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GTex+Brainspan

* 1400 RNA-seq from GTex-Brain
e 12 Brain regions, ~100 individuals
* Adults

 ~800 RNA-seq from Brainspan
* 16 Brain regions (mostly cortex),

* Developmental stages
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L TR Brainspan+GTlex
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HERV Brainspan+GTlex
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'S the brain that relevant?

+~4000 RNA-seq from G Tex
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