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22 Deregulation of a Ca2+/calmodulin-dependent kinase leads to spontaneous nodule development.
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3.3 361
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30 Nod Factor/Nitrate-Induced CLE Genes that Drive HAR1-Mediated Systemic Regulation of Nodulation.
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32 NUCLEOPORIN85 Is Required for Calcium Spiking, Fungal and Bacterial Symbioses, and Seed Production
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Plant Cell, 2007, 19, 2531-2543.
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Species. DNA Research, 2014, 21, 169-181. 1.5 201
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America, 2014, 111, 14607-14612.

3.3 175
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