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BBDuk Adapter/Quality Trimming Version 38.84 by Brian Bushnell
Trim Adapters
Adapters: All Truseq, Nextera and PhiX adapters (158... d Choose... 7
Trim: Right End [T
Kmer Length: 27 2
Maximum Substitutions: 12
Maximum Substitutions + INDELs: 0 :

Trim partial adapters from ends with kmer length:

Trim Low Quality
Trim: Both Ends d

-

Minimum Quality: 20 2

Trim adapters based on paired read overhangs

Minimum Overlap 24

Discard Short Reads

Minimum Length: 20 bp
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BBEMerge Paired Read Merger Version 38.84 by Brian Bushnell
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