
 

 

 

 

Supp Table 1: Strain code, name, origin, phylogenetic group, and habitat of the strains used. Extracted from table 1 of (Liti et 

al. 2009) 

 

  



 

 

 

Supp Table 2: Diversity of recombination rate for each interval flanked by fluorescent markers. Lowest strain, highest strain: 

strains with lowest and highest recombination rates. p-value: p-value for strain effect (ANOVA). Ratio: ratio between 

recombination rates of the most and the least recombining strains for each interval. 

  



 

 

 

 

 

Supp Table 3: Correlation between recombination rate and sequence similarity at different scales. Genome-wide: 

considering average genome-wide sequence similarity with recombination rate averaged over all intervals. All intervals: 

considering average sequence similarity within all intervals with recombination rate averaged over all intervals. All intervals 

of a chromosome: same as before, but for each chromosome separately. Each interval: considering sequence similarity and 

recombination rate within each interval. DSB hotspots within interval: considering sequence similarity within DSB-rich 

regions in each interval with recombination rate in the corresponding interval. 30Kb surrounding the interval: considering 

sequence similarity in 30kb flanking sequences outside each interval on both sides, with recombination rate in the interval. 

 

  



 

 

 

 

 

 

 

 

Supp Table 4: Measured recombination rate (Y), and estimated values of the diallele model parameters (see text).  SCA/INB: 

value of SCA for the hybrids or INB for the homozygotes. 

 

 

 


