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number per unit area in common wheat (Triticum aestivum L.). Theoretical and Applied Genetics, 2020,
133, 2259-2269.

1.8 12



4

Qixin Sun

# Article IF Citations

37 Importance of small RNA in plant seed germination. , 2020, , 117-123. 1

38 Histone acetyltransferase <scp>GCN</scp>5 contributes to cell wall integrity and salt stress
tolerance by altering the expression of cellulose synthesis genes. Plant Journal, 2019, 97, 587-602. 2.8 99

39 Frequent intra- and inter-species introgression shapes the landscape of genetic variation in bread
wheat. Genome Biology, 2019, 20, 136. 3.8 148

40
High Molecular Weight Glutenin Subunits 1Bx7 and 1By9 Encoded by <i>Glu-B1</i> Locus Affect Wheat
Dough Properties and Sponge Cake Quality. Journal of Agricultural and Food Chemistry, 2019, 67,
11796-11804.

2.4 23
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linked in coupling phase on the short arm of chromosome 2D of common wheat (Triticum aestivum L.).
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