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fiber quality and yield. Nature Genetics, 2018, 50, 803-813.

High-quality genome assembly and resequencing of modern cotton cultivars provide resources for 914 76
crop improvement. Nature Genetics, 2021, 53, 1385-1391. .

A high-density genetic map and multiple environmental tests reveal novel quantitative trait loci and
candidate genes for fibre quality and yield in cotton. Theoretical and Applied Genetics, 2020, 133,
3395-3408.

A largea€scale genomic association analysis identifies a fragment in Dt11 chromosome conferring 8.3 21
cotton Verticillium wilt resistance. Plant Biotechnology Journal, 2021, 19, 2126-2138. :
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