What is Mega2:

Data reformatting tool for genetic analysis
Motivation:

* Need to use more than one analysis type
in a study.

* Analysis data formats differ and writing
custom transformation scripts is error
prone.

Features:

* Analysis-ready datasets for 37 different
genetic analysis programs.

* Allows filtering of data.

* Eliminates the need to write custom
data transformation scripts.

Recent improvements:

* Addition of 11 new analysis output

formats.

* Speed and memory footprint for large-

scale data handling.

* Examples of improved performance:
2.2K individuals, 1 trait, 12K markers:
average processing time of 10.5 sec.

3.1K individuals, 895K markers:
now fits in only 1.1 Gb RAM.

Availability:

* Open source (C++) implementation
freely available.

* Runs on Linux, Mac, Solaris, and
Windows (binaries available for popular
platforms)

* Full documentation.

* Prompt friendly technical support.

* Under continuous development and
maintenance.

* Available from:
http://watson.hgen.pitt.edu/register/
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Output/Analysis Recently Added
PLINK/SEQ Structure Eigenstrat Beagle
Morgan FBAT QLS Mega2 Annot
Cranefoot PLINK SUP Mendel
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Allegro HWE test Linkage Vitesse
SOLAR SIMULATE Homogeneity SPLINK
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