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Supplemental Figure 7

Supplemental Figure S7 PRDM9 sites, shared between B6 and RJ2 strains, are mostly class 2 sites. 
(A) Average read enrichment (RPKM: reads per kilo base pair per million mapped reads) of PRDM9 
in B6 and RJ2 mice centered on sites shared between the two mouse strains (common). (B) Heatmaps 
of PRDM9, H3K4me3 and DMC1 read distribution centered on sites shared between B6 and RJ2 
mice. (C) Pie chart showing the percentage of each class of B6 and RJ2 common peaks. (D) B6 and 
RJ2 common peaks are not enriched in CTCF or PRDM9 allele-specific motifs. Distribution of hits to 
CTCF (top), PRDM9Dom2 (middle) and PRDM9Cst (bottom) motifs (each consensus motif is depic-
ted on each graph) along B6 and RJ2 shared sites from the center of the PRDM9 sites up to a distance 
of 1kb. Hits were calculated in a 50bp-sliding window with a 1bp step.


