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RESEARCH FOCUS
LD mapping both on a genome-wide scale (GWAS) and restricted to particular genes/genomic regions (Candidate gene/QTL) will be implemented in sorghum using a natural diverse panel that exhibits significant variation in plant height, leaf angel, flowering time, etc. The goal of this type of LD mapping is to identify novel genes/QTN associated with variation in plant architecture traits. 
EDUCATION BACKGROUND    
· M.S.  Department of Crop Genetics and Breeding, National Maize Improvement Center
      of China, China Agricultural University. 
· B.S.  Department of Agronomy, Northeast Agricultural University. 
PUBLICATIONS
· Xiao WK1, Zhao J1, Fan SC1, Li L2, Dai JR, Xu ML（2007）Mapping of genome-wide resistance 
 gene analogs (RGAs)in maize (Zea mays L.) 
 Theor Appl Genet 115：501-508

（Wenkai Xiao, Jing Zhao and Shengci Fan have contributed equally to this research.)
· Chen YS1, Chao Q1, Tan GQ1, Zhao J2, Zhang MJ3, Ji Q4, Xu ML (2008) Identification and                  
fine-mapping of a major QTL conferring resistance against head smut in maize. 
Theor Appl Genet 117(8):1241-52
· Qing Chao, Guoqing Tan, Weiliang Zuo, Xianrong Zhao, Kevin A. Fengler, Yuexian Xing, 
 Jing Zhao, Bailin Li, Mingliang Xu. Fine-mapping and characterization of a quantitative trait 
 locus qHSR1 for resistance to head smut in maize. In preparation.
PATENT.
· Mingliang XU, Bailin LI, Kevin FENGLER, Qing CHAO, Yongsheng CHEN, Xianrong ZHAO, Jing ZHAO,
 GENETIC LOCI ASSOCIATED WITH HEAD SMUT RESISTANCE IN MAIZE SUBMITTED TO USA, 
 SOUTH AFRICA, BRAZIL, CHINA, INDONESIA, MEXICO, PHILIPPINES, THAILAND
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