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Nature Communications, 2014, 5, 4847. ’
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regions involved in the amino acid metabolism pathway. Molecular Breeding, 2007, 21, 127-137. 2.1 69

Genome-wide Association Analyses Reveal the Genetic Basis of Stigma Exsertion in Rice. Molecular
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Small RNAs and Gene Network in a Durable Disease Resistance Genea€”Mediated Defense Responses in 05 20
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