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Figure 5. PacBio read coverage is Poisson
distributed in autosomes for (a) samples from GIAB
and (b) the normal sample from a tumor/normal
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clipped reads and then evaluates read depth
between adjacent breakpoints compared to the
genome-wide typical coverage.

Figure 4. PacBio SV calling performance for HG002
with 32-fold HiFi coverage.
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