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Proper Citation

RAMPAGE (RRID:SCR_017590)

Resource Information

URL: http://mordred.bioc.cam.ac.uk/~rapper/rampage.php

Proper Citation: RAMPAGE (RRID:SCR_017590)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
23,2021.Web based structural analysis tool for any uploaded PDB file, producing
Ramachandran plots, computing dihedral angles and extracting sequence from PDB.
Used to visualize dihedral angles ? against ? of amino acid residues in protein structure.

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

Keywords: Ramachandran, plot, analysis, upload, PDB, file, coputing, dihedral, angle,
extracting, sequence, protein, amino acid, residue, structure

Availability: THIS RESOURCE IS NO LONGER IN SERVICE.
Resource Name: RAMPAGE

Resource ID: SCR_017590

Record Creation Time: 20220129T080336+0000

Record Last Update: 20260807T042906+0000

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

No alerts have been found for RAMPAGE.

Data and Source Information


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_017590/resolver
http://mordred.bioc.cam.ac.uk/~rapper/rampage.php

Source: SciCrunch Registry

Usage and Citation Metrics
We found 136 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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science, 10(3), e1438.
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and Ov-103) in anticipation of phase I clinical trials. PloS one, 19(10), e0312315.
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experimental validation. Scientific reports, 14(1), 31461.

Rahimnahal S, et al. (2023) Biochemical and molecular characterization of novel
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Thapa S, et al. (2023) Exploring the microbial diversity and characterization of cellulase
and hemicellulase genes in goat rumen: a metagenomic approach. BMC biotechnology,
23(1), 51.

Chehelgerdi M, et al. (2023) Immunoinformatic prediction of potential immunodominant
epitopes from cagW in order to investigate protection against Helicobacter pylori infection
based on experimental consequences. Functional & integrative genomics, 23(2), 107.
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biotechnology, 8(4), 757.
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New phytologist, 234(3), 1003.
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