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Abstract

AIM: To identify key molecules involved in
progression of hepatocellular carcinoma (HCC)
by cross-species (human and tupaia) and cross-
carcinogenic factors (HBV and AFB1) strategy
based on RNA sequencing (RNA-Seq).

METHODS: The transcripts in human and
tupaia HCC, tumor adjacent liver tissue (para-
HCC) and normal liver tissue were thoroughly
analyzed by RNA sequencing. Tupaia HCC
was induced by HBV infection or aflatoxin Bl
(AFB1). Differentially expressed genes were
collected between these tissues, and common
differential genes which cross human and
Tupaia as well as HBV and AFB1 carcinogenic
factors were identified.

RESULTS: Compared to human para-HCC and
normal liver tissues, 68 differential genes were
screened in human HCC, among which 14 were

2016-04-18 | Volume 24 | Issue 11 |



SPEM, F. BT RNA-SeqBAN BN EBERAIHEERRAERDHE

up-regulated and 54 down-regulated. Compared
to Tupaia para-HCC and normal liver tissues,
314 differential genes were screened in HBV
induced Tupaia HCC, and 20 were screened
in AFB1 induced Tupaia HCC. There were
11 common differential genes between HBV
and AFB1 induced Tupaia HCC, all of which
were down-regulated. There were 2 common
differential genes between human HCC and
Tupaia HCC, and they were apolipoprotein F
(APOF) and insulin-like growth factor binding
protein, acid labile subunit (IGFALS), both of
which were down-regulated in HCC.

CONCLUSION: The cross-species, cross-
carcinogenic factors screening strategy based
on RNA-Seq may promote the process of
identifying key molecules for human HCC.
APOF and IGFALS may be important factors
for HCC.

© 2016 Baishideng Publishing Group Inc. All rights
reserved.
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A Pearson correlation between samples

HUC3 0.847 0.848 0.849 0.837 0.857 0.853.
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