Integration of transcriptome and genome sequencing uncovers
functional variation in human populations
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mRNA and miRNA sequencing of 465 samples from Enrichment of eQTLs in functional regions uncovers causes an
the 1000 Genomes project effects of regulatory variation

Aims of the study: (1) How to do distributed RNA sequencing? (2) What can we learn of transcriptome
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16% of the NHGRI GWAS database
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Variation in allelic expression: often driven by allele-specific
splicing, and dominated by rare effects

Transcriptome variation within and between populations:

mRNA, miRNA, and their interactions

Population diversity adds 10% to gene  Both gene expression levels and splicing contribute to
detection variation within and between populations
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Thousands of expression and splicing QTLs with increased
discovery of causal variants
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