CTC GTG CTG ATG CTA CTG AGG A

GGT CGG CGC AGT TGG GCT CC

CDKN2B

ACG GAGTCA ACCGITTCGGGA G

GGT CGG GTG AGA GTG GCA GG

CDKN1A

AGGTGG ACCTGG AGA CTCTCAG

TCC TCT TGG AGA AGA TCA GCC G

CDKN3

ATG GAG GGA CTCCTG ACATAGC

TCT CCC AAGTCCTCC ATAGCA G

CDKe6

GGA TAA AGT TCC AGA GCCTGG AG

GCG ATGCACTACTCG GTGTGA A

CCNB2

CAA CCA GAGCAGCACAAGTAGC

GGA GCCAACTTTTCC ATCTGT AC

CCNB1

GACCTGTGT CAGGCTTICTCT G

GGT ATT TTG GTC TGA CTG CTT GC

CDC20

TAGTTG CCC TCA AGA AGGTGG C

GTG TGG GAA CACAGCCITCAGT

CDKN1B

ATA AGG AAG CGA CCT GCA ACCG

TTC TTG GGC GTC TGC TCC ACA G

MMP9

GCCACT ACT GTG CCTTTG AGT C

CCCTCA GAG AATCGCCAGTACT

CDK1

GGA AAC CAG GAA GCCTAGCATC

GGA TGA TTC AGT GCC ATT TTG CC

CCNA2

CTC TAC ACA GTC ACG GGA CAA AG

CIGTGG TGCTTIT GAG GTA GGT C

FADD

CTC CTG CGC GAG CTG CTC GC

GCCTICTCC AATCITTCCCCAC

CDC16

GTG TCT TGG TTT GCA GTG GGA TG

GTG CTC ACT CTCCACCGC AAAT

CDK4

CCA TCA GCA CAGTTC GTGAGGT

TCA GTT CGG GAT GTG GCA CAG A

FAS

GGA CCC AGA ATA CCA AGTGCAG

GTT GCT GGT GAG TGT GCATTC C

CDK2

ATG GAT GCCTCT GCT CTC ACT G

CCC GAT GAG AAT GGC AGA AAGC

CKS1

GGA ATCTTG GCGTTC AGC AGA G

GAG GCT GAA AAGTAG CTT GCC AG

CKS2

GAG GAG ACTTGGTGT CCA ACA G

GAT TTG ACG ATC CCC AGA TAA ACT

TNFR1

CCGCTT CAG AAAACCACCTCAG

ATG CCG GTACTGGITCITCCT G

MMP2

AGC GAGTGG ATGCCGCCTTTA A

CAT TCC AGG CAT CTG CGA TGA G






