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Proper Citation

Phobius (RRID:SCR_015643)

Resource Information

URL: http://phobius.sbc.su.se/

Proper Citation: Phobius (RRID:SCR_015643)

Description: Web application for combined transmembrane topology and signal peptide
prediction. Used for whole genome annotation of signal peptides and transmembrane
regions. Predictor is based on hidden Markov model (HMM) that models different
sequence regions of signal peptide and different regions of transmembrane protein in
series of interconnected states.

Synonyms: PHOBIUS

Resource Type: service resource, data access protocol, software resource, production
service resource, web service, analysis service resource

Defining Citation: PMID:15111065, PMID:30976793

Keywords: Signal peptide prediction, whole genome annotation, transmembrane region,
protein prediction, transmembrane topology, signal peptide, fasta, hidden markov model

Availability: Freely Available, Free, Available for download

Resource Name: Phobius

Resource ID: SCR_015643

Alternate IDs: SCR_018767

Alternate URLs: http://phobius.binf.ku.dk/, https://www.ebi.ac.uk/Tools/pfa/phobius/

Record Creation Time: 20220129T080326+0000

Record Last Update: 20260729T044407+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_015643/resolver
http://phobius.sbc.su.se/
https://pubmed.ncbi.nlm.nih.gov/15111065
https://pubmed.ncbi.nlm.nih.gov/30976793


No rating or validation information has been found for Phobius.

No alerts have been found for Phobius.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 498 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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