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Abstract

(aCGH)
has been used to detect chromosomal regions of
which
identification of new cancer related genes. As aCGH,
data,

amount of noises in its raw data,

Array comparative genomic hybridization

amplifications or deletions, allows

a large-scale spatial contains  significant
it has been an
important research issue to segment genomic DNA
regions to detect its true underlying copy number
aberrations (CNAs).

applying a segmentation method to multiple data

In this study, we focus on

sets. We compare two different threshold values for
analyzing aCGH data with CBS method [1]. The
proposed  threshold or

Q+1.5IQR and Q+1.5IQR -

values are p-value

L A&

SER]
genomic hybridization: aCGH)Q‘

AFo] Z3 (amplification) %+

Hla {7 A B3H  (array comparative

A A (Chromosome)
<=(deletion)® 2 A}

897

TE SAFTeEZAN, 4 AdE AR daHAA
(oncogene) = & A F#HAF (tumor suppressor

¥} ThE A
FARe] wFol}

gene)E ZS 9ltd. aCGH+
ek 27| Wk oy g 2L
716 A= ARgET [2]
aCGH tdl°]H+= AA N 05-20 Mbase T =
FAZ AFe % (copy number
CNAs)& =4 shH, Ab&-E wo] A g ol 7 o
(microarray)oll webd 3 AHE T =3 Aol Fut
Mol &3k dHolHE AJikgtth. o] dHolE &< HAXA
]/\19] %};.‘2_ Xéi]—ﬁ‘]— O]Jg— Eﬂio]

11l

2~
N
my

o x
=
o] % aberrations,

kas

=

%9 @Ee Asw

oo
T o

il

O
3
=
ny

L

A&

=2

A+ aCGHlA
F1}<l circular binary segmentation (CBS)
o] F7F F Az A5k, |

=4

b=l 220l F Jhe] Al @S AR

FAA WES

=

F

0

o%

=
tlo T

iz ol o
Ol

=1

= 3L r -
TH Ex

¢

v}
ol

i
o
s

aCGH+=
SRERE

WO R circular binary segmentation (CBS) [1],



2008H T CHEHMALSSHS| stA|Setsteths] M31A Hi1E

hidden markov model [3] &°] ATt <] #2 W FAYN )=
=20 o ) 2 = ;
= Yol 9A %, S, Oﬂ #%.9] logratio B oATE BFFHE7EYe] GIST faculty start-up
Aol groe =E - Slo o Axo
2 gased AnEin 9 gl wene A
Aol gtk wekA], B =FolAe A dA @S 251 5.3
AABE7] $13l4 CBS ‘%}‘?é% Ag3te] ZF aCGHE
Amol A GARE - ARS AN FoI TRk
. P [1] Olshen, A. B. et al, Circular binary segmentation
A A7 A1AE (o), ABAELAT(p), AHE ’ ’
J F52] l ]—_‘AT & I3AHE 914 & ]-0 for the analysis of arrray-based DNA copy
T@%(IQR)E R B i o B A B e number data, Biostatistics, Vol. 5 pp. 557-572,
AAetA Tk A AR AA g2 CNAs9 kol F<l 2004.
3o 50.0001 EE O +1. SIQRE‘:} aw ZZ 4 (2] Pinkel,. D., Albgrtsgn, D. G.,.Array C.omparati\./e
oo o o x o o . genomic hybridization and its applications in
L =7 A% p<0.0000  EE cancer, Nature Genetics, Vol. 37, pp. sll-sl7,
Q —1.5IQREH #row AEolgha gt 5 WA 2005.
1. IQRHE}V aw zE O — 1.5IQR™ [3] Fridlyand, ]J. et al, Hidden Markov models

approach to the analysis of array CGH data,
Journal of Multivariate Analysis, Vol. 90, pp.
132-153, 2004.

m +3 [4] Kotliarov, Y. et al, High-resolution global
genomic survey of 178 gliomas reveals novel
regions of copy number alteration and allelic

= JbA QA e wasy] YA tEdA olmm imbalances. Cancer Res., Vol. 66, pp. 9428-9436,

2006.
M EZ (glioblastoma multiforme: GBM)< 717 1434

FAHERELE dolx ARE st [4l ol
ARE 7 GAAEE EA5te], 1433 B5 DAN 4
2% m: A4 WP dve a9ln ays

m 1o

*

o

THEIZ 5¢0.0001 =T Q1. 5IQRUE VTSR

H2E Qi) 5IQR RS EoR @ Aot o

o A F2£L& WA (Gain), é@% %22M (Loss)E
Atk 21A 7HI 200 FAA M= FF

& 103, 134, %iﬂoﬂ% A=) )

°of &=, 1%2011 A 7a 129 G z

Aol e YR k. 29,

kol

Froquoncy Gan | Lo (%)

v

Chromosomss number

a8 1. CBS ' a=(.0001 &5 Q1.5IQR

o R o o koo W
z 5

VAR W S AT we *
.
ACGHE #7742 aAe FEolu A&d da
wye wol A7 Holgou, FEw A£L vy sl | il
LAWY WUS FRAAT oFAAAE Q7o ¢
etk TenE, B Rl CBS WHE Agd o
A% ABA T A dRE AN Az el
9T thE aCGH 422 AHgstdizhs 47 94 @ :
S AT S5 EE AEe ved 5 9l T

Shremasers number

19 2. CBS : Q+1.5IQR

898



