S5 Figure: Regional association plots obtained in the course of conditional analysis to

identify independent signals.

Chromosome 4
STEP 0: unconditional analysis
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Chromosome 5
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STEP 1: conditional analysis conditioning on SNPs with lowest p-value identified in
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STEP 2: conditional analysis conditioning on SNPs with lowest p-value identified in

steps 0 and 1
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Association p-values for the SNP with lowest
o |l oo p-value across the chromosome:
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For each chromosome with genome-wise significant associations, a conditional analysis run was the
SNP with the lowest association p-value across the chromosome. This procedure was repeated until
no further genome-wide significant association was observed. Step 0 corresponds to the unconditional
analysis.



