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Proper Citation

HKL-2000 (RRID:SCR_015547)

Resource Information

URL: http://www.hkl-xray.com/hkI-2000

Proper Citation: HKL-2000 (RRID:SCR_015547)

Description: Software package for structural determination and other functions in the field
of structural biology. Its programs can perform strategy and simulation, 3-D processing,
mosaicity refinement during processing, variable spot size, easy change of the space
group, report generation, and other functions.

Resource Type: software application, data processing software, 3-d visualization
software, software resource

Defining Citation: PMID:27754618

Keywords: structural biology, structure determination process, simulation, 3d processing,
mosaicity, strategy,

Availability: Commercially available, License required, Runs on Linux, Runs on Mac OS
Resource Name: HKL-2000

Resource ID: SCR_015547

Alternate URLs: www.hkl-xray.com

Record Creation Time: 20220129T080326+0000

Record Last Update: 20260821T042942+0000

Ratings and Alerts
No rating or validation information has been found for HKL-2000.

No alerts have been found for HKL-2000.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 215 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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biology.

Matsuzaki C, et al. (2025) A thermostable and highly active fungal GH3 ??-glucosidase
generated by random and saturation mutagenesis. Proceedings of the Japan Academy.
Series B, Physical and biological sciences, 101(3), 177.

Yan L, et al. (2025) A broadly neutralizing antibody recognizes a unique epitope with a
signature motif common across coronaviruses. Nature communications, 16(1), 7580.



https://dknet.org/rin/sources/SCR_005400
https://dknet.org/data/record/nlx_144509-1/SCR_015547/resolver/mentions

Guo Y, et al. (2025) ASFV pE146L-induced ER remodeling is essential for viral replication.
Journal of virology, 99(9), e0083425.

Lin X, et al. (2025) Structural insights into VRCO01-class bnAb precursors with diverse light
chains elicited in the IAVI GO01 human vaccine trial. Proceedings of the National
Academy of Sciences of the United States of America, 122(33), €2510163122.

Ko IT, et al. (2025) Structural insights into substrate binding, residue contributions, and
catalytic mechanism of phosphopantetheine adenylyltransferase from Helicobacter pylori.
Bioscience reports(8), 19.

Huang X, et al. (2025) Crystal Structure of an Aldo-keto Reductase MGG_00097 from
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