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Research progress of m°A RNA methylation regulatory factors in hepatic carcinoma

TONG Wangxia' LUO Ning’
"The Medical Department of Hepatology,” The Medical Department of Neurology Ruikang Hospital Affiliated to Guangxi University of
Chinese Medicine Guangxi Nanning 530011 China.

[Abstract IN6 — methyladenosine( m°A) is an important epigenetic modification. This post — transcriptional RNA
modification is a dynamic and reversible process regulated by methyltransferases demethylases and RNA binding pro—
teins. N6 — methyladenosine is involved in various aspects of eukaryotes RNA metabolism including pre — mRNA spli—
cing 3” — end processing nuclear export translation regulation mRNA decay and noncoding RNA( ncRNA) process—
ing. There has been a lot of evidence that the abnormal expression or function of m® A regulatory factor is related to the
occurrence and progression of hepatic carcinoma the role of some m®A methylation modifiers in hepatic carcinoma is
still unknown. In this review the role of m°A methylation modifier in hepatic carcinoma was systematically reviewed
the mechanism of m*A methylation modifier in hepatic carcinoma and its effect on prognosis for hepatic carcinoma
were summarized and the areas that are not sufficiently studied at present were summarized. This study provides refer—
ence for the next stage of the mechanism of m®A methylation modification in hepatic carcinoma.
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Tab.1 Function of m®A RNA methylation regulatory factors in hepatic carcinoma
Molecule mPA type Role Function Mechanism Year  Reference
Promote the proliferation and metastasis of Promote the degradation of SOCS2
METTL3 Writer Oncogene 2018 2019 31 32
HCC cells and the growth of hepatoblastoma mRNA and Snail gene methylation
Promote the proliferation and metastasis of Promoting CTNNBI expression and induced
METTL3 Writer Oncogene i 2019 33
HCC cells and the growth of hepatoblastoma Wnt/ - catenin pathway activity
) ) Promote the proliferation and metastasis )
WTAP Writer ~ Oncogene ) Promote ETSI degradation 2019 34
of hepatoma carcinoma cells
Promote migration and invasion of Promote the decay of GATA3
KIAA1429 Writer Oncogene 2019 11
hepatocellular carcinoma cells precursor mRNA
Promote migration and invasion of
KIAA1429 Writer ~ Oncogene i Inhibit ID2 expression level 2019 35
hepatocellular carcinoma cells
Promote the proliferation and tumor growth To promote m*A 4220
ZCCHC4 Writer Oncogene 2019 13
of hepatocellular carcinoma cells modification in 288 rRNA
) Participate in promoting the malignant Correlates with the
METTL14 Writer ~ Oncogene 2020 55
progression of hepatic carcinoma CSAD/GOT2/SOCS2 axis
Inhibit the migration and Interaction with DGCR8 and
METTL14 Writer  Suppressor 2017 56
metastasis of HCC cells promotes the maturation of miR - 126
RBMI5/15B Writer Oncogene Undefined Undefined 2020 39
Related to peroxisome drug metabolism PPAR
METTL16 Writer  Suppressor Inhibit the growth of hepatic carcinoma 2020 44
signaling pathway and other metabolic pathways
ZC3H13 Writer ~ Suppressor Inhibit the progression of hepatic carcinoma Undefined 2020 46 39
METTLS Writer  Undefined Undefined Undefined
Inhibit the proliferation of FTO - dependent demethylation
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hepatocellular carcinoma cells of Cuda mRNA
Promote the apoptosis and FTO disrupts the stability
FTO Eraser  Suppressor 2019 53
inhibit the invasion of ICC cells of TEAD2 mRNA
Promote the apoptosis and Mutated IDHI/2 promotes ICC
FTO Eraser ~ Suppressor o o ) 2016 54
inhibit the invasion of ICC cells by inhibiting FTO function
Promote the proliferation and Trigger PKM2 mRNA demethylation
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tumor growth of HCC cells and accelerate translation
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of hepatocellular carcinoma cells post — transcriptional inhibition of LYPDI
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