
  

 inputs  outputs

Normalized ASR count file

Targets metadata file

Raw ASR count file

ISoLDE package functions

Graphical output

Allele specific expressed (ASE) gene list

Biallelically expressed gene (BA) list

Undetermined gene (UN) list

readNormInput

readTargets

readRawInput

isolde_testfilterT

Legend:

Allele specific read count
Recommended workflow (whole schema)
Mandatory steps
Non mandatory steps 
Alternative workflows (not recommended)

ASR count
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