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Bacillus velezensis YC7010 Enhances Plant Defenses Against Brown Planthopper Through
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Genome-wide analysis of mutations in a dwarf soybean mutant induced by fast neutron bombardment. 12 28
Euphytica, 2015, 203, 399-408. )
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Mapping and Validation of QTLs for the Amino Acid and Total Protein Content in Brown Rice.
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