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SNP found in both A12 and To1000 SNP found in single parent

Sequencing artifact
454 sequencing of parental lines to isolate SNP markers



Principal Coordinate Analysis of 100 SSRs on 94 lines
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1006 alleles in total
503 alleles at >=5 abundance used for diversity analysis

768 SNP’s selected for variation in parental lines screened against Bo and 
C genome DFFS sets and parental lines 



Our uses of Next Generation sequencing:-

 BAC and Fosmid sequencing

 Small RNA 

 Whole genome Sequencing of pathogens
e.G Xanthomonas and Bee viruses 

 Transcriptional sequencing for marker identification and 
for abundance of message at a given stage in the life cycle. 

 Eco-tilling for novel alleles

 Whole genome  assemblies of crops eg. Brassica and 
lettuce accessions



Assembly of Illumina GAIIx reads for comparative genomics


