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Fig. S1 Principal coordinates analysis (PCoA) of microbial community composition based on Bray–Curtis dissimilarity. PCoA plot showing variation in microbial communities across bacterial samples (n = 5). Each point represents one sample, coloured according to sample ID (2, 4, 5, 6, 7). Axis labels indicate the proportion of total variation explained by the first two principal coordinates (PCo1 = 51.2%; PCo2 = 20.1%).
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Fig. S2 Principal coordinates analysis (PCoA) of microbial community composition based on Bray–Curtis dissimilarity. PCoA plot showing variation in microbial communities across archaeal samples (n = 5). Each point represents one sample, coloured according to sample ID (2, 4, 5, 6, 7). Axis labels indicate the proportion of total variation explained by the first two principal coordinates (PCo1 = 51.2%; PCo2 = 20.1%).
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Fig. S3 Archaeal 16S rRNA gene ASVs classified by phylum obtained from five E. murphyi larvae. Each point represents the relative proportion (%) of 16S rRNA gene copies assigned to either Crenarchaeota or an unclassified taxon. Horizontal black lines represent the boxplot median; in these data Q1 and Q3 equal the median, so each box collapses to a single line.
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