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Recent advances in sequencing technologies bring us a deluge of genomes study, 
providing cost and time savings. However, many challenges are still ahead for 
the plant community, because of the complexity of plant genomes. Several 
barriers prevent the assembly of short read sequencers in de novo genome 
projects, such as large genome size fraught with repetitive and transposable 
elements, high level of heterozygosity and ploidy. In this presentation, Dr Zhao 
will discuss the progresses that have been made in International Wheat 
sequencing projects, the assembling strategies used in the large and complex 
genomes and the application of NGS technology application in Genome-wide 
Population study and Transcriptome study. Specific focus will be given to 

1. Toward complex genome sequencing: the wheat A&&D genome sequencing 
projects; 

2. Application of Genome-wide Sequencing In Panda Populations 

3. Analyze the genome, transcriptome and miRNAs in plants 
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