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[bookmark: _GoBack]Fig. S1 Results of network pharmacology of LUT in the treatment of HCC (a) Venn diagram of drug-disease intersection targets in LUT for HCC treatment (b) Protein interaction network map of overlapping genes.The larger the circular area and darker the color of a node, the higher its Degree value and the higher its importance in the network. (c) Hub genes enriched in overlapping genes. (d) Results of GO analysis of overlapping genes. (e) Results of KEGG analysis of overlapping genes
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Fig. S2 Analysis of transcriptome sequencing results. (a) Differential gene protein interaction network map (node color indicates the size of Dgree value). (b) Hub genes extracted by differential genes. (c) Results of GO analysis. (d) Results of KEGG analysis.
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Fig. S3 Analysis of MMP9 gene and miRNA mining (a) Immunohistochemical results of MMP9 in HCC (b) MMP9-related miRNA mining based on miRDB, miRWalk, and TargetScan databases.
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Fig. S4 Relationship between HIF-1α signal pathway and liver cancer (Interleukin-2 IL2, Interleukin-6 IL6, Interleukin-10 IL10, hypoxia-inducible factor HIF-1α, tumor necrosis factor TNF, reactive oxygen species ROS, vascular growth factor VEGF, cysteine protease Caspase3, matrix metalloproteinases (MMPs -9,MMP9).
image1.tiff
Luteol

B 17
iy il

lin Hepatocelluiar carcinoma

2 4 6 8 1812 14
KUK ooy
@

R tyromine kinase ibibiior revialaiee
o oo biosyodhesn
Prowlai cavese
@ Piienglyeaus iv caesr
Progesderons wedieiod oueyls matwation
i3 migmaling pailiseany
3 migualivg padtoray
o) siggnaliing padioeay
ISIE..Hlkt miggualing pabiveay
oyl
-1 wigalivg padlnseay
I LN exxpreasion e P chodkpuin pathesy i conoc:
0L.-17 migoaling pathesy
NI g 13 soggueelingy ooy

T
Al
(A [
:iif J {/ ii;

£

Siologleal procees #—Ccsiiglar compone clocy ,,.._:
r




image2.tiff
TNFSF15
a GNMT GPAM

AVGRy/ | PPFIA4
UGT1A1 N 117

oL FITMA
N

Y~

ATP2B2

SLC28A1 STAR
MT1G: TNST P2RX1UNC93A
7 AQP10
FAMT3A TROVE2

IGFN1 KLHDC7B
FAM110C

S
)

SN
i

-log10(pvalue)

2 3 4 5

KEGG Pathways
@ HIF-1 signaling pathway
Fructose and mannose metabolism
@ Mineral absorption
@ TNF signaling pathway
@ Carbohydrate digestion and absorption
Ovarian steroidogenesis
@ Neomyecin, kanamycin and gentamicin biosynthesis
@ steroid hormone biosynthesis
Retinol metabolism
Central carbon metabolism in cancer





image3.tiff
Liver cancer.CAB000348
Male, 57 D175
Canoer cell
Number: 75%-25%

1465

145




image4.tiff
Cirrhosis of the liver

o
0N o5
R CASPASES gD ‘8 *" L ‘oo

cell proliferation

Intermittent hypoxia





