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Our goal is not to find the best clusters

We want to determine if a sequence read came from 
True Variation or Sequencing Error

Divisive Amplicon Denoising Algorithm
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Sequence Read 1: acttcatgataccacatgatacg

Sequence Read 2: acttcatgctaccacatgatacg

True Variation vs. Sequencing Errors

Abundance
Quality
Score

Base 
Transitions

Sequence 1 50,000 42 C -> A

Sequence 2 400 14 A -> C



Sequence Read 1: acttcatgataccacatgatacg

Sequence Read 2: acttcatgctaccacatgatacg
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Sequence 1 50,000 42 C -> A

Sequence 2 40,000 35 A -> C
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What is a 
Chimera?



Chimera Detection

Parent2Parent1

Child

Chimera!
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Benefits to DADA2

• Open Source

• Parallelizable

• Customizable

• Compatible with all amplicon types (not only 16S)

• Provide single-nucleotide resolution

• Lower false-positive rates
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Results

Compared on 3 mock community datasets 
against 4 algorithms:

• UPARSE
• MED
• Mothur
• QIIME



Results

• UPARSE 9s

• QIIME 17s

• DADA2 21s

• Mothur 2m 26s

• MED 2m 34s



Results

On real communities DADA2 revealed a diversity of 
previously undetected variants!
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For More Information…



Discussion Points

• How didn’t we think about it before?

• Do you think we can improve?




