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Information derived from living organisms
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Clasification Contents

Biological database Nucleic acid sequence
Protein sequence

Protein sequence

EST sequence database at NCTI
Non-redundant protein sequence OWL

EMBL
SWISSPORT
PIR

DbEST

General structural databases PDB
Organism specific database C.Elegans at the Sanger Center
More specialized data KEGG
Simple database queries Simple queries of many databases SRS at the EBI
Sensitive Diagnostic patterns for protein PROSITE
sequence analysis Slightly longer patterns PRINTS
Similar to PRINTS BLOCKS
Profile hidden Markov models Pfam
Iterative database searches PSI-BLAST
Prediction 3-D structure/protein folding SWISSMODEL
of 3D structure Prediction of secondary structure JPred

Prediction of transmembrane segments

Predict Protein
PredictProtein

Genome analysis
Gene prediction

Splice site

Comparison of protein w/genomic DNA

The WISEZ package
FGENEH at the Sanger Centre
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