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Supplementary Figures
Figure S1. Biogeographical distribution of 861 individual samples in this study.

Figure S2. Quality scores for each base in the reads for the forward and reverse reads. Used to determine the assembly and filtering parameters in QIIME2.

Figure S3. Differential abundance analysis of the 69 most abundant ASVs making up 15 different microbial genera across host genera accounting for 15,485,841 (37.1%) of the total ASVs.  Amegillia is used as a reference group for the effect sizes. Thus, blue shades correspond to negative effect sizes, or symbiotes more highly associated with Amegillia relative to the focal host genera, and red shades correspond to positive effect sizes signifying stronger associations with the focal host genera. 


Figure S4. Phylogenetic tree from COI genes used for the Mantel test. The sequence for Trigona was datamined (ascension number KX174315.1). The tree was created with PhyML. Halyomorpha was used as an outgroup for the tree, but is not included in the Mantel test.

Supplementary Tables

Table S1. Sample information

Table S2. A) Average Bray-Curtis distance matrix between host genera. B) Host genetic distance matrix used for Mantel correlation test.

Table S3. Genes with statistically significant differential proportions from the metagenomic analysis of Gilliamella from flies and bees, after effect size filter of 0.2.

Table S4. Genes with statistically significant differential proportions from the metagenomic analysis of Snodgrassella vs. Lonsdalea, after effect size filter of 0.2.

Table S5. Genes with statistically significant differential proportions from the metagenomic analysis of Gilliamella vs. Lonsdalea, after effect size filter of 0.2.
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