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Research Achievement and Prospect Development on Wheat Genome

FU Xiangdong" LIU Qian LI Zhensheng ZHANG Aimin LING Hongging TONG Yiping LIU Zhiyong
(Institute of Genetics and Developmental Biology, Chinese Academy of Sciences, Beijing 100101, China )
Abstract  China is the largest wheat producer and consumer in the world. Wheat production is of great importance for national food security
and is greatly influenced by the spatial variation of climatic variables, soils, cultivars, etc. The un-deciphered wheat genome has prevented the
development of map-based cloning and molecular design breeding technology for a long time. Supported by the Chinese Academy of Sciences
Strategic Priority Program “Innovative System of Designer Breeding by Molecular Modules”, Chinese scientists made a significant contribution

in deciphering the wheat genome. Moreover, some new wheat varieties have been successfully developed using the theory of “multi-module
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assembly breeding”. This paper presents these important achievements and future research development directions.

Keywords wheat, genome sequencing, molecular module, multi-module assembly breeding

BER FTEAFREEEETADERRAAER, FEMFRREHRE, mELEEHK

IRARESEREIMA. BRARAFEALERSCBAR “ABFE ATEAHAFR “BA

7, AR RRBAGEFA IR FIR, 4 Frontiers in Plant Genetics and Genomics-
Journal of Integrative Plant Biology #= <Y F R &% %K. T 2R T w2 MY F A
MY EREF R IEE R 65 T HH, ARKAS = KB R A5 B4 W%, /& Nature.

Nature Genetics~ Nature Communications~ Cell Research~ Current Biology~ Plant Cell. Current

Opinion in Plant Biology % T4 & % SCIL # 330 4/ . E-mail: xdfu@genetics.ac.cn

FU Xiangdong Professor in Institute of Genetics and Developmental Biology (IGDB) and University of Chinese Academy of Sciences

(CAS), Director of the State Key Laboratory of Plant Cell and Chromosome Engineering (PCCE). Prof. Fu obtained National Science Fund

for Distinguished Young Scholars sponsored by National Natural Science Foundation of China (NSFC) and was selected into Hundred Talents

Program of CAS. He was also selected as a “Youth Science and Technology Innovation Leader” and “The 6th National Outstanding Scientific

and Technological Workers”, and won the honor of “Tan Jiazhen Life Science Innovation Award”. He is the editor of Frontiers in Plant Genetics

and Genomics, Journal of Integrative Plant Biology, and Journal of Plant Science. His research directions cover the molecular mechanism of

plant growth and development regulated by plant hormone and environmental factors, as well as the genetic regulatory networks about rice

yield. So far, he has published more than 30 papers on peer-reviewed journals, such as Nature, Nature Genetics, Nature Communications, Cell

Research, Current Biology, Plant Cell, etc. E-mail: xdfu@genetics.ac.cn

914120184 - %633% - £ 985

TAEG AR Eakk



