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1. Illumina sequencing and quality filtering
2. De novo assembly of reference 
sequences
3. Read mapping onto other reference 
sequences to identify homokaryotic and 
heterokaryotic SNPs between races
4. Read mapping onto assembled reference 
to identify variant sites within a race
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ATGTGAAGTGCCGTAGTTAC

ATGTGAAGTGCCGTAGTTACCATGGAGTCAGGCCATAA
ATGTGAAGTGCCGTAGTTACCATGGAGTCAGGCCATAA

CCGTAGTTACCATGGAGTCAGGCCATAA
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