NA12878 deletions by repeat class (PacBio validation)
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Supplemental Fig S11
Variant calls by repeat class. Breakpoints are broken down by RepeatMasker repeat class
annotation. RNA repeat classes have been merged, background indicates no repeat
annotation. GRIDSS is able to robustly call structural variants in large repeats but has a
higher false discovery rate in low complexity, simple, and satellite repeats.
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