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Abstract

It is of importance to integrate several databases
to improve its coverage and usage of large amount
of

biological experiments. In this paper, we proposed a

biological information produced by diverse
method to integrate the protein interaction databases
with various naming schemes. The identifier (ID)
mapping methods in the process of integration was

also presented.

i

T o
ey

off
o
o
fu
d
oé?,

093

&
o
2

=)
g
>
? o
X

ol:or"ﬁ‘
‘_‘L
2
= &

Eioal

T A

b
3:3".:111
o N
lo
o

[ oo

dlelH
S5 el

v
Or
ot
u’
1z
mLi
0%
fol
2
ofo
=
o,
o

(KA
ol o o

B
rob
o (o
lo 1 oz
=

=)
o
=}
, S
jo)
©
R
Sl
2

1

ox
foi
N

4

o

dolg e olu 750l &#Hxl
A& @il 7)5E &5
Atk 2y 2 Aol =
o] ZrAl UniGene Cluster, Swiss
Prot/UniProt, RefSeq, Gene Symbol, EntrezGene,
UniGene 53 2& T3k Jele] HH12E& AHEst
ol HolHE HA FFtd &&sA X3t

rog
=

a=)
i

4

¢

A N
= Ol-m 2
ol
=

3

>
>
ofo

i

U oo mt rfh
il

> do
fo o g =

)
i

a3l



2008 4= CHEHMAIS S5

SIAIS

Stsh
=

=03 M3 M1s

= olg&ol AUt
21 % delgue]l 2~ 59 F4A

2 AFoAME g BEtEs v 9d A
g dolE o E&A HAAE fad FE AEHE
IDES 7I% IDE Asta shuve] gaz=el SAlel X
FEEE ST Ee 7]Ee] ol Mo] =B A g
deo o 7l9 IDEC] TIHY U= A AN
285 Eol7] A8 3 H=o) & DDEe HE F 3
CE vtk 2Ea, ID wiE ARE o] &3t TE
IDE E(nul) #& HAAarsates a3t
22 A 7}A 71% ID

Wl Ao AE dolHER #H AFE0NA FE
ARgEtal e v Al 7 WEatAE S 71 IDE A
skt

* NCBI Reference Sequence (RefSeq)

* UniProtKB/Swiss-Prot

Gene Symbol
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* DIP (Database of Interacting Proteins) [4]
* MINT (Molecular INTeraction database) [5]
* IntAct (protein INTerACTion data) [6]
HPRD (Human Protein Reference Database) [7]

Protein Interaction Database
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