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Compares 2 ONT dRNA sequencing datasets from different experimental conditions expected to have a
significant impact on the epitranscriptome. Replicates aware framework with continuous integration testing.

Automated data pre-processing workflow for multiple
samples, including quality control.
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e Extensive plotting API to explore data

Nanocompore benchmarking using in silico Example of non-coding RNAs targeted sequencing PolyA transcriptome analysis of METTL3-dependent
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Distribution of probabilities of the signal to be significantly different between the 2 conditions across all 100 most significant kmers (+/- 5nt). Right is the known consensus mofif for METTL3. K) Number of significant
D) ROC Curves showing Nanocompore ability to predict the modified sites according to the amplitude of transcript positions with sufficient coverage. All conditions were obtained in MOLM-13 cells in 2 biological m6A meRIP-Seq peaks (Barbieri et al.) including peaks with at least one significant Nanocompore hit (red).
change of signal infensity and dwell time (deviation from unmodified model). For each conditions the replicates, except for the IVT 7SK. E,F) Dyskerin gene (@ writer) knock-down targeting RMRP and RNU2-1 The right bar only shows meRIP-Seq peaks containing at least one significant méA miCLIP peak (Vu et al).
percentage of modified reads in the test condition was modulated from 10 to 100% genes. G) METTL3 (m6A writer) knock-down targeting RN-7SK gene. H) In vitro synthesized 7SK transcript. The analysis was limited to transcripts with sufficient coverage (30x) in nanopore sequencing data.
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