Figure S5. Distribution of cis-rSNPs according to gene position.

Each transcription unit is divided into 3 parts according to critical regulatory regions (first exon, first
intron, rest of the gene) in agreement with the literature (Veyrieras et al, 2012). Regions of 2 Kb
upstream and downstream of the transcription unit are used to assess the promoter region and the
region immediately downstream of the transcription end site (TES). Flanking regions of 10 Kb in size are
assessed upstream of the TSS and downstream of the TES to a 100 kb distance from the transcript unit.
Distribution of shared associations showed higher enrichment near the 5'UTR, where cell-specific
associations are less frequent.
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