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RRID:SCR_019044
Type: Tool

Proper Citation

Protein.Plus (RRID:SCR_019044)

Resource Information

URL.: https://proteins.plus/

Proper Citation: Protein.Plus (RRID:SCR_019044)

Description: Web server is focused on protein ligand interactions. Provides support for
initial steps when dealing with protein structures, namely structure search, quality
assessment, and preprocessing. Furthermore, advanced options, such as protein pocket
detection, ensemble generation or prediction of metal coordinations are supported.

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

Keywords: Protein ligand interaction, protein structure, quality assessment, protein
pocket detection, ensemble generation, metal coordinations prediction

Availability: Free, Freely available

Resource Name: Protein.Plus

Resource ID: SCR_019044

Record Creation Time: 20220129T080343+0000

Record Last Update: 20260801T042843+0000

Ratings and Alerts
No rating or validation information has been found for Protein.Plus.

No alerts have been found for Protein.Plus.

Data and Source Information

Source: SciCrunch Registry



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_019044/resolver
https://proteins.plus/
https://scicrunch.org/precise-tbi/rin/sources/SCR_005400

Usage and Citation Metrics
We found 56 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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mechanisms of TCM against atherosclerosis-Wu-Zhu-Yu decoction as a case study.
Journal of ethnopharmacology, 296, 115436.

Mutlu O, et al. (2022) Targeting SARS-CoV-2 Nsp12/Nsp8 interaction interface with
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