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Proper Citation

DOLOP: A Database of Bacterial Lipoproteins (RRID:SCR_013487)

Resource Information

URL: http://www.mrc-lmb.cam.ac.uk/genomes/dolop/

Proper Citation: DOLOP: A Database of Bacterial Lipoproteins (RRID:SCR_013487)

Description: DOLOP is an exclusive knowledge base for bacterial lipoproteins by 
processing information from 510 entries to provide a list of 199 distinct lipoproteins with 
relevant links to molecular details. Features include functional classification, predictive 
algorithm for query sequences, primary sequence analysis and lists of predicted lipoproteins 
from 43 completed bacterial genomes along with interactive information exchange facility. 
This website along will have additional information on the biosynthetic pathway, 
supplementary material and other related figures. DOLOP also contains information and links 
to molecular details for about 278 distinct lipoproteins and predicted lipoproteins from 234 
completely sequenced bacterial genomes. Additionally, the website features a tool that 
applies a predictive algorithm to identify the presence or absence of the lipoprotein signal 
sequence in a user-given sequence. The experimentally verified lipoproteins have been 
classified into different functional classes and more importantly functional domain 
assignments using hidden Markov models from the SUPERFAMILY database that have 
been provided for the predicted lipoproteins. Other features include: primary sequence 
analysis, signal sequence analysis, and search facility and information exchange facility to 
allow researchers to exchange results on newly characterized lipoproteins.

Synonyms: DOLOP

Resource Type: storage service resource, data or information resource, service resource, 
database, data repository

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_013487/resolver
http://www.mrc-lmb.cam.ac.uk/genomes/dolop/
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Funding:

Resource Name: DOLOP: A Database of Bacterial Lipoproteins

Resource ID: SCR_013487

Alternate IDs: nif-0000-21124

Record Creation Time: 20220129T080316+0000

Record Last Update: 20250509T060034+0000

Ratings and Alerts

No rating or validation information has been found for DOLOP: A Database of Bacterial 
Lipoproteins.

No alerts have been found for DOLOP: A Database of Bacterial Lipoproteins.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 8 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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