Data Sources for Bioinformatics.

· Information is stored in databases. 

Organized in a way that allows users/researchers to retrieve relevant information.

Sequence databases contain sequences and information about the sequences, e.g. function.

· Sequence databases

· Primary (contain “raw” data) .
· Nucleotide
· GeneBank/EMBL/DDJB
· Protein
· TrEMBL/GenPept
· Secondary (processed information)

· Genes
· RefSeq
· Proteins
· SWISSPROT/PIR

· UniPROT

Sequences are classified in groups based on several criteria (sequence, function etc). The goal is to create groups with similar features, in which we can assign sequences and get information for them, predict functions. Classification in a schema allows us to organize the information and use it more efficiently. 
· Classification databases

· Sequence classification
· COGs

· Pfam

· InterPro
· Function classification
· ENZYME

· KEGG
· Other methods
Information that is not related to the sequences per se, or related to the analysis of specific organisms, or any information related with any feature(s) of genes, proteins, regulation, experimental data etc.
· Other specialized databases
· GOLD
· Organisms database
· ….
We need systems that integrate the information, and makes prediction of function, and annotation easier.
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