EfEAXFZZHMBHRI NI U
Keio Associated Repository of Academic resouces

Title FRSEERICE TV AN =D T ANFILERBWEY ) ABRITETONA
Sub Title Genome analysis using a clinical sequence panel in hilar cholangiocarcinoma
Author FaEB, 1 A (Abe, Yata)
Publisher
Publication year |2021
Jtitle BEMEEFBEHRERBEE (2020.)
JaLC DOI
Abstract FFPIERRE BEEARSAYVIRREESI O S SDNAMHIE Z B IH L 1= 2776l 2 4 L /1= NGSZR VL TEEFE
JzRNXN, BEEFEREZREL -, BRIBEDVELTFER (ON13BEE ) ZRAEL I, HEFH
ICEBDEEhBFREEEFMTREE ABEEERROFMPEEEICGIETFERECHD —
EOME@MA S 21z, BEEOHE RS 4 /N—IBEF & EnhBBRCA2, ERBB2, TP53IC D W TIKEL
HWERBKDERRTH OIS ERBENEFPFRRAFICHEZRD BN 21z, LALLE
RECFRERECHNOHAECFEROHEAEDEN FEFARFICAY XD AREMEAN REE Wz
o CNOSFEBHANREXREDORERXERFTHS,
We analyzed all 77 radical resection sample from patients with hilar cholangiocarcinoma with
successful DNA extractions. Gene sequences were sequenced using NGS to identify gene
mutations. 38 gene mutations (138 mutations in total) were identified. Intrahepatic
cholangiocarcinoma with hilar invasion and hilar cholangiocarcinoma derived from the large bile
duct had a certain tendency for gene mutation. In addition, analysis by pathological factors
revealed a significant difference between vascular infiltration and gene mutation, and lymphatic
infiltration and lymph node metastasis and gene mutation. BRACA2, ERBB2, and TP53, which are
common driver genes for biliary tract cancer, had the same mutation rates as previously reported,
however, these were not correlate with pathological factors or prognostic factors. From our results,
it was suggested that a combination of some genetic abnormalities could be a predictor of
prognosis.
Notes HRER BB/ (C) (—/R)
Tz AR - 2018 ~ 2020
FREES 1 18K08552
W5e o B : FFABRESARY
Genre Research Paper
URL https://koara.lib.keio.ac.jp/xoonips/modules/xoonips/detail.php?koara_id=KAKEN_18K08552seika

BRZBAZZMERIRD N (KOARA)ICEBE M TLWAR OV TUY OERER. ThTIOEEE, FLFLFERLRTECREL. TOERMGEEEECELST
REBEENTVET, B|ACHLE> TR, BEFRELEZETLTIFALEE L,

The copyrights of content available on the KeiO Associated Repository of Academic resources (KOARA) belong to the respective authors, academic societies, or
publishers/issuers, and these rights are protected by the Japanese Copyright Act. When quoting the content, please follow the Japanese copyright act.



http://www.tcpdf.org

©
2018 2020

Genome analysis using a clinical sequence panel in hilar cholangiocarcinoma

ABE, Yuta

3,400,000

DNA 77 NGS
38 138

BRCA2, ERBB2, TP53

We analyzed all 77 radical resection sample from patients with hilar
cholangiocarcinoma with successful DNA extractions. Gene sequences were sequenced using NGS to
identify gene mutations. 38 gene mutations (138 mutations in total) were identified. Intrahepatic
cholangiocarcinoma with hilar invasion and hilar cholangiocarcinoma derived from the large bile duct

had a certain tendency for gene mutation. In addition, analysis by pathological factors revealed a
significant difference between vascular infiltration and gene mutation, and lymphatic infiltration
and lymph node metastasis and gene mutation. BRACA2, ERBB2, and TP53, which are common driver genes
for biliary tract cancer, had the same mutation rates as previously reported, however, these were
not correlate with pathological factors or prognostic factors. From our results, it was suggested
that a combination of some genetic abnormalities could be a predictor of prognosis.
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