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Figure 2 Bulk 
and Single Cell 
transcriptome

A. Neuronal gene 
expression variations of 
tissues vs. cells

C. Decomposition reveals neuronal and non-neuronal cell types in 
tissues

E. Deconvolution reveals neuronal and non-neuronal cell populations of 
phenotypes

D. Single cell gene expression explains >80% tissue expression 
covariation
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A. Gene expression clusters B. Enhancer clusters C. Transcription

Figure 3. Comparative analysis



Figure 4 
QTL analysis
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D. Comparison with GWAS

B. # of eGenes C. Stats about QTLs

E. Annotations of eQTLs
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A. QTLs
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Figure 5 network
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imputation;	%	accuracy	(binarized)

SCZ BIP ASD Gender Ethnicity Age	(>51)
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