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To evaluate the efficiency and the impact of the LoORDEC correction at the assembly
level, we used public data of two genomes E. coli and S. cerevisiae (see Table 1).
Pacbio reads correction was carried out using LORDEC (v 0.3) tool using —k19 and
—s3 and other parameters by default. Then, we ran the ABySS assembler (v 1.3.2) to
assemble Pacbio reads using two k-mer sizes for each genome [1]. Blastn (ncbi-blast-
2.2.29+) was used to align the obtained contigs against their reference genome with
reward of 1 and a penalty of —3.

We observed in the absence of PacBio reads correction, the distribution of kmer
abundance never exceed 65 while after correction, the same data showed a maximal
abundunace value of 250 (see Figure 1). This result attests the efficiently of LORDEC
to correct PacBio reads.
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E. coli

Yeast

Reference organism

Name Escherichia coli Saccharomyces cerevisiae
Strain K-12 substr. MG1655 w303
Reference sequence NC_000913 S288C
Genome size 4.6 Mbp 12 Mbp
PacBio Data

Accession number PacBio reads DevNet PacBio
Number of reads 75152 261964
Avg read length 2415 5891

Max read length 19416 30164
Number of bases 181 Mbp 1.5 Gbp
Coverage 30x 129x
Illumina Data

Accession number Ilumina reads SRR567755
Number of reads (millions) 11 2.25
Read length 114 100
Number of bases 1.276 Gbp 225 Mbp
Coverage 277x 18x

Table 1: Datasets used to evaluate the efficency and impact of LORDEC read correction
on the assembly. For the short read data of yeast, we used only half of the available
reads. The reference yeast genome is available at this site.


http://files.pacb.com/datasets/primary-analysis/e-coli-k12/1.3.0/e-coli-k12-mg1655-raw-reads-1.3.0.tgz
https://github.com/PacificBiosciences/DevNet/wiki/Saccharomyces-cerevisiae-W303-Assembly-Contigs
ftp://webdata:webdata@ussd-ftp.illumina.com/Data/SequencingRuns/MG1655/MiSeq_Ecoli_MG1655_110721_PF.bam
http://downloads.yeastgenome.org/sequence/S288C_reference/genome_releases
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Figure 1: Distribution of the number of distinct k-mers (y-axis) with respect to their
abundance (x-axis) in yeast PacBio reads with (A) and without (B) error correction.
Without correction very few k-mers exceeds an abundance of 20, while after correction
there is a peak representing many k-mers3with abundance around 75. The graphics
were obtained with K-mer genie.



