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Conservation

RRID:SCR_016064
Type: Tool

Proper Citation

Conservation (RRID:SCR_016064)

Resource Information

URL.: http://compbio.cs.princeton.edu/conservation/

Proper Citation: Conservation (RRID:SCR_016064)

Description: Software for scoring protein sequence conservation using the Jensen-
Shannon divergence. It can be used to predict catalytic sites and residues near bound
ligands.

Synonyms: Conservation-code
Resource Type: software application, software resource, software toolkit

Defining Citation: PMID:17519246

Keywords: scoring, protein, sequence, conservation, Jensen-Shannon, divergence,
predict, catalytic, site, bound, ligands, clustal, fasta, concave

Funding: NIH T32 HG003284;
NSF 11S-0612231;

NSF PECASE MCB-0093399;
NIGMS GM076275;

NIH P50 GM071508

Availability: Free, Available for download
Resource Name: Conservation

Resource ID: SCR_016064

License: GNU General Public License

Record Creation Time: 20220129T080328+0000

Record Last Update: 20260812T044314+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_016064/resolver
http://compbio.cs.princeton.edu/conservation/
https://pubmed.ncbi.nlm.nih.gov/17519246

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

No alerts have been found for Conservation.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1606 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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Wagqas M, et al. (2026) StabLyzeGraph: High-throughput screening of combinatorial
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with premature ovarian insufficiencyt. Biology of reproduction, 114(4), 1416.
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report and updated literature review. BMC pediatrics, 26(1), 81.
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7(1), 100519.
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