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LoRDEC *

Build a de Bruijn graph of the LONG reads

Use a small k such that the genomic k-mers are expected to be found in the reads Use an abundancy threshold to differentiate between correct and erroneous k-mers

For each long read:

Classify k-mers: solid (= in the DBG) and weak Find paths in the DBG between the solid k-mers Minimize edit distance between the long read and the path's string Select a correcting path only if all possibilities have been explored. 

LoRDEC

  Build a de Bruijn graph of the short readsFor each long read:Classify k-mers: solid (= in the DBG) and weak Find paths in the DBG between the solid k-mers Minimize edit distance between the long read and the path's string

  

Rivals (CNRS Univ. Montpellier)Long read correction 7th Nov. 2016

build a de Bruijn graph of the short reads the graph represents the short reads in compact form

take each long read in turn and attempt to correct it 1 correct internal regions, 2 correct end regions of the long read Rivals (CNRS Univ. Montpellier) Long read correction 7th Nov. 2016

Context

3rd generation sequencing technologies yield longer reads PacBio Single Molecule Real Time sequencing: much longer reads (up to 25 Kb) but much higher error rates Error correction is required 1 self correction: using long reads only 2 hybrid correction: using short reads to correct long reads 

Evaluation methods

Two ways:

1 how do the reads align to the genome?

2 how do raw and corrected reads differ in their alignments?

Using the Error Correction Toolkit