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PROTEIN DATABASES

Links to various databases:

http://www.ebi.ac.uk/interpro/databases.html

The sequences for the myoglobin example can be obtained from:

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Protein

Scop database:

http://scop.mrc-lmb.cam.ac.uk/scop/

Pfam database:

Protein family alignments based on HMM’s. The alignments can be saved in Fasta format with no gaps for
input into the motif algorithms.

http://www.sanger.ac.uk/Software/Pfam/
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