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Third-generation sequencing technologies offer cheap, long reads, but with higher error
rates than reads from first or second generation technologies. In transcriptome
assembly, these technologies are complementary. However, useful approaches to
combining data from all these technologies are needed. De Bruijn graphs, a staple of
transcriptome assemblers, offer a natural way of combining low-error reads into a
graph. Multicolored De Bruijn graphs allow the joint representation of read information
from multiple sequencing technologies.

We present a visualization of Picea abies transcript isoforms assembled from Sanger,
Illumina, and Pac-Bio IsoSeq reads based on a multicolored De Bruijn graph. This
visualization allows close assessment of read support for transcript isoforms from all
three technologies simultaneously.



