AR FA A
= o]

2%]—/] A]H:l

(Identification of Conserved
Protein Domain Combination
based on Association Rule)

t s 1
H A %2 s

(Woo-Hyuk Jang)

(Suk-Hoon Jung)

= +
o5 %+

(Dong-Soo Han)

2 o wdde wwde dst AT 2 24 )
59 A% vl gAe @ A ool EdAE

FA =u, @was /5 =9 2 £ede) 7l 7l
Yoz FYLL wALe =4 /¥ wPHsl 9
Agsel gooz, wrQ EW wud Uy 75e
¥ 54 XU A S wEsd 2de s 2
e 7 =W 2Pe) WSy nE @5% 24y 4 e
dad 74 A 71@% A2k

=
Uﬂom'«] A3 YETE
Z3 BHE AEE 4E3 o8 Jhite

o gulds gaer RE T x2FS -ir%@]"ﬁf*‘—ﬁ
Gene Ontology & ©l-&3la] 1 AJE8=
7 Aw AR SPHoz 23E NE En9l
7NE9 Ao HE) =27 Ul N5 FARESE Bgke, uat

2 g E )(No ROl 2008 000—20765 0) 2 ﬂ%w"ﬁ.wé
g A7date

o] =B A3sH FASEUI AN AR FHe g ned
A =l 2o 329 Bz LEY =ES A3 AY
toAEd - ey ed FRENTET
sh.jung@kaist.ac.kr
torajim@kaist.ac.kr
oA - dEner|ed dasty o

dshan@kaist.ac.kr

=REs ¢ 20089 129 19¢
AR 20009 39 1€

Copyright©2009 @54 netetsl : /1) B} m§ FH9 A4, o] Az
2o QA B 9Re] g BAR £ A" AR AL 87kt
of W, At g4 *woy}ﬁgf $lom 3 Hollof & BT 23
& =A gAslok BT o] o] BHoz BA) wx 29, A
82 AHEBAE e Agol Tl o}o% AR #7kE dm vl
g

Puoes e AFY

=u=
% 5

&5 A Esfof

o AA 2 #E A15E A5E(2009.5)

gd sl 23] 23 375

A At 7Hel AEEH 715 Y Y REE =
9 2§ FZo) 53ty & Aotk EF Scerevisiae
G Addde M2 derr) 23 AF Ueivde BEE =
W) ZFol EAEH, 13 2FEL molecular func-
tion?) ¥YP} TH A& HHWUTH
A9 Bua ool a9 z2¥ BE THe %
AR 13

[

Abstract Protein domain is the conserved unit of
compact tree-dimensional structure and evolution, which
carries specific function. Domains may appear in patterns
in proteins, since they have been conserved through the
evolution for functional formation of proteins. In this
paper, we propose a formulated method for conservation
analysis of domain combination based on association rule.
Proposed method measures mutual dependency of domains
in a combination, as well as co—occurrence frequency of
them, which is conventionally used. Based on the method,
we extracted conserve domain combinations in S.cerevisiae
proteins and analyzed their functions based on Gene
Ontology. From the results, we drew conclusions that
domains in S.cerevisige proteins form patterns whose
members are highly affiliated to one another, and that
extracted patterns tend to be associated with molecular
function. Moreover, the results testified to proposed
method superior to conventional ones for identifying
domain combinations conserved for functional cooperation.

Key words : protein domain, domain combination, con-
served domain combination, association
rule
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cellular pattern 233 | 0.024
component |none 45 89.9 28

Avg.: Average of functional similarity.
SD: Standard deviation

t: t-Value

p- significant value
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