£ 000 http://www.cqvip.com|

HEHLE2E 2005Vol. 32No. 12

£ B A7 5 h 8 R R T R A 5T )

k B BREO B K
(FEHEZARALAETENE 4/ 230027)

B B LAPRGATHRRABGAF LARLEFANALBAS AN FELRARGEM, ALLESTARA
FIPHEZEDELGHREGHIE, T T ALk  HALABREAF THEIRIAOLE, EXEAARELS
ABFIR G M7 i ARB WA R RATHE T RBHANLEATHY, FRERAAALFELARTATMNLE,
XEE HREE AN RELEHR :

A Research on Method of Predicting Transcription Start Site in Genomic Sequence
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Abstract Prediction of transcription start site in a genomic sequence is difficult but important in the field of gene pre-
diction in bioinformatics. A novel algorithm is presented by integrating the features of some meaningful sites in a ge-
nomic sequence to predict the position of transcription start site. Discriminant functions are got by training with the
method of discriminant analysis and weight matrix and then are used for prediction. It showes that the algorithm has at-

tained a good overall result by an-experiment.
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