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A management Technique for Protein Version Information based on Local
Sequence Alignment and Trigger

Kwang-Su Jung1 - Sung-Hee Park”™ - Keun-Ho RyuH

+

ABSTRACT

After figuring out the function of an amino acid sequence, we can infer the function of the other amino acids that have similar sequence
composition. Besides, it is possible that we alter protein whose function we know, into useful protein using genetic engineering method. In this
process, an original protein amino sequence produces various protein sequences that have different sequence composition. Here, a systematic

technique is needed to manage protein version sequences and reference data of those sequences.

Thus, in this paper we proposed a technique of managing protein version sequences based on local sequence alignment and a technique of
managing protein historical reference data using Trigger. This method automatically determines the similarity between an original sequence and
each version sequence while the protein version sequences are stored into database. When this technique is employed, the storage space that
stores protein sequences is also reduced. After storing the historical information of protein and analyzing the change of protein sequence, we
expect that a new useful protein and drug are able to be discovered based on analysis of version sequence.

7|1/ E : HIO| RO X HE A (Bioinformatics), THiE (Protein), B{ERE|(Version Management), AM A|AH (Update System)
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CREATE TRIGGER logKEYWORDS ON KEYWORDS
INSTEAD OF INSERT AS // E2]|A o[WE
BEGIN
DECLARE @nPIRID varchar(10), @nKYORDER varchar(10),
@nKEYWORD varchar(30) // ®$4a
SELECT @nPIRID=PIRID, @nKYORDER=KYORDER,

@nKEYWORD=KEYWORD FROM INSERTED // ¥4
b

IF EXISTS (SELECT KEYWORD FROM KEYWORDS
WHERE PIRID=@nPIRID AND // E&]A 27
KYORDER=@nKYORDER) // 7]&
KEYWORD7} $iiz 3%
BEGIN // el 44 A1z ( 5A 719]5= gho} vl )
DECLARE @oKEYWORD varchar(50)
SELECT @oKEYWORD=-KEYWORD FROM KEYWORDS
WHERE PIRID=@nPIRI) AND
KYORDER=@nKYORDER
IF { @oKEYWORD <> @nKEYWORD ) // Eg}7|
23 (A9 719 g ohichd )
BEGIN // E2lA 944 A%
DECLARE @nRELEASE VARCHAR(10) // 7321
He} a2 Hu
SELECT @nRELEASE-RELEASE FROM RELINFO
ORDER BY RDATE ASC // 98]z AR 8
INSERT INTO LOGS VALUES // 221 A& Ay
(@nPIRID,@nKYORDER,
@nRELEASE,'KEYWORDS',
"KEYWORIY, @oKEYWORD)
UPDATE KEYWORDS SET KEYWORD =
@nKEYWORD // 7191= Elo]& 44l
WHERE PIRID = @nPIRID AND
KYORDER = @nKYORDER
END
END
ELSE // _E_alﬂ Z7 (34 A49% PR 4Ea7t 7192
Hol&dl A& 4y Hi= 39)
BEGIN // .E.BIH AH (719 = Holgol dxf 4Ed @&
A4
INSERT INTO KEYWORDS
VALUES(@nPIRID,@nKYORDER,@nKEYWORD)
END
ENDy;
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SQL E2|H2| of
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T2l AoE ARG, AA, wA)0] el dojE Ho]
AN HAdF PFE AUk E
GAg olFE 7E 2428 EYA oWE, EfA 23,

av $EHOR o)
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