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Calculation of mean recombination counts
Consider the set


where  – recombination event index,  – position in the chromosome,  – categorical value, it is equal to , if the position was not within the recombination event and it is equal to , if it was,  – total number of recombination events that was extracted from the Gubbins output file,  – length of the chromosome.

Example 1:

Let us define


so  is a sum of all ’s in the position  through all the recombination events.

Example 2:


Hence the mean recombination counts per  positions could be calculated as



where  was chosen to be equal to 1000.

Example 3:

