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Juan Guzman1,2, Howard Junca3, Anja Poehlein4, Rolf Daniel4 and Andreas Vilcinskas1,2


1 Department of Bioresources, Fraunhofer Institute for Molecular Biology and Applied Ecology, Giessen, Germany; juan.guzman@ime.fraunhofer.de ; andreas.vilcinskas@ime.fraunhofer.de
2 Institute for Insect Biotechnology, Justus-Liebig-University of Giessen, Giessen, Germany; 
3 Microbial Interactions and Processes Research Group, Helmholtz Centre for Infection Research – HZI, Braunschweig, Germany, hjunca@microbiomas.org 
4 Genomic and Applied Microbiology and Göttingen Genomics Laboratory, Institute of Microbiology and Genetics, University of Göttingen, Göttingen, Germany; Anja.Poehlein@biologie.uni-goettingen.de; rdaniel@gdwg.de






[image: ]Supplementary Figure 1. A qPCR amplification plot for the DNA samples from each gut compartment of the five G. portentosa cockroaches. 
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Supplementary Figure 2. Rarefaction curves showing the number of distinct species detected in each sample. The plot shows that sequencing was carried with sufficient depth to ensure a complete overview of the species making up the community. 
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Supplementary Figure 3. Relative abundance of bacteria by the taxonomic rank “Class” in the different compartments of the gut of G. portentosa. 












[image: ]Supplementary Figure 4. Relative abundance of bacteria by the taxonomic rank “Order” in the different compartments of the gut of G. portentosa. 
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Supplementary Figure 5. Relative abundance of bacteria by the taxonomic rank “Genus” in the different compartments of the gut of G. portentosa.
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Supplementary Table 1. Taxonomic identification of the most abundant sequences present in the gut of Gromphadorhina portentosa. This table includes variants with a relative abundance > 2.0% in at least one sample. For a full table, please refer to Supplementary File 2. B = Bacteria. A = Archaea
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