
RESULTS
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For 60 bp initial simulations sets:

CONCLUSIONS
 z Centrifuge has:
• The highest sensitivity and precision values
• The best performance with short (30 bp) reads
 z Most of the viruses were detected by almost all 
the classifiers tested.

 z Longer reads are better classified, while increased 
sequencing error and increased deamination damage 
worsen the classification slightly.

 z We recommend:
• using strong filters to remove human DNA
• verifying that the genomes of interest are 

included in the classifiers’ databases
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microbiota
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Select reference genomes

Simulate sequencing reads

Read classification

Which classifier is 
best suited to screen 
ancient samples for 
ancient viruses?

Thanks to technological advances it is now 
possible to retrieve and sequence DNA 
from ancient samples. This genomic data 
includes DNA from ancient microbes.
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 z Initial simulation: 60 bp reads
 z Varying read length
 z Adding deamination damage
 z Adding sequencing errors
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