Supplementary Figure 2: Genetic pedigree analysis. 
A) Family genome analysis: schematic filtering strategy. B) Pedigree of the family and segregating haplotype blocks. Circles indicate females and squares males. The affected, unaffected and individuals with unknown disease status are filled in black, white and grey, respectively. The ADAM17 variant is marked in red. C) Linkage analysis of chromosome 2. The red lines show the upper and lower cut-offs for the LOD score to be considered significant or not being in linkage. The region spanning ADAM17 is marked by dashed lines and connected to D), which shows the region chr2:7341288-11443351. The region in red spans the gene ADAM17, in green the SNPs rs201714573 and rs672354, which are the boundaries of the haplotype block in B).
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