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Supplementary Figure 2: Locus plots of new loci associated with smoking. For each locus the association plot (bottom panel plotting all probes and respective –log10(P) values) is shown in the context of genomic annotation tracks (e.g CpG islands, RefSeq gene structures, regulatory elements reported by ENCODE) available in the UCSC genome browser (http://genome.ucsc.edu/) – correlated regions are marked by red lines. The location of the 450K array probes in the UCSC display is shown as light blue rectangles.
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