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Abstract: In order to screen the candidate gene for the
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resistance to wheat Fusarium head blight, the gene expression
after inoculation of Fusarium pathogen was investigated. Based
on previous reports, 489 genes were predicted in the ctg0954
where the major QTL for the resistance to wheat Fusarium head
blight on short arm of chromosome 3B by using FGENESH soft-

ware. Two wheat cultivars, Sumai 3 with the QTL and Yangmai

1?%‘%%?;?;;;?112:; B TGN BB L B 15 without the QTL, were selected as the material. 27 genes with
D1 V) AL 7 R, (Tel) 15150530830 ( B- different expression between Sumai 3 and Yangmai 15 among
mail) dinghin1224@ 126.com 259 functional predicted genes were obtained by RT-PCR in O h,
BWIRAEE . DI (Tel) 025-84390300; ( E-mail ) hxma @ jaas. 4 h, 8 h, 12 h, 24 h after Fusarium pathogen inoculation at an-

ac.cn thesis. The differentially expressed genes in Sumai 3 in compari-
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son with Yangmai 15 were grouped into four clusters: up regulated expression at most time (type I ), up regulation expres-

sion at early time points and down regulated expression at later time points (type Il ), down regulated expression at early

time points and up regulation expression at later points (typelll ), down regulated expression during all the time after inocu-

lation (typelV). Six out of 27 differentially expressed genes were selected for Real-time PCR, and the results showed that

the six genes were up regulated after pathogen inoculation and had differences in gene expression between Sumai 3 and

Yangmai 15, which might be as the candidate genes of major QTL on the short arm of chromosome 3B associated with the

resistance to Fusarium head blight for further research.
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Table 1 Functional classification of predicted genes in ctg0954
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Fig.1 Electrophoresis of total RNA in different stages induced

by F. graminearum in Yangmai 15 and Sumai 3
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Table 2 Differentially expressed genes screened out by semi quanti-

tative PCR after pathogen induction
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Fig.2 RT-PCR results of candidate genes associated with the

resistance to wheat Fusarium head blight
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Fig.3 Relative expression of candidate genes associated with the resistance to wheat Fusarium head blight induced by F. graminearum
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