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Global Analysis of Cereal microProteins Suggests Diverse Roles in Crop Development and
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Comparative Transcriptome Analysis Reveals Gene Regulatory Mechanism of UDT1 on Anther
Development. Journal of Plant Biology, 2020, 63, 289-296.

Rice CaM-binding transcription factor (OsCBT) mediates defense signaling via transcriptional

reprogramming. Plant Biotechnology Reports, 2020, 14, 309-321. 15 13

Infrastructures of systems biology that facilitate functional genomic study in rice. Rice, 2019, 12, 15.
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suggest the probable roles. Plant Molecular Biology, 2018, 96, 17-34. 3.9 4
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Updated Rice Kinase Database RKD 2.0: enabling transcriptome and functional analysis of rice kinase
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Genome-wide transcriptome analysis of expression in rice seedling roots in response to supplemental
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