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Supplement Figure 1

Supplement Figure 1. AFP expression in hepatocellular 
carcinoma in dataset GSE14520. The plot on the left showed 
AFP mRNA expression in hepatocellular carcinoma tissue 
and normal liver tissue. The plot on the right showed AFP 
mRNA expression in hepatocellular carcinoma tissue 
grouped by serum AFP levels of the patients. Group means 
were compared by t-test and the p values were presented 
above each plot.



Supplement Figure 2

Supplement Figure 2. PCA analysis of liver cancer using 
whole transcriptome profiling data from dataset GSE14520. 
Samples were visualized using the first and second principal 
components (the left plot) or the first and third principal 
components (the right plot).

−20

0

20

−40 −20 0 20 40

−20

−10

0

10

20

−40 −20 0 20 40

AFP

Low

High

PC1 vs PC2 PC1 vs PC3

PC1 (18.9%) PC1 (18.9%)

P
C

2
 (

7
.2

%
)

P
C

3
 (

5
.1

%
)



++
++ ++++ +

++ + +++++++++++++++++++++++++++++++++++++++++++++

++++

++ + + + ++++++++++++++++++++++++++++++++++++

p = 0.024

0.00

0.25

0.50

0.75

1.00

0 20 40 60

S
ur

vi
va

l p
ro

ba
bi

lit
y +

+
Low

High

118 92 76 24

100 65 50 15High

Low

Number at risk
Time (month)

AFP
OS

Supplement Figure 3

Supplement Figure 3. Prognostic value of AFP in liver 
cancer in dataset GSE14520. Liver cancer patients were 
divided into two groups according to their serum AFP levels 
(use 300 ng/ml as a cutoff value). High serum AFP was 
associated with poorer overall survival (OS, log rank test: p = 
0.024).
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