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A MSA is then performed within
each transcript cluster using the
: | partial order alignment algorithm
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Nanopore long reads without using a reference transcriptome or genome,

A consensus sequence is extracted which is specially useful in species where no such reference is available.

from each transcript cluster, and

: . a final clustering and correction : :
Cluster pohshmg { etep is performed for these Our method outperforms other clustering and error correction methods

(even those reference-based) both in simulated and experimental MinION
data, and improves mapping quality to a reference genome or
transcriptome after error correction has been performed.
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Source code available at GitHub: DOI:
https://github.com/comprna/RATTLE 10.1101/2020.02.08.939942



