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Resource Information

URL: http://bioinformatics.biol.uoa.gr/PRED-TMBB/

Proper Citation: PRED-TMBB (RRID:SCR_006190)

Description: A web tool, based on a Hidden Markov Model, capable of predicting the
transmembrane beta-strands of the gram-negative bacteria outer membrane proteins, and
of discriminating such proteins from water-soluble ones when screening large datasets.
The model is trained in a discriminative manner, aiming at maximizing the probability of
the correct prediction rather than the likelihood of the sequences. The training is
performed on a non-redundant database consisting of 16 outer membrane proteins
(OMP''s) with their structures known at atomic resolution. We show that we can achieve
predictions at least as good comparing with other existing methods, using as input only the
amino-acid sequence, without the need of evolutionary information included in multiple
alignments. The method is also powerful when used for discrimination purposes, as it can
discriminate with a high accuracy the outer membrane proteins from water soluble in large
datasets, making it a quite reliable solution for screening entire genomes. This web-server
can help you run a discriminating process on any amino-acid sequence and thereafter
localize the transmembrane strands and find the topology of the loops.

Abbreviations: PRED-TMBB

Synonyms: PRED-TMBB: A Hidden Markov Model method capable of predicting and
discriminating beta-barrel outer membrane proteins

Resource Type: analysis service resource, service resource, data analysis service,
production service resource

Defining Citation: PMID:15215419, PMID:15070403

Keywords: protein, hidden markov model, prediction, membrane protein, beta-barrel
outer membrane protein, gram-negative bacteria, topology, outer membrane protein, beta-
barrel protein, probability, transmembrane strand, bio.tools, FASEB list
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Ratings and Alerts

No rating or validation information has been found for PRED-TMBB.

No alerts have been found for PRED-TMBB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 54 mentions in open access literature.
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