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soybean. Theoretical and Applied Genetics, 2016, 129, 2379-2386. :

Coordination of MicroRNAs, PhasiRNAs, and NBa€LRR Genes in Response to a Plant Pathogen: Insights
from Analyses of a Set of Soybean Rps Gene Neara€tsogenic Lines. Plant Genome, 2015, 8,
eplantgenome2014.09.0044.

GmHs1-1, encoding a calcineurin-like protein, controls hard-seededness in soybean. Nature Genetics, 914 85
2015, 47, 939-943. )

Evolutionary Patterns and Coevolutionary Consequences of <i>MIRNA<[i> Genes and MicroRNA
Targets Triggered by Multiple Mechanisms of Genomic Duplications in Soybean. Plant Cell, 2015, 27,
546-562.
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