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receptor kinase-like protein. Plant Journal, 2004, 37, 517-27

OsWRKY13 mediates rice disease resistance by regulating defense-related genes in salicylate- and 6
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151, 936-48 66 201

Chalk5 encodes a vacuolar H(+)-translocating pyrophosphatase influencing grain chalkiness in rice.
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National Academy of Sciences of the United States of America, 2015, 112, 15504-9




(2009-201)

3 A paralog of the MtN3/saliva fFamily recessively confers race-specific resistance to Xanthomonas 3 L
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binding to different cis-elements. Plant Physiology, 2013, 163, 1868-82 66 81

A rice gene of de novo origin negatively regulates pathogen-induced defense response. PLoS ONE,
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Response in Rice. Molecular Plant, 2019, 12, 263-277
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