Supplementary information
Additional file 1: Fig. S1. Rarefaction analyses to ensure the equitable comparisons of species richness and diversity metrics across all samples. Samples with a rarefaction depth lower than 4000 were discarded from diversity analysis. 
Additional file 2: Table S1. List of primers for gene expression analysis.
Additional file 3: Fig. S2. Susceptibility of three different laboratory populations of Aedes albopictus to Bti-based bio-insecticide. A. Dose-response curve of Foshan, Tapachula and Crema populations exposed to different concentrations of Bti. Dashed line refers to the log dose of the LC50. B.  Probit analysis of Crema strain. The plot illustrates the transformation of the dose-response curve into the linear regression between the log dose and probit of mortality based on the Finney’s table [78]. The dashed line refers to the log dose of the LC80. 
Additional file 4: Table S2. Comparison of values of life-table parameters in tolerant and control larvae, emerging adults and the progeny from these adults (F1).
Additional file 5: Fig. S3. Fitness comparisons between Bti-tolerant and control adults. Percentage of adult emergence (A), blood feeding rate (B), sterile female (C) and non-fertile eggs (D) of Bti and control groups. Green and purple colors represent control and Bti groups, respectively. Comparison of the fitness parameters between Bti and control samples was performed using Student's t-test. * Represents P-value<0.05.
Additional file 6: Table S3. Summary of number of sequences with DADA2 filtering.
Additional file 7: Table S4. Average relative abundance of sequences assigned to a given bacterial taxon at genus level.
Additional file 8: Table S5. Top 50 most abundant genera based on relative abundance.
Additional file 9: Table S6. Comparison of diversity metrics of the gut microbiota.
Additional file 10: Fig. S4. Bar plot of the relative abundances of microbial community at the rank of phylum (A), family (B) and genus (C) in the gut of larvae and adults exposed to Bti and controls. Each bar in panels A and B represents the most abundant bacterial phylum and family respectively for each experimental group. Each bar in panel C shows the relative abundance assigned to a given bacterial genus, excluding Wolbachia, for each individual gut.
Additional file 11: Table S7. Common bacterial genera between groups and their average relative abundance.
Additional file 12: Table S8. Statistical analysis of differentially abundant genus in each experimental group.
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