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Analysis of Resistance to Blast and Mapping of
Rice Blast Resistance Gene in DH104
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Abstract ; The DH104 , an indica rice mutant from Huhan B, and eight monogenic lines were subjected to
resistance spectrum with 39 isolates collected from Guangdong Province, China. The results showed that
DH104 conferred broader resistance spectrum than the eight monogenic lines. To identify and map the
blast resistance gene in DH104, a representative isolate GD0193 was used to identify and map R gene
from DH104. Isolate GD0193 was used for inoculating a population of F, derived from the cross between
DH104 and highly susceptible variety 1101 (indica). The results showed that the segregation of resistant
(R) and susceptible(S) progenies fitted a 3: 1 ratio in the F, population(313R:97S, x > =0.896 1),
indicating the R gene was controlled by a single dominant gene, temporarily designed as Pixt(t) gene.
The R gene was located between RM136 and RM7213 on chromosome 6 using SSR markers, with genetic
distances 4.9 and 1. 5 ¢M respectively.
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