Resource Summary Report

Generated by NIF on May 15, 2025

Abysis Database

RRID:SCR_000756
Type: Tool

Proper Citation

Abysis Database (RRID:SCR_000756)

Resource Information

URL.: http://www.bioinf.org.uk/abs/

Proper Citation: Abysis Database (RRID:SCR_000756)

Description: A database of antibody structure containing sequences from Kabat, IMGT and
the Protein Databank (PDB), as well as structure data from the PDB. It provides search of
the sequence data on various criteria and display of results in different formats. For data
from the PDB, sequence searches can be combined with structural constraints. For example,
one can ask for all the antibodies with a 10-residue Kabat CDR-L1 with a serine at H23 and
an arginine within 10A of H36. The site also has software for structure analysis and other
information on antibody structure available.

Synonyms: Abysis

Resource Type: data or information resource, database
Keywords: antibody, protein structure, software
Funding:

Resource Name: Abysis Database

Resource ID: SCR_000756

Alternate IDs: nif-0000-20947

Record Creation Time: 20220129T080203+0000

Record Last Update: 20250507T055908+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_000756/resolver
http://www.bioinf.org.uk/abs/

Ratings and Alerts
No rating or validation information has been found for Abysis Database.

No alerts have been found for Abysis Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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