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Clearcut

RRID:SCR_016059
Type: Tool

Proper Citation

Clearcut (RRID:SCR_016059)

Resource Information

URL.: http://bioinformatics.hungry.com/clearcut/

Proper Citation: Clearcut (RRID:SCR_016059)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
28,2023.Software as a stand-alone reference implementation for the Relaxed Neighbor
Joining (RNJ) algorithm. Used in distance-based phylogenetic tree reconstruction method
to process large sequence datasets., THIS RESOURCE IS NO LONGER IN SERVICE.
Documented on September 16,2025.

Resource Type: data visualization software, software resource, software application, data
processing software, standalone software

Defining Citation: PMID:16752216, DOI:10.1007/s00239-005-0176-2

Keywords: rnj, phylogenetic, tree, construction, neighbor, joining, distance, method,
reference, standalone, implemetation, relaxed, algorithm, phylogenetic, tree,
reconstruction, sequence

Funding: NIH P20 RR16448;

INBRE Program of the National Center for Research Resources ;
NSF EPS 00809035;

NIH P20 RR16454

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Clearcut

Resource ID: SCR_016059

Alternate IDs: OMICS 15083

Alternate URLSs: https://github.com/ibest/clearcut, https://sources.debian.org/src/clearcut/



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_016059/resolver
http://bioinformatics.hungry.com/clearcut/
https://pubmed.ncbi.nlm.nih.gov/16752216
https://dx.doi.org/10.1007/s00239-005-0176-2

License: BSD license
Record Creation Time: 20220129T080328+0000

Record Last Update: 20260728T043514+0000

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

No alerts have been found for Clearcut.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 26 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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and total cornea in 2.2 mm steep meridian incision cataract surgery. BMC ophthalmology,
21(2), 373.

Park S, et al. (2020) Ketone production by ketogenic diet and by intermittent fasting has
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Frontiers in microbiology, 8, 682.
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