
 

 

 Whitelist
Select reads mapped on

transcripts with sufficient coverage
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Input DRS data

Control condition
(low or no modifications)
↳Replicate 1
↳Replicate 2
↳Replicate ....

 

Minimap2
Transcriptome 

alignment
+

Samtools
reads filtering

Test condition
(wild type)
↳Replicate 1
↳Replicate 2
↳Replicate ...

 

 Guppy
RNA basecalling

Preprocessing pipelineA

NanopolishComp
kmer level collapsing

and indexing

 

Statistical pairwise comparison
• Mann-Whitney, Kolmogorov-Smirnov or T test
• Gaussian mixture model clustering + ANOVA or logit regression
• Complex statistical design (multi-factor, batch effects ...) 

2D GMM clustering1
Compare GMM clusters
against condition labels
 
• ANOVA if replicates
               OR
• Logistic regression
 

2

Multiple tests correction
 
• Benjamini/Hochberg
 

3

Results saving and analysis
 
• Save data in GDBM database
• Plot data with plotting API
• Export data
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Position-wise data aggregation
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