


Extended Data Fig. 5 | Cluster-level SNP-heritability enrichment for bipolar 
disorder. The t-distributed stochastic neighbor embedding (tSNE) plot (left) 
(from Siletti et al.23) is coloured by the enrichment z-score. Grey indicates 

non-significantly enriched superclusters (FDR > 0.05). The barplot (right) 
shows the top 35 significantly enriched clusters. The numbers in parentheses 
on the y-axis indicate the cell type clusters as defined in Siletti et al.23.
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Extended Data Fig. 6 | Number of SNPs within the smallest 95% credible sets 
(CS) from meta-analysis of European and multi-ancestry meta-analyses 
when excluding and including self-report data. Colours represent CS of 

varying size, with blue CS containing 0 SNPs and red CS containing 15+ SNPs.  
All fine-mapped SNPs regardless of their PIP were used to assess the size of the 
95% credible sets.



Extended Data Fig. 7 | Methods and criteria for credible gene identification.
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Extended Data Fig. 8 | Clustering of patterns of temporal variation in 
expression of 34 credible genes. Cluster 1 (n = 21 genes) shows reduced 
prenatal gene expression, with gene expression peaking at birth and remaining 
stable over the life-course. Cluster 2 (n = 13 genes) includes genes with a peak 
gene expression during fetal development with a drop-off in expression before 
birth. Genes within each cluster are described in Supplementary Table 31.  
To illustrate the variability in gene expression within each cluster we plot each 
donor expression value in each sampled brain region for the 34 credible genes 
as individual points. Smoothing splines used to illustrate the age trajectory for 
each cluster is based on generalized additive models with the predicted 95% 
confidence interval in grey. We use age in days to plot the variation in gene 
expression with the x-axis on a log2 scale and labels for birth, 10, 18, and  
65 years of age as reference points.
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