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Naive Method

Model described using P % error rate

Pinsertion   = P / 3

       Psubstitution = P / 3

           Pdeletion = P / 3

Ref: Clustering Billions of Reads for DNA Data Storage, Rashtchian et al. (2017) 



DNASimulator

Model uses prior sequenced datasets to calculate:

for each base B (= A, G, C or T), 

Pins | B, Psubs | B and Pdels | B

Ref: DNA Storage Simulator, Chaykin et al (2020).
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Per-Strand distribution of errors by error type for Microsoft Nanopore dataset



Results

Per-Strand TR accuracy for datasets Per-Char TR accuracy for datasets


