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Supplemental Figure S3 Signature of GC biased gene conversion in RJ2 class 1 sites, control samples
of class 1 sites and class 1d sites (DMC1 negative peaks). (A, B) Signature of GC biased gene
conversion. Points represent the equilibrium GC-content (GC*) estimated from the lineage-specific
substitutions aggregated in 10-bp bins from the center of all peaks. GC* in M. m. domesticus and M. m.
castaneus lineages are displayed in blue and red respectively. Lines were obtained by fitting a cubic
smoothing spline. (A) RJ2 peaks are split in four quartiles (q) of peak strength, g1 are the weakest RJ2
class 1 sites and g4 the strongest. (B) Class 2A and 2B peaks do not show significant GC biased gene
conversion (center £ 250bp). Student test p-values: B6 Class 2A: 0.4, B6 Class 2B: 0.7, RJ2 Class 2A:
0.03, RJ2 Class 2B: 0.5 (C) Random sub-samples of PRDM9 class 1 sites. The two panels were
computed using two independent random sub-samples of PRDM9 B6 class 1 sites (N=705). (D) Average
enrichment of GC content equilibrium (GC*) in DMC1 negative RJ2 class1 sites (class 1d; N=527) (top)
and two control sets of the same number of peaks from randomly chosen RJ2 class 1 DMC1-positive
peaks (middle and bottom). In RJ2 class 1d sites, although the signal is noisier, the average GC* within
peaks (center + 250 bp, flanked by dotted vertical lines) is significantly higher in the M. m. casteneus

lineage (red) than in the M. m. domesticus lineage (blue; Student test p-value = 4 x 10%).



