(A4 )

[16¢k0106120n0003]
SRk 294E 5 H 31 H
28 O 7Rt WF %8 BH R Rk B W EF E
I. EAXEH
£ OE 4 o (BAER SN AERFIEAAIE RS
(& &
eSS« (HAGE) Liquid Biopsy D5 ) Ay — 7 Z U AENTIC R DD ER T 07 7 A v
(% &) Cancer genome sequencing by liquid Biopsy
HFZEBR TS (HAEE)

ESRVAYNEZSTSPN
e TR CEpES
e &k K4 Kyoto University Graduate School of Medicine

Department of Drug Discovery Medicine

TR AR FBEEANIER AR EE oA
A

e

Associate Professor Akihiro Fujimoto

£ oM # M FA2644H1H ~ Fk2943H31H
Sy HRFSE (AAGE) ofDNA O — 27 =2 R &5 — Z gt
BARREL - (3% FE) sequence of cfDNA and data analysis

FFEBR%E R (HAGFE) ENLKRFIEN

SRR TFBEE AN TER RISEE TR
FREeds AR WITE

AT Bk K4

Kyoto University Graduate School of Medicine
Department of Drug Discovery Medicine

Associate Professor Akihiro Fujimoto
WFZERRZE sy (A AEE)

ap
hul

F—2U—F— HJi
e ik K4

3=

ENLAF ST R IE N B LR gE T e B mER gt o 7 —
& J)
Laboratory for Genome Sequencing Analysis, RIKEN Center for

Integrative Medical Sciences

Team Leader, Hidewaki Nakagawa



S AR (BARGE) Yo7 VEREL
B A& AR AE A - (¥ EE) Sample collection

WFFEBASE Sy (AAGE) [ESLRFEN A BRI B g AR T2
AT [ == k=)

e &k K4 (3% 3E) Department of Medicine and Molecular Science, Hiroshima University
School of Medicine

Assistant Professor, Yoshiiku Kawakami

I FBROME (RIEHERE)

F g (JIE)

JFHREAS A S8 DR % 72 1R PR BRAATT O fDNA i H O MO IEE A2 1TV 2 DI D SUSHEIZ DUV TE R
N %179, TACE IZF L T, TACE #&IZif T HH S AUEBF RO ofDNA 238 & 123 £ 5 Mk K
O TACE %% IZHVRHEIBREEA D W o 70 2485l . 3RS K OMRE 217 5. 28 4R, ofDNA #itt o
MmA%% 12 %, TACE # D1 s X OANBHIREARICOWTIE, 13 B2k Lz, £72. TNEN DK
FEHRIZOWNTH I LT,

cfDNA D> — 27 = R LT — 2 it (I, BEA)
JIFNg A3 A DN T 75 D dirver 2 BIEIR T O3k AL Z4TV . HBV OELFI(3kb) 3 L O TERT {51
O _ERsEKA0k b), £ LT, Fx Ol A 300 Flo4s ) A—2 = Afffr (Fujimoto, Furuta
et al. Nat Genet 2016) T CTHR I 722 — FHEIKODOZE R ncRNA OFEIK 4 a2z T, target
capture probe (390kb) DT VA > LAWK EITo T2, IREBRFTBNT, FEEE TERF 42 Fliz>W»
T, TACE %O MmAENERILS 4L, 245 XV cell-free DNA OfhiH 217~ 7=,
2 5D J51%, KAPA hyperPrep kit 35 & O molecular barcode 237 & 7= NGS D F A 77 U —{ERk

(Rubion ThruPlex Tag-seq kit Z AV T, ¢fDNA LW NGS D7 A 7 Z U —1Ek&#1TV, v —7 T R

fEMT AT 2 T2,

III. RO/ ~DFEE

(1) %@ - HEEFIck T 23— 5 (ENE . ERERES )

1. Furuta M, Ueno M, Fujimoto A, Hayami S, Yasukawa S, Kojima F, Arihiro K, Kawakami Y,
Wardell CP, Shiraishi Y, Tanaka H, Nakano K, Maejima K, Sasaki-Oku A, Tokunaga N,
Boroevich KA, Abe T, Aikata H, Ohdan H, Goto K, Kubo M, Tsunoda T, Miyano S, Chayama
K, Yamaue H, Nakagawa H. (2017) Whole genome sequencing discriminate hepatocellular

carcinoma with intrahepatic metastasis from multicentric tumors. J Hepatic. 66:363-373



2. Alexandrov LB, Ju YS, Haase K, Van Loo P, Martincorena I, Nik-Zainal S, Totoki
Y, Fujimoto A, Nakagawa H, Shibata T, Campbell PJ, Vineis P, Phillips DH, Stratton MR.
(2016) Mutational signatures associated with tobacco smoking in human
cancer. Science 354:618-622

3. Fujimoto A, Okada Y, Boroevich KA, Tsunoda T and Taniguchi H, and Nakagawa H.
(2016) Systematic analysis of mutation distribution in three dimensional protein structures
identifies cancer driver genes. Sci Rep 6, Article number: 26483

4. Fujimoto A, Furuta M, Totoki Y, Tsunoda T, Kato M, Shiraishi Y, Tanaka H, Taniguchi H,
Kawakami Y, Ueno M, Gotoh K, Ariizumi S, Wardell CP, Hayami S, Nakamura T, Aikata,
Arihiro K, Boroevich KA, Abe T, Nagano K, Maejima K, Sasaki-Oku A, Oshawa A, Shibuya
T, Nakamura H, Hama N, Hosoda F, Arai Y, Shashi S, Urushidate T, Nagae G, Yamamoto S,
Ueda H, Tatsuno K, Ojima H, Hiraoka N, Okusakan T, Kubo M, Marubashi S, Yamada T,
Hirano S, Yamamoto M, Ohdan H, Shimada K, Ishikawa O, Yamane H, Chayama K, Miyano
S, Aburatani H, Shibata T, and Nakagawa H. (2016) Whole genome mutational landscape
and characterization of non-coding and structural mutations in liver cancer. Nat Genet 48:

500-509

(2) & VURVULEICREITDAHE - RAY —3FK

1. Whole-genome mutational landscape and characterization of noncoding and structural
mutations in liver cancer, HEAZ3E, FEABHEE, %6 39 [0l H A AW T2, 2016.1130-12.2
o

2. Whole-genome mutational landscape and characterization of noncoding and structural
mutations in liver cancer, MNIE¥F, FEABE, National Cheng Kung University Taiwan
International Conference 2016.11.12

3. Whole-genome mutational landscape and characterization of noncoding and structural
mutations in liver cancer, HEERFR, BEAPVE, BE KT & =RIERKICmIT e E R > R
YU A, 2016.10.25,[E AN

4. Whole-genome mutational landscape and characterization of noncoding and structural
mutations in liver cancer, M 8H % %, Fujimoto A et al. 66th Annual ASHG Meeting,
2016.11.18-22, [E4}

5. Whole-genome mutational landscape and characterization of noncoding and structural
mutations in liver cancer, F3A%F, FRABITE, 5 75 [ H A, 2016.10.6-8, [EN

6. Development of analysis method for whole genome sequencing and comprehensive analysis
of liver cancer genomes MEARE (EGE) , BEARWIE, & 75 [0l H A, 2016.10.6-8, [EN

(3) TEERE DR - Hefrdahittz ) (x4 20 A

(4) FFFFHiE



