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Figure 6. PacBio fold coverage in 20 human samples.

identified 4.5x more SVs with PacBio sequencing than with
lllumina sequencing of the same three samples.’

Nature. 538(7624):243-247

Thank you to David Scherer, Kristin Robertshaw, and Pamela Bentley Mills for poster
production support.

For Research Use Only. Not for use in diagnostic procedures. © Copyright 2018 by Pacific Biosciences of California, Inc. All rights reserved. Pacific Biosciences, the Pacific Biosciences logo, PacBio, SMRT, SMRTbell, Iso-Seq, and Sequel are trademarks of Pacific Biosciences.

BluePippin and SageELF are trademarks of Sage Science. NGS-go and NGSengine are trademarks of GenDx. FEMTO Pulse and Fragment Analyzer are trademarks of Advanced Analytical Technologies. All other trademarks are the sole property of their respective owners.


https://dx.doi.org/10.1101/193144
https://dx.doi.org/10.1038/gim.2017.86
https://doi.org/10.1016/j.ajhg.2018.07.011
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4931320/
https://www.nature.com/articles/nature20098

