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Comparative proteomics reveals the physiological differences between winter tender shoots and
spring tender shoots of a novel tea (Camellia sinensis L.) cultivar evergrowing in winter. BMC Plant
Biology, 2017, 17, 206

Verification of <scp>DNA</scp> motifs <i>in Arabidopsis</i> using <scp>CRISPR</scp>/Cas9d€mediated

mutagenesis. Plant Biotechnology Journal, 2018, 16, 1446-1451. 8.3 19

Nuclear Prohibitin3 Maintains Genome Integrity and Cell Proliferation in the Root Meristem through
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