
SUPPLEMENTAL MATERIAL 
 
Please browse the full text version to see the 
Supplemental Tables of this maniscript. 
 
Supplemental Table S1. Meta-analysis of gene 
expression data from GSE15745 comparing cerebellum 
to frontal cortex, temporal cortex and pons using the 
WGCNA R package [52]. 
 
Supplemental Table S2. David Enrichment analysis 
results for all transcripts on the Illumina HT-12 array 
that are significantly over-expressed at a false discovery 
rate threshold of 0.05. 
 
Supplemental Table S3. David Enrichment analysis 
results for all transcripts on the Illumina HT-12 array 
that are significantly under-expressed at a false 
discovery rate threshold of 0.05. 
 
Supplemental Table S4. Detailed results for the 
GWAS enrichment analysis. 
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