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* What biological processes are behind brain structure and function? « Structural: Voxel-based
» Can we help early diagnosis of neurodegenerative and mental disorders morphometry

and aid drug discovery?  Functional: Degree centrality
» Highlights

* Fully automated: Brain measures - Biological processes
* (Gene expression analysis using abagen [1].

* (Gene set enrichment analyses using WebGestalt [2]. | | v 9@%@?

* Permutation testing using BrainSMASH [3].
abagen

» User-friendly and flexible toolbox based on robust statistics. WebGestalt
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RESULTS DISCUSSION
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