
Predicted Mutations

Show top 20 sorted by θ 
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Consensus Mode (default)
Single haploid genome sequenced. Mutations are present at 100% frequency
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Indel / homopolymer tests

E1 ≥ S1

Eθ ≥ Sθ

θ > θ1

AR = A1 

For all alignment position
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variant alleles

Reads
Reference

Consider only the two alleles
with the most observations

 θc ≤ θ ≤ 1 – θc  
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Example
Output file: marginal.html

Output file: index.html

Output file: output.gd
All marginal results included
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