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below. Current Java implementations of GSEA require Java 8.

the software.

javaGSEA
Desktop Application

Easy-to-use graphical user interface. Launch with

Runs on any desktop computer (Windows, mac05, Linux etc.) that supports

Java 8, Oracle Java is recommended as there are known issues when

running with OpenJDK.

Produces richly annotated reports of enrichment results.

This release is open source under a BSD-style license, The source is available
on our GitHub repository. The changes are noted in the Release Notes,

* We rec d using a v configurati ller than your
computer's total memory.

There are several options for GSEA software. All options implement exactly the same algorithm. Usage recommendations and installation instructions are listed

See the license terms page for details about the license for the GSEA software and source code. Please note that the license terms vary for different versions of

[1GB (for 32 or 84-bit Java) ¥ | memory:
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