Resource Summary Report

Generated by PRECISE-TBI on Aug 1, 2026

PRED-SIGNAL

RRID:SCR_006181
Type: Tool

Proper Citation

PRED-SIGNAL (RRID:SCR_006181)

Resource Information

URL: http://bicinformatics.biol.uoa.gr/PRED-SIGNAL/

Proper Citation: PRED-SIGNAL (RRID:SCR_006181)

Description: A web tool for prediction of signal peptides in archaea. Computational
prediction of signal peptides (SPs) and their cleavage sites is of great importance in
computational biology; however, currently there is no available method capable of
predicting reliably the SPs of archaea, due to the limited amount of experimentally verified
proteins with SPs. We performed an extensive literature search in order to identify
archaeal proteins having experimentally verified SP and managed to find 69 such proteins,
the largest number ever reported. A detailed analysis of these sequences revealed some
unique features of the SPs of archaea, such as the unique amino acid composition of the
hydrophobic region with a higher than expected occurrence of isoleucine, and a cleavage
site resembling more the sequences of gram-positives with almost equal amounts of
alanine and valine at the position-3 before the cleavage site and a dominant alanine at
position-1, followed in abundance by serine and glycine. Using these proteins as a training
set, we trained a hidden Markov model method that predicts the presence of the SPs and
their cleavage sites and also discriminates such proteins from cytoplasmic and
transmembrane ones.

Abbreviations: PRED-SIGNAL

Synonyms: PRED-SIGNAL - Prediction of Signal Peptides in Archaea with Hidden
Markov Models

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

Defining Citation: PMID:18988691

Keywords: signal peptide, prediction, protein, bio.tools

Funding: State Scholarships Foundation of Greece
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Availability: Free for academic use

Resource Name: PRED-SIGNAL

Resource ID: SCR_006181

Alternate IDs: biotools:pred-signal, nix_151728
Alternate URLSs: https://bio.tools/pred-signal
Record Creation Time: 20220129T080234+0000

Record Last Update: 20260801T042610+0000

Ratings and Alerts
No rating or validation information has been found for PRED-SIGNAL.

No alerts have been found for PRED-SIGNAL.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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