Figure S14: Genome-wide plot of associations identified by analyzing the WTCCC data for a) Crohn’s disease, b)
rheumatoid arthritis and c) type 1 diabetes using PMR methods, conditional regression, and single marker analysis.
External associations from independent datasets (which do not include WT'CCC data) and non-independent datasets
(which include WTCCC data) of the same disease are indicated with pink boxes and diamonds, respectively. Markers
that are considered associations only when the p-value threshold for the single marker analysis is relaxed to match
the same number of associations (with hits in the MHC region excluded) as the union of all PMR methods are
indicated with black circles. Arrows indicate novel associations that are biologically interpretable.
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(c) Type 1 diabetes
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