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3. HOI2FE A|AH FHE A

S IT 719 4R RS Age] Be A wlol
238 BY LTEegolst BAHY o Rojx: Itk
A7IME olell Rt B A AT MRS e 471
o= @A AFE L IT 71%0] JGA vlo] 248
BAser 889 4 QEAS Auolz 9t wo
PR EE o BH5S) 2 =Rl 4718 Roleh,

o« A A R A BAE GBAL /1A

of EAdske fuAte] A8 A& e

Al FaAE 2] DA E 3] A3 A, HlSs3)
FARES THE AEFNS AB8E WileH
)

*DNA 3 do]8l 4 : DNA 3 F vlo]azo]
#lo](microarrays)= £43tuxt she RS
< 3 Aol 220 F AE DNAE 97]o &4
3t(hybridization) ¥-gARe=H BE 9 &
AxZe] T HElS FAl B4 Je A2
& 7leelth B e ¥4E B3 fAEe
FHABAE & & U o5 o83 53 AESH
FHellxe] BolAHQl FAAE ZolAvt Xdt 5
o &% 5 U}, o3t vlolH & JAskE Ve
= ARESH mloldsle 71es o 7Bl A
T8k T3],

elo] @ HIAE mlo]y : B YEEH PYHE =5
P2 IRt uEd B AE AAsin o
GrERREH ARE FE3}A o]& A5 BXA
T F U BE BN, AR 5 dojNe Ve §
H2E ulo]y 7&& AR 1 9] Fad)] Au
ATHH 3). 2 AEEH JHAE Q14], AESH
7HA 2t A 914 2 Y EAE Fske It
AAERATA(ETRD oA Agh= 3 9lei(4).
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J8 3 HIOIEIAE DI0IYE S6t HI0IQAER 24,
H Y BAE HOIEH= &84 dOlE & 24
HIOIHE FANS HEE &0 USH 0IZ=2H
P M HE F=&, NHAGXE 2= JHAH

AMEoHH Lot 28 d2e

Aalg 2= 4 QUCHL
o SNP AH 4 : SNP(single nucleotide poly-
morphism)= M2 T& ARE 7t &3] A
+ DNA “olld @ A7IMEe] 2oz, Zt 7)Ql
o] #3873 (phenotype)2| ™84 (polymorphism)
o] SNP ®& 2219 ¥keA| (haploid) 3] &%)
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WA (haplotype) ol whet AWl 2E g,
A7l zlo|, geoket Ase] o] & AWE
AE 71MRtg st @ 4 vk E=3 SNPE HolE
ZlA 7Yl fAAL B AR ke At
UEA] A8 S g8 & 4 glo] Jijlstd o=
8] 2 (personalized medicine)”7} 7Vs3l &
UTh SNPE #4313 ol & 2% A5 &8sl
Az dlolBuo|2rt STR-AAE BAE S EalA
o] £ 3L UTH(5).

e o] HE}: ) 9|7 HolHE R8&FC0R &5,
g, H2A, &3] sl AFE R FEeS
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£ FAA 2 o] A RE Fgsie] Ay
A8 5o &t A= Jdu6).

o Al 2" AWESH: A5 - (signal transduction),
A3 F71(cell cycle), ME E3Hcell differen-
tiation), DNA EAl(replication), ZZthA}
(metabolism) 53 2& AlEo] Aejdhyd kg =
Hol| Ashs dNAE F= FAA 2k A3z
| e Mk, 2 548 dehe, s93kE
(dynamics)Ql Bl 2+ o] gt 8PP
Tdd st AFelt). HZ ATEE FHA}

W7 kg o) g3l Al Bl FHE W)

ATE g B ok o3 Aol it

H7F (7)ol 23+ 3ot
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AHAA Z2AEQ} Tzl T2 AE 5 A}
o] W& AFE TGS IT 71eol M2 =459 7)
31E AFsl Tt Aol F3A ZRE A2 HlolEl9}
FAE ME2F I AAske ol RS 71& A
o] 2.5 FEsta Jom ol 7|9 HAFE 3|AlSol
M2 A dH9ez S48 IBM, Microsoft,
HP, Oracle, Siemens 5 AlAIA<! HAFE A s &
7 ol I3 7] 2 2AM = Samsung 5% st
(Life Science) = MZ A1q] #okz2 BE3| 7313
UTH8)-(14]). =g HAzl=e] o] jgle|A] 0|23t A]
R APH FoE ST A gAH s 2
A7 Z2a3e Adstn vk 3«24 MITS]
CSBI =Z=73(15), Stanford ™l Bio-X(16),
Princeton ©&te] Integrative Genomics Z& 1%
(17), Harvard ©8te] Bioinformatics and Inte-
grative Genomics ZZ71% (18] o] AUt}
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TYIIME B HerEe] Ad 5l B g o)
g B3] T2 OMES AETE Fakdiol alth
AN Hgoz 27t tigdy st 2o ZraARS
et o dA ML), vt o AuAre @
A ikl A Eo] JiAE ] 3o KAISTAM &
dlo] QA2 a7} B2 Elut Ak SHoA
T AHFRE AR A = ofF] 17 BA] 4t
(2, 19). 8|3 o]50] o7 Hag Al BdS Ztm
UA Bt A Aoty Zlge] SAAIT 7lewe s
HER= BT9 g E5H0lof skt o2 S1E3E Ay
¢ WSS e a7 AFAR] Ut ol Auidem B
=3+ Yol

