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Supplemental Fig S4
F-scores for GRIDSS calls with reciprocal assembly support. At 30x allelic coverage, GRIDSS can detect rearrangement events under most 
conditions. Performance varies with fragment size and read length with best performance on 75-100bp with long fragment sizes. Relative to 
the other aligners, bwa mem performs poorly with 36bp reads whilst bowtie2 has worse performance at 75bp or longer. Non-linear scales 
have been used.


