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Supplementary Figure S5. Validation of the seminested PCR approach. (A) Direct vs. seminested amplification of the V3-V4 region using a
commercially available mock bacterial community containing 15 bacterial genera (Cat. No. HM-782D, Bei Resources). Both amplifications
captured all 15 genera and did not differ in terms of species richness and diversity. (B) The seminested approach captured a higher bacterial species
richness in N. vitripennis larvae compared to direct amplification. Differences in alphadiversity were determined using t-tests after 1000 Monte-
Carlo permutations, on an even sampling depth of 1200 reads/sample (mock community) and 3000 reads/sample (Nasonia larvae).



