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Type: Tool

Proper Citation

BUSTER (RRID:SCR_015653)

Resource Information

URL.: https://www.globalphasing.com/buster/

Proper Citation: BUSTER (RRID:SCR_015653)
Description: Software for structure refinement.
Resource Type: source code, software resource

Defining Citation: PMID:22505257

Keywords: structure refinement, statistical analysis, entropy, likelihood

Funding: VIZIER LSHG-CT-2004-511960;
SILVER FP7-HEALTH-F3-2010-260644

Availability: Commercially available, Available for download, Password required, Tutorial
available

Resource Name: BUSTER

Resource ID: SCR_015653

Alternate URLSs: https://www.globalphasing.com/buster/wiki/
Record Creation Time: 20220129T080326+0000

Record Last Update: 20260801T191231+0000

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

No alerts have been found for BUSTER.



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_015653/resolver
https://www.globalphasing.com/buster/
https://pubmed.ncbi.nlm.nih.gov/22505257

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 535 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .

Du H, et al. (2025) Targeting peptide antigens using a multiallelic MHC I-binding system.
Nature biotechnology, 43(10), 1683.

Sengupta RN, et al. (2025) Modulation of the substrate preference of a MYST
acetyltransferase by a scaffold protein. The Journal of biological chemistry, 301(3),
108262.

Kope?ny DJ, et al. (2025) A monomer-dimer switch modulates the activity of plant
adenosine kinase. Journal of experimental botany, 76(12), 3457.

Silmon de Monerri NC, et al. (2025) Structure-based design of an immunogenic,
conformationally stabilized FimH antigen for a urinary tract infection vaccine. PLoS
pathogens, 21(2), €1012325.

Hladik P, et al. (2025) Phenylacetic acid metabolism in land plants: novel pathways and
metabolites. Journal of experimental botany, 76(12), 3427.

Majocchi S, et al. (2025) NI-3201 Is a Bispecific Antibody Mediating PD-L1-Dependent
CD28 Co-stimulation on T Cells for Enhanced Tumor Control. Cancer immunology
research, 13(3), 365.

Glnter A, et al. (2025) Small Protein Domains as Potential Spin Labels for In Vitro,
Cellular, and Light-Induced Dipolar EPR Spectroscopy. Journal of the American Chemical
Society, 147(26), 22473.

Sakoguchi A, et al. (2025) RIFINs displayed on malaria-infected erythrocytes bind
KIR2DL1 and KIR2DS1. Nature, 643(8074), 1363.

Griffen EJ, et al. (2025) Open-science discovery of DNDI-6510, a compound that
addresses genotoxic and metabolic liabilities of the COVID Moonshot SARS-CoV-2 Mpro
lead inhibitor. bioRxiv : the preprint server for biology.

Ford J, et al. (2025) Structural basis of heme scavenging by the ChtA and HtaA
hemophores in Corynebacterium diphtheriae. The Journal of biological chemistry, 301(10),
110633.

Neuville M, et al. (2025) Optimal Stapling of a Helical Peptide-Foldamer Hybrid Using a C-
Terminal 4-Mercaptoproline Enhances Protein Surface Recognition and Cellular Activity.
Chemistry (Weinheim an der Bergstrasse, Germany), 31(19), e202403330.



https://neuinfo.org/rin/sources/SCR_005400
https://neuinfo.org/data/record/nlx_144509-1/SCR_015653/resolver/mentions

Tsujino S, et al. (2025) Structural characterization of pyruvic oxime dioxygenase, a key
enzyme in heterotrophic nitrification. Journal of bacteriology, 207(2), e0034224.

Coquille S, et al. (2025) Allostery and Evolution: A Molecular Journey Through the
Structural and Dynamical Landscape of an Enzyme Super Family. Molecular biology and
evolution, 42(1).

Eapen R, et al. (2025) Development of D-box peptides to inhibit the anaphase-promoting
complex/cyclosome. eLife, 14.

Nakasone MA, et al. (2025) Tuning ubiquitin transfer by RING E3 ubiquitin ligases through
the linchpin residue. Life science alliance, 8(10).

Yang D, et al. (2025) High-throughput protein target mapping enables accelerated
bioactivity discovery for ToxCast and PFAS compounds. bioRxiv : the preprint server for
biology.

Kim Y, et al. (2025) Crystallographic fragment screening reveals ligand hotspots in
TRIM21 PRY-SPRY domain. Communications chemistry, 8(1), 185.

Paesen GC, et al. (2025) Structure and stabilization of the antigenic glycoprotein building
blocks of the New World mammarenavirus spike complex. mBio, 16(7), e0107625.

Beyer KS, et al. (2025) Identification and characterization of binders to a cryptic and
functional pocket in KRAS. Nature communications, 16(1), 10836.

Mahoney BJ, et al. (2025) Molecular basis of hemoglobin binding and heme removal in
Corynebacterium diphtheriae. Proceedings of the National Academy of Sciences of the
United States of America, 122(1), e2411833122.




