Supplementary figures legends

Supplementary figure S1. Hepsin expression levels in ovarian and breast cancers. TCGA data showed that HPN mRNA

levels were significantly increased in ovarian cancer (Figure S1A) and breast cancer (Figure S1B).

Supplementary figure S2: Hepsin mRNA levels were significantly increased in metastatic renal cancer (Figure S2A)

and colorectal cancers (Figure S2B, S2C).

Supplementary figure S3: The higher expression levels of Hepsin were correlated with better survival of ovarian
cancer (Figure S3A), breast cancer (Figure S3B) and gastric cancer (Figure S3C), but were correlated with poor survival

of renal cancer (Figure S3D) and hepatocellular carcinoma (Figure S3E), respectively.

Supplementary figure S4: Protein-protein interaction (PPl) and Hepsin expression levels in TCGA prostate cancer data
set showed positive correlation among Hepsin and AKT1 (Figure S4A), AMACR (Figure S4B), GRAMD1A (Figure S4C),
MST1 (Figure S4D), SPINT1 (Figure S4E), SPINT2 (Figure S4F) and PLK1 (Figure S4G), but was negatively correlated with
HGF (Figure S4H).



Supplementary figure S1
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HPN mRNA levels (fold change)

Supplementary figure S2
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Supplementary figure S3A, S3B
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Supplementary figure S3C, S3D

Figure S3C

HPN expression levels and prognosis in gastric cancer
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Supplementary figure S3E

Figure S3E

HPN expression levels and prognosis in hepatocellular carcinoma

(@)
— | HR = 0.61 (0.43 - 0.87)
logrank P = 0.005
«
S
2 © |
<
el
8
o < |
a ©
N . +
o | Expression
— low
S | — high
o

| I | | I

| |
0 20 40 60 80 100 120

Time (months)
Number at risk
low 136 60 27 14 7 2 1
high 234 122 57 28 12 4 0



Supplementary figure S4A-S4D
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Supplementary figure S4E-S4H
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