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In-silico identification and differential expression of putative disease resistance-related genes within
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102 Whole Genome Re-Sequencing and Characterization of Powdery Mildew Disease-Associated Allelic
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121 Whole genome de novo sequencing and genome annotation of the world popular cultivated edible
mushroom, Lentinula edodes. Journal of Biotechnology, 2016, 223, 24-25. 3.8 55

122 GDSL esterase/lipase genes in Brassica rapa L.: genome-wide identification and expression analysis.
Molecular Genetics and Genomics, 2016, 291, 531-542. 2.1 62

123 Developmental and Genotypic Variation in Leaf Wax Content and Composition, and in Expression of
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selection of resistant commercial melon cultivars against the identified races in Korea. Journal of
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