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Figure S1 — Intra-category GC-content dependent characteristics of average insert size

Average library insert sizes were estimated using BWA v0.6.2 (http://bio-bwa.sourceforge.net/) [1] and the Picard toolkit
v1.84 (http://broadinstitute.github.io/picard/).
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Figure S2 — Corrected NG50 plateau analysis of libraries with a read length of 189 nucleotides
Sequence assembly was performed with SPAdes v2.5.1 (http://bioinf.spbau.ru/spades) [1].

Underlying corrected NG50 values were determined with QUAST v2.2 (http://bioinf.spbau.ru/quast) [2].
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Figure S3 — NGA50 plateau analysis of libraries with a read length of 189 nucleotides
Sequence assembly was performed with SPAdes v2.5.1 (http://bioinf.spbau.ru/spades) [1].

Underlying corrected NG50 values were determined with QUAST v2.2 (http://bioinf.spbau.ru/quast) [2].
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Figure S4 — Boxplot representation of Phred scores
Forward reads of quality filtered library Pst_I1S1 are shown.

Analysis was performed with FastQC v0.10.1 (http://www.bioinformatics.babraham.ac.uk/projects/fastqc/).
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Figure S5 — FASTQC boxplot representation of Phred scores

Reverse reads of quality filtered library Pst_IS1 are shown.

Analysis was performed with FastQC v0.10.1 (http://www.bioinformatics.babraham.ac.uk/projects/fastqc/).
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