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Further developments
CaPSuLo, an integrative web tool for predicting the subcellular 
location of proteins can perform a prediction on up to 10 differ-
ent programs at a time. We planned to add new features such 
as other prediction programs that would increase the number 
of subcellular compartments predicted. 
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2 Associated information

Icons allow users to 
display the Uni-
ProtKB annotation 
and the BLAST 
alignment.

3 Homology search

1 Retrieve UniProtKB entry

CaPSuLo, result display
CaPSuLo parses and displays the results and scores of each selected program and additional information in order to make the user deci-
sion easier. If a UniProtKB identifier is submitted, it displays the description and the subcellular location annotation of the protein (if avail-
able). The best scored BLAST results can be screened with both the corresponding UniProtKB annotation for subcellular location and the 
BLAST alignment.

2 Programs selection
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1 Organism selection

CaPSuLo is an integrative tool for calling up to 10 subcellular location prediction programs for up to 12 different compartments.

CaPSuLo, a query interface

Abstract
The Swiss-Prot team of the Swiss Institute of Bioinformatics takes part in the current effort on functional genomic annotation by providing the scientific commu-
nity with UniProtKB, a curated protein sequence knowledgebase. To achieve a high-quality annotation, several prediction programs are used by curators, such 
as those dedicated to subcellular location. We provide an integrative web tool, CaPSuLo, to help them make a decision between different subcellular location pre-
dictions. This work was done in the framework of the BioSapiens Network of Excellence funded by the European Commission (LSHG-CT-2003-503265).
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