=Y 4>

NBIAFATAE AFTHERALA

ATEoHEE) -3 HAHNE 1211260—1 jgﬁ ) LA
AR 2,SEAE)| S8 | AL g | AL (Z
[e)
(FE)GFAAA LS o] &3 AGFEAA D N EHAE Hk
x]$
o] 7 3} 7] < _ . .
AT IhA (9% )Administrative  support for the cancer genome project
collaboration
SR EDES 2r
% 3 Aokt = = U z}-8}
J/]-;(ﬂzﬂdzl.
= A 52} A =
FFAAA LS o] &3 HkFA A 2 X _ i
PEEE D emaea e AwTs 9 A9 | O0E e
9
3
_ 20129 099 ~ 20134 HFAAF LT
= o 7} - 5
& AT 29 (% 1.25 W) (2l: @, MY)
= 9 qdRrIFF
B o 7F
T8 A T 7] 7l oAl E] = 9= 9=
A7 @ A 2%?'30?'20;'; 22,738 | 9,538 | 13,200
A1) 901 —
(ers 1 9) A1 2%?30?'20:13'1 22,738 | 9.538 | 13.200
21]25(]— ~
xﬂSi]— ~
_ i NCI(National . 301-228-448 301-846-658
- o3| juz] ] Z]
&7 s CIC Cancer Institute) e 8 9
1B fAFAd B H ol wek B AFAEAY S NG FgsAon ofget o] HEFH A

20139 10¥¢ 309

B EDE! A8t (4%)

TAdAEH AR A8




f
]
Lo

(82) FFAAALE o] 88 ADEAA 9 ARHARA @
=]

(9 ¥) Administrative support for the cancer genome atlas project
collaboration

J [@)) [on ~ w \) [
Q,
Y
>,
o
SNE.
I
kel
e
o,
ki
©



< 8

F B >

=
LU

<HEEE>

The Cancer Genome Altas ¢}9] T5ATE 54, Ql Ay AL ol
FHaAH] 2 o] H. pylori #& %{‘ﬂ 2 A8 5= 9= I x
/ﬂa‘q U] ]]?:]_
Gl ope it <HHA=EE>

(200AF o) The Cancer Genome Altas 99 T&dTE &3, =2 ALH A4YL Eol4
A H] W oto| o] H. pylori &H& §2 A E 548 F Jde 7E
Ad 2 2
O The Cancer Genome Altas 2 =<l /A<t AA & 150 AA

AFWE B
(5002F ©] )

A B

BEER]

RS B @l
O &= 99

ohe

exome seq %

—fusion transcript &7
RNA seq data
transcript & A3

=

o} 7}
=

RNA sequencing, microRNA sequencing, methylation array data & €3,
st 14ek Sol4

24 FYsta 4%
E_ 3]]

BX35te] of8] ZRFo| A recurrent 3

= L

RT-PCR = wvalidate

oFol] A vk
32 AA gDNA o 3k capillary

A4} exome sequencing, copy number aberratlon,

o] 9

A Wl A4

#AFet HAAZ The Cancer Genome Atlas A A dHolEHE
I ZE FEo ’“Zo}‘ﬂ
-recurrent somatic mutation
RNA seq data &
nucleotide variation (SNV) & 43}l %01
sequencing & & sequencing error & wjA| s SNV =

WA Y= recurrent single

validate

<A AA)>

T G/ EEA T (%)
SCI =% A< 0/1
IF &
AT w2 71} A3}
o D ST Wl BEATYARE 7] AST 3
<AAAA B>
-gdA TCGA ¥&w=w odl F
A EA R EEEE 9]
=T
#31of
biomarker target administrative
ks
X RQofFo] FHRFS Ipage o= A oref




Project Summary

Title of Project

Administrative support for the cancer genome atlas project
collaboration

Key Words

biomarker, target, administrative

Project Leader

Hark Kyun Kim

Associated Company

NCI(National Cancer Institute)

The aim of this project 1s to provide administrative support to the Korean
gastric and pancreatic cancer sample collection for The Cancer Genome Atlas.

The followings have been completed
—Building network for Korean tissue collection
-IRB approval from each participating hospital
—Collection of samples (domestic)
-Shipping of samples (international)
—Processing clinical informations
*at the time of accrual
*at the time of follow—up
—Sharing clinical information with TCGA
—Collaborative genomic/clinopathologic data analyses with TCGA
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O Building network for Korean tissue collection
-IRB approval from each participating hospital
T HAAY, AW, FA, ddd, A gt
—Collection of samples (domestic)
—~Shipping of samples (international)

=YAE @A shipping A

A A 216 vials (cancer tissue, normal tissue, buffy coat)
Median age: 67 (29-83) Al
<45A]: 6.9% (5/72)
<A40A: 2.7% (2/72)
M/F: 49/23
Lauren classification intestinal/diffuse: 36/36
Median tumor nuclei
~Intestinal 75% (25-75%, 70-87.5)
~diffuse 70% (25-75%, 50-70)
Pathologic stage
-T1/T2: 32%
-T3/T4: 68%

—Processing clinical informations
*at the time of accrual
*at the time of follow—up
—Sharing clinical information with TCGA
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Batch Tumour | Normal | Total Notes
2 Tumour samples failed library
220 5 n ! 6 | construction
242 - 4
257 6 4 10
269 20 5 25

-Collaborative genomic/clinopathologic data analyses with TCGA

DNAmutation

List of top recurrent mutation candidates

a Histologic type
TP53 <107 Intestinal and diffuse
CDHI1 <107 Diffuse

microRNA
cancer/ adjacent normal tissue o 3t microRNA analysis

unsupervised clustering:
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protein expression, copy number status & EZZHQl H|uE 3FFHN oW E-cadherin mutation
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Fig 2. H. pylor1 and E-cadherin expression of gastric cancer. E-cadherin mutation status was
not associated with H. pylori status in selected gastric cancer patient subset. (A)
Immunohistochemistry of E-cadherin (B) mRNA expression (C) Copy number status:
heterozygous CDHI1 deletion in Patients 1 and 2 (D) Methylation PCR: no evidence for CDHI1

promoter hypermethylation shown
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