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1000 low coverage data
• SNPs / Indels (six files)

– CEU
– CHBJPT
– YRI

• VCF files include genotype information

• Annotation performed using snpMapper and indelMapper

• Merged resulting VCF files
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VCF

VCF annotation field:

alleleNumber:geneName:geneId:strand:type:fraction:transcripts
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