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3. We compute SIMD-accelerated banded Smith-
Waterman alignments between sequences of
high-scoring k-mer matches.

We show that petasearch is 190x faster while

querying a 9.3TB dataset on 21 NVMe-SSDs. At

much accelerated search speeds, petasearch
matches state-of-the-art algorithms on sensitivity
down to sequence identities of 60%. On a SCOP25
benchmark we show that petasearch’s profile
search detects sequence homology down to at least
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Conclusion

- petasearch is a lightning fast searching algorithm with
comparable sensitivity at higher sequence identity.
« petasearch will enable researchers to exploit the vast
amount of evolutionary information available in current
and upcoming databases.
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