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Transcriptome profiles reveal the protective role of seed coating with zinc against boron toxicity in

maize (Zea mays L.). Journal of Hazardous Materials, 2022, 423, 127105.

Phylogenetic analysis of PP2C proteins and interactive proteins analyze of BjuPP2C52 in Brassica
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Transcriptomic dynamics changes related to anthocyanin accumulation in the fleshy roots of carmine
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Differential Mutation Detection Capability Through Capture-Based Targeted Sequencing in Plasma
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Development and application of an optimized drop-slide technique for metaphase chromosome spreads
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Comparative transcriptome analysis reveals heat stress-responsive genes and their signalling

pathways in lilies (Lilium longiflorum vs. Lilium distichum). PLoS ONE, 2020, 15, e0239605. 25 6

The whole genome assembly and evolution analyze of carmine radish (Raphanus sativus L.)
Mitochondrion. Mitochondrial DNA Part B: Resources, 2020, 5, 2252-2253.

Identification and characterization of thedglutathione S-Transferase (GST) family in radish reveals a 9.9 51

likely role in anthocyanin biosynthesis and heavy metal stress tolerance. Gene, 2020, 743, 144484.

Identification of differential expression genes related to anthocyanin biosynthesis in carmine radish
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Genome-wide analysis of transcription factors related to anthocyanin biosynthesis in carmine radish
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Colchicine-induced tetraploidy influences morphological and cytolo%ilcal characteristics and
20  enhances accumulation of anthocyanins in a red-fleshed radish (Raphanus sativus L.). Horticulture 2.1 1
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