Supplementary Table 1 Sample Information of HCC Subtypes C1 and C2;

Supplementary Table 2 Differentially Expressed Genes between HCC Subtypes C1 and C2.



Supplementary Figure 1 Quality Control of Single Cell Sequencing Data
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Supplementary Figure 2 Identifying the tissue sources of differentially expressed genes based on

AUCell method
A Normal
201 201
0.20 0.20
o 015 O 0.15
2 07 010 2 o 0.10
a 005 B 0.05
_20 .
_20 .
-40 L T T T T
-40 20 0 20 -40 20 0 20
tSNE 1 tSNE_1
B Heskekeok ek .**** Seoeckok 2223 Heokkeok Heokekok
0.20
:
0.15 ; : ;

‘ Normal

' o 8
L}
.10 ; . . ] =R

0.05

AUCell
°

0.00

N S\ & N S\ o N
59 R & ® N «©
® Q,\v‘o g‘(\‘b



Supplementary Figure 3 Differential expression of classic apoptosis markers between normal and

tumor tissues, as well as C1 and C2 subtypes
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