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Identification of QTLs affecting good eating quality of cooked rice by
improvement in novel grain components.

Hori, Kiyosumi
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We collected whole genome single nucleotide pol¥morphisms (SNPs) and
evaluated eating quality traits and endosperm enzyme activities for cell wall degradation in 187
Japanese rice germplasm accessions. By using both the SNPs genotype and phenotype data, genome-wide
association analysis (GWAS) detected more than 900 genetic loci (QTLs) for the eating quality traits
and endosperm enzyme activities, and genomic selection (GS) procedure constructed prediction models
for each trait. Additional genetic analysis in a total of 435 recombinant inbred lines confirmed
presences of several QTLs and their genetic effects that were detected by the GWAS, and confirmed
accuracy of the trait prediction models by the GS. For examples, we found novel QTLs for eating
quality traits on chromosomes 1, 2, 3, 4, 5 and 11 in Koshihikari/Takanari populations. These QTLs
were controlled eating quality regardless of amylose and protein contents in rice grains.
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Genome regions associated with difference of eating quality between indica and japonica rice cultivars.
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Deciphering genetic basis of responses to climate temperature fluctuations in rice.
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