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Proper Citation

MEGA2 (RRID:SCR_009286)

Resource Information

URL: http://watson.hgen.pitt.edu/register/

Proper Citation: MEGA2 (RRID:SCR_009286)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on May
16,2023. Software application that uses as input a trio of files: 1) a LINKAGE-format locus
file modified to contain locus name information; 2) a LINKAGE-format pedigree file; and 3)
a map file. Mega2 then takes this trio of input files and, via a menu-driven interface,
transforms them into various other file formats, thus greatly facilitating a variety of different
analyses. In addition, for many of these options, it also sets up a C-shell script that then
can automatically run these analyses (if you are using Mega2 in a Unix environment that
supports C-shell scripts). (entry from Genetic Analysis Software)

Abbreviations: MEGA2

Synonyms: a Manipulation Environment for Genetic Analyses

Resource Type: software application, software resource

Keywords: gene, genetic, genomic, c, unix, (solaris, silicon graphics, osf1, macos x),
linux, ms-windows, macos, (x)

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: MEGA2

Resource ID: SCR_009286

Alternate IDs: nlx_154471

Record Creation Time: 20220129T080252+0000

Record Last Update: 20260727T040457+0000

Ratings and Alerts

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_009286/resolver
http://watson.hgen.pitt.edu/register/


No rating or validation information has been found for MEGA2.

No alerts have been found for MEGA2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 114 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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