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Proper Citation

MICtools (RRID:SCR_016121)

Resource Information

URL: https://github.com/minepy/mictools

Proper Citation: MICtools (RRID:SCR_016121)

Description: Software which combines the TICe and MICe measures into a two-step
procedure that allows to identify relationships of various degrees of complexity in large
datasets. TICe is used to perform an efficient high throughput screening of all the possible
pairwise relationships and a permutation based approach is used to assess their
significance.

Synonyms: Maximal Information Coefficient (MIC) Tools, MIC Tools, Maximal Information
Coefficient Tools

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

Keywords: tice, mice, dataset, permutation, statistic
Availability: Open source

Resource Name: MICtools

Resource ID: SCR_016121

License: GPL v3.0

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260808T190048+0000

Ratings and Alerts

No rating or validation information has been found for MICtools.



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_016121/resolver
https://github.com/minepy/mictools

No alerts have been found for MICtools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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