
I am pleased to be nominated as the chair of ICGI, If I am selected, I will contribute my best to 

work for this community, and spend my time to organize the activities of ICGI. The further 

development of the cotton genome and genomics and to use it for cotton research and genetic 

improvement should be the main task for the future work. The following is my brief introduction: 

 

I am Xianlong Zhang, a professor of Huazhong Agricultural University, China. I took the vice president 

position from 2008 to 2018 at the HAU, and is the associate director of National Key Lab for Crop 

Genetic Improvement since 2002. I was continuously educated in Huazhong Agricultural University 

from 1980 to 1990 and earned my Ph.D. in 1990 from HAU and then I became a faculty member of 

HAU. I worked in plant genetics and improvement for thirty years, my research involves in cotton 

biotechnology, fiber development, cell differentiation, biotic and abiotic tress tolerance and cotton 

genomics. My Lab released the reference genomes of the two cultivated cotton species, Gossypium 

hirsutum and G. barbadense, and found the two subgenomes in cotton showed asymmetric selection 

( Nature Genetics, 2017; 2019). I am leading a cotton research group with high quality achievements. 

My group published 200 papers in cotton science in the international journals and released 15 varieties 

for commercial use. We are now developing mutant library by CRISPR, in which more than 1000 

transcription factors have been knocked out, and the final goal is to find the key factors or regulation 

network controlling fiber development and other agronomic traits. 
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