Benchmarking metagenomics
classifiers on ancient viral DNA:
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CONCLUSIONS

® Centrifuge has:

» The highest sensitivity and precision values
» The best performance with short (30 bp) reads

® Most of the viruses were detected by almost all
the classifiers tested.

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

® 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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