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Type: Tool

Proper Citation

AutoMap (RRID:SCR_013095)

Resource Information

URL: http://sourceforge.net/projects/ligmap/files/

Proper Citation: AutoMap (RRID:SCR_013095)

Description: A tool for structural biology and drug design.

Abbreviations: AutoMap

Resource Type: software resource

Resource Name: AutoMap

Resource ID: SCR_013095

Alternate IDs: OMICS_01596

Record Creation Time: 20220129T080314+0000

Record Last Update: 20260808T190019+0000

Ratings and Alerts

No rating or validation information has been found for AutoMap.

No alerts have been found for AutoMap.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/SCR_013095/resolver
http://sourceforge.net/projects/ligmap/files/
https://scicrunch.org/precise-tbi/rin/sources/SCR_005400


We found 100 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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