Characterizing and
Correcting Errors in Long

Read Sequencing Data .
SRESENTER.Jom it Graph-based read  correction

The PacBio HiFi protocol can generate consensus
reads of quality Q20-Q30 by redundant sequencing of
circularized fragments. However, this consensus
process is only successful if the HiFi adapter is
correctly isolated and removed, and if the circular
sequencing completes at least two passes of the
original input molecule. Reads failing these criteria
are not corrected. Empirically this amounts to, on
average, 50% the reads being rejected from the HiFi
consensus process and left at their original lower
quality.
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reclaims 40-90% of reads originally
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We use the corrected HiFi reads to construct a graph
based on their alignment to the reference.

We then align the rejected reads to this graph, P P
favoring edges from the HiFi data and omitting poorly

supported edges in the rejected data. This effectively W I 0 u re S e q u e n C I n g -
corrects the rejected reads to the same approximate

quality as the corrected HiFi reads using the these
HiFi reads as a prior.
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