AP REE A= o oA F838
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HsH) AMeE 5 e AZEY OIS 7Yt B4
9] 7l¥te] He dnElEH 71e8Q] FAle 2 At
FrEvhe 2A5lMY #Ael ot v HFHF
grlEo Al vlolodolE] BN FalA NEE IT
Zles st} she 2400 Qlth A& Eof, Hiol
SHelE = Apo] oA AFES] T Ha kol2vt
A dlolElE BAso} sk MEE A5 dATH
T dlolE o] TFA el de] oA U=
ZUitEe] &4 tlolHES B BAg ok sk A2
FAE AARITE 2 oladt Vledo® Fhlgle
EAE 22 YAAASAE F0] Q& BAl7) ol
= St} olef3t F Hope] I H o7 Z7EC] &
£ )RSl e Y A7 F o] Folx 1 AR &
) Gy AALRAcRE g3 & WP =
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FEte] Z]uket e Hatel] Bg BIT Aol FaiA
= (2117 (22)8 &2 & 4 STk

L
i{g
ot

#n 28

(1] Brown, T.A., Genomes, Bios Scientific



Publishers, 2nd Ed., 2002.

(2) 9713, "fAAET BEFRAKRY, A23A A5
2, pp.24-31, 2005.

(3] gpdul, "7Asks/dAErtel Yz} sl A
238 A5%, pp.32-40, 2005.

(4) 23], "JRSAE BITEHA AW A |3
/AE, A23A A53., pp.b7-69, 2005.

(5) vrg3}, "F7HRAARP RAE(NGIC): AHEEE
ARElE diblEk 109 97, #123d A5%, pp.
76-81, 2005.

(6) 22T, "FHAITS At APAEH RS, A
23¢ A5%, pp.10-17, 2005.

(7) 234, NGB8 A753F, #2378 A53,
pp.18-23, 2005.

[8) IBM, IBM Healthcare and Life Sciences,
http://www-1.ibm.com/industries/health-
care/

(9] Microsoft, Microsoft Healthcare and Life
Sciences, http://ww.microsoft.com/industry/
healthcare/

(10) Hewlett-Packard, HP Life Sciences Ini-
tiative,  http://www.hp.com/techservers/
life sciences/

(11) Oracle, Life Sciences Platform, http://
www.oracle.com/technology/industries/
life sciences/

(12) Siemens, Medical Solutions, http://www.
medical.siemens.com/

(13) Samsung, Healthcare Products, http://
www.samsungamerica.com/Text/health-
care.asp

[14) Samsung, Samsung Advanced Institute of
Technology (SAIT) Digital Bio Lab, http://
www.sait.samsung.co.kr/sait/saitBioLabln
tro.jsp

(15] MIT, Computational and Systems Biology
Initiative, http://csbi.mit.edu/

[16) Stanford University, Bio-X, http://biox.
stanford.edu/

(17} Princeton University, Integrative Genomics,
http://www.genomics.princeton.edu/

(18) Harvard University, Bioinformatics and
Integrative Genomics, http://big.chip.org/

(19) 3%, "= vle] Aakd= BIT AL A3,
A23A A5&, pp.70-75, 2005.

(20) AHE, “Wicvlo] 0R)s EAAFE: AFEI T
I ulo] 38t vl Qx| atste] vl A
BaEkEA] | #1239 A|53, pp.41-56, 2005.

(21) 78e, "FAFE vlo] e 8ta} ulo] 2. AFE| AL,
ARAE3 R A21A A63F, pp.5-13, 2003.

(22) Forbes, N., Imitation of Life: How Biology
Is Inspiring Computing, MIT Press, 2004.

At U E}
o o M

1986. 2 A&l w AFEHZE(EAD

1988. 2 A-&gtu HFEHAAD

1 1992. 7 =Y Bonn et ZHFE#et

HEA}

| 1992, 8~1995. 8 =Y PIEIeA

F2(GMD) 974

| 1995. 9~1997. 2 AT HFEF

' B Zug

1997. 3~#A Agoistw HAFE T
Hug, A A3, BJEF
13 Feay A9,

2003. 8~2004. 8 MIT Computer Science and Artificial
Intelligence Laboratory(CSAIL) 4 ag~

2001. 1~3A] uje] 24 87| &AFAE (CBIT) A%

2002. 6~3A Hjo] 22|F 7R A AT A%

FAlEot : Biointelligence, Probabilistic Models of Learning
and Evolution, Molecular/DNA Computation

ut A 3

1976~1981 A-&gw 8-S (84h

1982~1986 Univ. of Texas(Austin)
FIHAAD

1986~1989 Univ. of Texas(Austin)
E2gH (D

11990 Center for Relativity at Univ.

of Texas, Postdoc

¥ 1990~1991 1.C.T.P.(Italy) Postdoc

1991~1994 Center for Theoretical
Physics at S.N.U. Postdoc

1994, 8~AA FFAAEAATE 97

T Bol: vlo] e EnE A WA B A E)

At AFEAG 9



