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Proper Citation

LSQMAN (RRID:SCR_015751)

Resource Information

URL: http://xray.bmc.uu.se/usf/lsqman_man.html

Proper Citation: LSQMAN (RRID:SCR_015751)

Description: Software for alignment, comparison of macromolecules, and performing least-
squares superpositioning of biomacromolecules. The program offers a superset of the LSQ- 
functionality inside O and removes some of the limitations and irritations of the LSQ-
commands.

Resource Type: software resource, data processing software, data analysis software, 
software application

Defining Citation: PMID:15299650

Keywords: least-square, least-squares superpositioning, biomacromolecule, alignment, 
comparison

Funding:

Availability: Free for academic use, Commercially available, Available for download

Resource Name: LSQMAN

Resource ID: SCR_015751

Record Creation Time: 20220129T080327+0000

Record Last Update: 20250422T055908+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_015751/resolver
http://xray.bmc.uu.se/usf/lsqman_man.html
https://pubmed.ncbi.nlm.nih.gov/15299650


No rating or validation information has been found for LSQMAN.

No alerts have been found for LSQMAN.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 106 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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trimeric intracellular cation (TRIC) channel. BMC biology, 15(1), 31.

Shishovs M, et al. (2016) Structure of AP205 Coat Protein Reveals Circular Permutation in 
ssRNA Bacteriophages. Journal of molecular biology, 428(21), 4267.

Scharf L, et al. (2016) Structural basis for germline antibody recognition of HIV-1 
immunogens. eLife, 5.
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Eyal Z, et al. (2016) A novel pleuromutilin antibacterial compound, its binding mode and 
selectivity mechanism. Scientific reports, 6, 39004.

Groothuizen FS, et al. (2015) MutS/MutL crystal structure reveals that the MutS sliding clamp 
loads MutL onto DNA. eLife, 4, e06744.
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transcription factors by NMR spectroscopy. Scientific reports, 5, 16428.
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