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I am profoundly honored to be nominated as a co-chair for the ICGI workgroup. If 

selected, I will commit my full dedication to serving this community by collaborating 

closely with the chair to organize activities for the Comparative Genomics and 

Bioinformatics Workshop. A central priority of our efforts will be advancing cotton 

genomics and leveraging bioinformatics tools to translate genomic insights into 

impactful research and genetic improvements for cotton. Below is a concise 

summary of my credentials and professional background: 

 

Daojun Yuan earned his Ph.D. in Genetics and Crop Breeding from Huazhong 

Agricultural University in 2014 under the mentorship of Prof. Xianlong Zhang. From 

2015 to 2019, he conducted postdoctoral research in the laboratories of Prof. Joshua 

A. Udall (Brigham Young University, Provo, USA) and Prof. Jonathan F. Wendel (Iowa 

State University, Ames, USA). 

 

With nearly two decades of experience in cotton genomics, I have authored over 50 

publications in leading journals such as Nature Genetics, Advanced Science, and 

Journal of Advanced Research, which have collectively garnered over 4,700 citations. 

Among my key contributions are the pioneering assembly of the Gossypium 

barbadense draft genome (Scientific Reports, 2015) and high-quality reference 

genomes for G. hirsutum and G. barbadense (Nature Genetics), alongside genomes 

of diploid species including G. longicalyx, G. raimondii, and G. turneri. Additionally, I 

conducted deep resequencing of 643 accessions spanning wild, domesticated, and 

allopolyploid cotton lineages, integrating these data with existing resources to 

resolve evolutionary relationships and unravel mechanisms of parallel domestication. 

These high-quality genomes and large-scale genomic datasets have been openly 



shared with the global cotton research community, where they serve as foundational 

tools for genetic, genomic, and molecular breeding studies—advancing efforts to 

meet the rising demand for sustainable fiber production. 
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