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Preddion and Andyds on Myb Trarscription Fadtors in Piytophthaa sgae

WANG Z-virg

Abstract

( Departnent of Life Scierce, Hefel Teachers Qllege , Hfel , Anhu 230061)
[ jective] The study wes to provide the sciertific basis for ill ustrating the action nechanismof Myb transcription factors in Phytopht hara so

jae. [ Method] Wth Mbtrarscription fectorsin P . sgae screened fro mthe phytophthora geno ne database as the research olj ects , their distribution char-
acteristics in P. sjae and the transcription nodd of 4 Myb factors with bigger i nportart vd ue during the irteraction process of P . sgeae with host vere
ardyzed, and the M/b factors vere cl wstered . [ Resut] The gerone of P. sgae contained 50 Mb factors whch dstribuion were nat uiform. 50 Mb
factors cod d be clusteredinto 6 gous (A, B,C, D, E, P . Adthe Mb factorsin group E were the nogt , accourting for 40 % of the totd , whle thet
ingroup B wes the least (orly 4) . Mb factors hed the highest frequercy (0 .44 %) in Phytophthara capsic databese , whle had the lovest frequercy
(0 .26 %) inirflection database . 4 Mb factor were dl trarsdarted in process of the irfledion of Phytophthara on host . [ Corcluson] The research pro-
vided the refererce for understandng the physdogicd function of M and its fundion in pethogeric process of P. sgee.
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Note : A . Miceliumdatabase ; B. Zoospore databese ; C. Gt germination
database ; D. Irfection database .
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