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Deciphering the signaling pathways of receptor-like proteins/kinases in maize
meristem, which potentially benefits for crop yields.
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Emerging roles of MPK3 and MPKG6 in signaling root development
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The Small GTPase RABA2a Regulates the Secretory Pathway in Parallel with the
Exocyst Complex in Arabidopsis
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MS1 encodes a kinesin protein for male fertility in soybean
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The rice RAC/ROP GTPase Activator OsRopGEF7 functions in crown root

development by regulating cytokinin signaling
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Comparative transcriptome-based WGCNA analysis reveals a regulatory mechanism of

metabolite flux between color and scent component formation of Chinese narcissus

flower
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The B3 transcription factor SIFUS3-like affects leaf and trichome development in

tomato
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