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Identification and Characterization of Circular RNAs in Brassica rapa in Response to Plasmodiophora
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Genome-wide identification and expression analysis of chitinase gene family in Brassica rapa reveals its
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Mining of Brassica-Specific Genes (BSGs) and Their Induction in Different Developmental Stages and
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Genome Wide Identification and Expression Proflhn%of SWEET Genes Family Reveals Its Role During
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Genome-wide identification and role of MKK and MPK gene families in clubroot resistance of Brassica 05 1
rapa. PLoS ONE, 2018, 13, e0191015. :

Natural variation in <i>CIRCADIAN CLOCK ASSOCIATED 1</i> is associated with flowering time in
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Quantitative Trait Loci for Morphological Traits and their Association with Functional Genes in
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morphological traits in Brassica rapa. Frontiers in Plant Science, 2015, 6, 432. 3.6 34
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Identification of candidate genes involved in the biosynthesis of carotenoids in Brassica rapa.
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