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Pfam 34.0 (March 2021, 19179 entries)

The Pfam database is a large collection of protein families, each represented by multiple sequence
alignments and hidden Markov models (HMMs). More...
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Recent Pfam blog® posts BHide this
Google Research Team bring Deep Learning_to Pfamc? (posted 24 March 2021)

QUICK LINKS ANALYZE YOUR PROTEIN SEQUENCE FOR PFAM MATCHES

We are delighted to announce the first fruits of a collaboration between the Pfam team and a Google
Research team led by Dr Lucy Colwell, with Maxwell Bileschi and David Belanger. In 2019, Colwell's team
published a preprint describing a new deep learning method that was trained on Pfam data, and which
improves upon the [...]
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