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We examined the expression of non-coding RNA in human HCC using the database
at “ https://portal.gdc.cancer.gov/” . SNHG5, SNHG6 and SNHG8 were highly expressed in human HCC.

Primers for the above RNAs were prepared, and it was confirmed that the above RNAs were highly
expressed in typical HCC cell line (HepG2, Hep3B, Huh7S, Li7).

HCC cell lines in which the expression of SNHG 5, 6 and 8 was suppressed were prepared by using
SIRNA.

By co-culturing with the cell lines and peripheral blood lymphocytes and then performing flow
cytometry, it was found that the proportion of certain suppressive immune cells was changed.

non coding RNA cell-free DNA TERT promoter



non-coding RNA

non- coding RNA (microRNA
long non-coding RNA)

non-coding RNA

https://portal.gdc.cancer.gov/ non-coding RNA
non-coding RNA RNA
siRNA
cell-free DNA
cell-free DNA ex vivo TERT

promoter CTNNB1 TP53 3

long non-coding RNA SNHG6 SNHG8 SNHG5

RNA (HepG2
Hep3B Huh7S Li7)

FACS



Relationship between immune suppressor cells and non-coding RNA in the pathogenesis

of hepatocellular carcinoma

It is necessary to consider "factors on the cancer cells" and "factors on the tumor
immunology”, to assess the risk and prognosis of recurrence and metastasis of
hepatocellular carcinoma (HCC).

The importance of non-coding RNA (microRNA and long non-coding RNA) has been
shown as a "factors on the cancer cell”, on the other hand, the importance of immune
suppressor cells such as monocytes/ macrophages and myeloid cells has been shown as
"factors on the tumor immunology ".

However, there are many unclear points regarding the relationship between "factors on
the cancer cell" and "factors on the tumor immunology.”

In this study, we focus on non-coding RNA of HCC and clarify how it affects tumor

immunokinetics.

We examined the expression of non-coding RNA in human HCC using the database at
“https://portal.gdc.cancer.gov/”.

SNHG5, SNHG6 and SNHGS8 were highly expressed in human HCC.

Primers for the above RNAs were prepared, and it was confirmed that the above RNAs
were highly expressed in typical HCC cell line (HepG2, Hep3B, Huh7S, Li7).

HCC cell lines in which the expression of SNHG 5, 6 and 8 was suppressed were prepared
by using siRNA.

By co-culturing with the cell lines and peripheral blood lymphocytes and then performing
flow cytometry, it was found that the proportion of certain suppressive immune cells was
changed.

We are currently studying the mechanism.

HCC tissue was collected from patients treated with molecular-targeted drugs and
immune checkpoint inhibitors for hepatocellular carcinoma.

Ex vivo studies were conducted on the homology between the gene mutation in liver
cancer tissue and the gene mutation in cancer-derived cell-free DNA, and the change in
the gene mutation motif in cell-free DNA before and after treatment.

We investigated gene mutations in the three regions of TERT promoter, CTNNB1 and
TP53.

Currently, we are accumulating cases.






