38 43
2011 4£ 3 A

ioE B B

Computer Science Mar 2011

— TR 0 FF 51 A R B ELTE R RE RE L P RO R A

HER i 3% = W 58 i &
(g IFse R EMBEZR R 430079)

M OE ATRAHMHOTES ERAEAA AR, HE AR ELEHBEIAAEFTHELNALRE. 5
VAR R, BB GBS RAFL BT AP T ERFTRN, A TBLARE — LR ERDIBBH ALY
“BR"EREMBETAMK AT AHFEARAFL RE, M RACEBAT A RR AL HEIEF LB R TR
B, B —F AR RITRE, ZBEAR, FEYERER AR RN,

XEIT KA, FF AT, B A, WA 57

BEESHES TP311 XEFRIRE A

Generation of a Consensus Sequence and its Applications in the Fault Location
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Abstract In order to improve software reliability, software running in the event of the failure, rapid and accurate posi-
tioning of the point of failure has become a very meaningful study. Previous methods, Fault running sequence and the
nearest running sequences to run the previous differences,in order to avoid selecting the first path caused by the recent
success of recent blind-area exist, the impact of the increasing post-search space, the paper introduced gene biology the

principle of alignment of the nearest sequence to run not by editors to select from the comparison, but to processed
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- through a consensus sequence. Experiments show that the method of fault location better.
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