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- PacBio SMRT Sequencing has 5-fold increased
Table 1. Structural variants in PacBio de novo reads agree with lllumina reads at single nucleotides but also sensitivity for structural variants compared to short
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- Software tools support read mapping, structural

Structural variants

identified In
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The sensitivity to detect structural variants NA12878 recalls 86% of known structural variants

PacBio with PacBio long reads is high even at and identifies thousands more not previously seen
In short-read data.

modest (10-fold) coverage levels.

variant calling, and visualization for PacBio long
reads.
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