Table 1. Top 10 enriched gene ontology (GO) terms per ontology for the D. melanogaster orthologs of the top 5,000 highly variable genes (HVGs) in the AmE-711 cell line sample.
HVGs were identified using Seurat’s variance-stabilizing transformation normalization method. GO enrichment allowed for functional annotation of this gene set of 2,635 stably expressed protein-coding orthologs, representative of 53% of the top 5,000 genes displaying high variability across our sample of 6,930 cells.
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Table 2. Top 3 enriched gene ontology (GO) terms per ontology for functional annotation of the nine AmE-711 Seurat cluster marker gene sets. 
Cluster IDs match those in Figure 1E and are annotated with total numbers of up- and down-regulated A. mellifera cluster marker genes and the corresponding number of orthologs used to perform enrichment analyses for that cluster. 
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Table 3. Top 3 enriched gene ontology (GO) terms for functional annotation of the seven AmE-711-dominated Seurat cluster marker gene sets in the integrated tissue comparison object. Each ontology includes the total number of significant terms in parentheses for each of these clusters. 
Cluster IDs match those in Figure 1E and are annotated with total numbers of up- and down-regulated A. mellifera cluster marker genes and the corresponding number of orthologs used to perform enrichment analyses for that cluster[image: ]
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