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Spearman's correlation of normalized counts for adult tissue datasetsA 
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Figure S1: Hierarchical clustering of Spearman rank correlations. Colouring indicates spearman’s 
correlation in gene expression  between samples from barcoded datasets (A) and all datasets (B) . The 
dendrogram shows the agglomerative clustering (Ward’s) with the bootstrap values (percentage) 
showing the con�dence in each branch. All samples show organ-speci�c clustering except for the 
gonads, that are most distinct from all other organs and cluster by sex. Female Brain FB; Male Brain 
MB;  Female tail FT; Male tail MT;  Female gonad FG; Male gonad MG; Female adult FAD; Male adult 
MAD; Female embryo FEM; Male embryo MEM


