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Remove new trimmed regions from sequences

Trim vectors:

Trim primers:

Error Probability Limit: 0.01 £ | (decrease to trim more)
Trim regions with more than a 50% chance of an error per base

Maximum low quality bases:

Maximum ambiguities:

Trim 5'End At least bp
3 Trim 3" End At least bp
Maximum length after trim: (Trim excess from 3" end)
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Peak Similarity: 50 | L%
Peak Detection Height: 103 %
Minimum confidence to call heterozygote:
Flag all positions with confidence below:
Identify incorrect base calls when alternative peak height is 100 | & % higher
Action to take: @) Annotate

Change bases to ambiguities
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| Save assembly report

Remove existing trim regions from sequences 4 Save list of unused reads
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