Supplementary Figure 1. Experimental overview.
(A) Newly eclosed OrR and nub1 flies were transferred to fresh medium (with or without antibiotic supplementation) in groups of 25 flies/vial. These replicate cultures were then kept isolated from each other and the number of survivors was recorded every 3-4 days (Fig. 1). (B) A separate experiment but with similar setup as in (A) was used for withdrawal of flies for further analysis at 12, 21 and 26 days post eclosure. Collected living flies were dissected so that intestines (gut) and the rest of the body (carcass) were analyzed separately for AMP gene expression (by RT-qPCR) (Fig. 2), for bacterial load (by qPCR of 16S rDNA and Drosophila RpL32) (Fig. 3) and for DNA sequencing of bacteria and subsequent OTU clustering, taxonomic identification and diversity analysis (Figs. 4-6).

Supplementary Figure 2. Antimicrobial peptide genes are over-expressed in both carcass (fat body) and gut tissues of nub1 flies compared to OrR.
A-C Quantification of CecA1 and Dipt mRNA levels by RT-qPCR in extracts of dissected intestines (B) and carcass (A and C) from conventionally reared (CR) and germ free (GF) flies. (A) All expression levels were related to CR OrR at 12 days, which were set to 1. (B and C) The same experimental data as in (A) and in Figure 1, but presented differently. Here the expression levels of CecA1 and Dipt were related to CR OrR flies of the same age, meaning that the relative fold change is matched pair-wise within the same age group. The data are mean values from at least three independent experiments, error bars indicate standard deviation. Statistical significance was calculated by using paired t-test, *p <0.05, **p <0.01, ***p<0.001. 

