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Supplementary Figure S1. UPGMA phylogenetic tree based on weighted unifrac distance
across the samples. Sequences were evenly pooled across individual samples (35,000 sequences
per sample) prior to analysis.
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Supplementary Figure S2. The PCoA plot of beta diversity of the gut bacteriome based on
weighted Unifrac distances of the honeybees. Each data point represents an individual sample.
Sequences were evenly pooled across individual samples (35,000 sequences per sample) prior to
analysis.




