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Figure S8

Figure S8. Meiotic recombination event tract lengths in the absence of Mec1 or Rad24.

A) Event mid-length calculation is defined as the distance between the midpoints of the intermarker intervals surrounding the
recombination event. Multi-DSB events are omitted from these analyses. B-G) Distribution of mid-lengths of the strand transfers
associated with CO (B,D,F) and NCO (C,E,G) events in the indicated strains. Red horizontal lines indicate the values of the
Upper Quartile (U), Median (M) and Lower Quartile (L) summarised in Fig 5.


