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Correction to: Scientific Reports https://doi.org/10.1038/s41598-019-52196-4, published online 06 November
2019

This Article contains an error in the order of the Figures. Figures 1, 2, 3 and 4 were published as Figures 4, 1, 2 and
3 respectively. The correct Figures 1, 2, 3 and 4 appear below as Figs 1-4. The Figure legends are correct.
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Figure 1.

Erroneous Read: GCTCACCATAAG CTGATAATGTTG CAGCTTTACTGG Correct Read: GCTCACCAT/—\AG}E TTGATAATGTTG} C\AGCTTGACTGG

(Before Correction) | (After Correction)
K-merl K-mer2 K-mer3' K-merl K-mer2 K-mer3
PPL(GCTCACCATAAGCTGATAATGTTGCAGCTTTACTGG) = PPL(GCTCACCATAAGCTGATAATGTTGCAGCTTGACTGG) =
PPL(K-mer1, K-mer2, K-mer3) = PPL(K-mer1, K-mer2, K-mer3) =
PPL(K-mer1) * PPL(K-mer2 | K-mer1) * PPL(K-mer3' | Kmerl Kmer2)= 77.72 PPL(K-mer1) * PPL(K-mer2 | K-mer1) * PPL(K-mer3 | Kmer1 Kmer2)= 15.2

Figure 2.
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Figure 3.
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Figure 4.

Additionally, the Acknowledgements section in this Article is incomplete.
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should read:
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