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 Highly conserved feature found in archaea, 
bacteria and eukarya

 Impact on RNA structure and interaction 
properties

 More than 150 known RNA modifications

The zoo of RNA post-transcriptional 
modifications
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 Identifies signal-level differences between conditions (e.g. WT vs IVT/KD/KO)
 Based on Nanopolish resquiggling
 Robust and flexible statistical framework
 Takes into account biological variability
 Allows for complex statistical designs (e.g. multi-factor designs, batch effects, etc.)

Meet Nanocompore
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The Nanocompore analysis workflow
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The Nanocompore analysis workflow
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Benchmarks on in silico generated data
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Use-case 1: RNA modifications in targeted human ncRNAs

Pseudouridine N6-methyl-adenosine
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Use-case 2: m6A in a human polyA transcriptome
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