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through regulation of JASMONATE ZIM-DOMAIN genes in rice.. New Phytologist, 2022,

97 Fine mapping of qWCR?7, a grain chalkiness QTL in rice. Molecular Breeding, 2021, 41, 1 3.4 1

Two VQ Proteins are Substrates of the OsMPKK6-OsMPK4 Cascade in Rice Defense Against
Bacterial Blight. Rice, 2021, 14, 39

FLOURY ENDOSPERM19 encoding a class | glutamine amidotransferase affects grain quality in rice.
95 Molecular Breeding, 2021, 41, 1 34 4

Genetic architecture and key genes controlling the diversity of oil composition in rice grains.
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27 against Xanthomonas oryzae. Plant Journal, 2010, 64, 86-99 9 79

The bacterial pathogen Xanthomonas oryzae overcomes rice defenses by regulating host copper
redistribution. Plant Cell, 2010, 22, 3164-76
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