Probability of nucleotide error

Quiality trimming of NGS data

« Universal practice
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Quiality trimming of NGS data
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Number of nucleotide errors per Mb of assembly

1400

1000

Quality trimming reduces error
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Quality trimming reduces BLAST hits
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Quality trimming reduces complete CDS
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Summary

- Trimming does reduce assembly error, but at the cost of content & contiguity.

- Proposed guidelines.

1. To max transcriptome assembly content & contiguity " Trim at O or 2
2. |f concerned about error ™ Trim at Phred=5

3. Usually probably never trim at Phred = 10

MacManes, Frontiers in Genetics 2014



