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SNP Discovery in Deer (Cervus elaphus) Using 

The Illumina Genome Analyser IIx 



Summary

Å 4.1M SNPs

Å 8 lanes 

Å ~1c/SNP

Å 9X with 7 animals

Å 100bp PER

Å Sufficient for SNP chip



Deer SNPsé lessons learned

Å Illumina GA IIx 100bp PER ~500bp insert 3Gbp x 7 
animals

Å Select animals span genetic diversity

Å 1 flow cell 7 lanes

ïWGS é more even coverage

ï 100bp reads > match to related genome

ï8X coverage é. >98% depth of 4 or greater

ï Low coverage SNPs vital to track read source

ï Better info on flanking sequence

ï PER = better assembly (by simulation) 

ï Forms basis for draft sequence of a genome

ï Sheep ~$2M in 2007 3X ~$50K 2009 9X

ï started Sept 2009, seq late Oct with Illumina




