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Location

Figure S6. Estimation of the location of the predicted inversion at 3q21.3 by analyzing the marker
allele frequencies. The inversion region was initially identified as a window from 12644127 to 126902462
in the genome-wide scan for inversion. The allele frequencies of SNPs around this region were then
calculated in each of the three groups of HapMap samples with different inversion genotypes. Inside the
inversion region, the allele frequency of the heterozygous group (p2) can be expressed in terms of those
for the two homozygous groups (p; and p3) as follows: ps = ap; + (1 — @)ps only when o = 0.5. Outside
the inversion region, the expression should be valid for any o with 0 < o < 1. We therefore plotted the
values of pa, 0.5p1 + 0.5p3 — p2, and 0.9p; + 0.1ps — p2, and estimated the inversion region as from
126426580 to 126585334, because inside this region the difference between 0.5p1 + 0.5p3 — p2 and

0.9p1 + 0.1ps — po was significantly large.



