Supplementary Information
 • Supplementary Table S1 (List of 45 bacterial isolates recovered from B. oleae gut cultures, including colony  morphology, 16S rRNA gene BLAST identification (achieved for 43 of 45 isolates), and culture medium of  origin; cited in Section 2.2.1).
 • Supplementary Table S2 (50 representative metabolic pathways illustrating species-specific specialization  among the three cultured bacterial isolates, including coenzyme A biosynthesis, dTDP-rhamnose biosynthesis,  and fatty acid metabolism pathways; cited in Section 2.2.4).
 • Supplementary Table S3 (Summary Jaccard overlap statistics for the 103 metabolic pathways shared between Ca. E. dacicola and the three cultured bacterial isolates, together with the corresponding transcriptomic  comparisons; cited in Section 2.2.4).
 • Supplementary Figure S1 (Representative bacterial colonies isolated from B. oleae midgut homogenates,  plated on five culture media following serial dilution; cited in Section 2.2.1).
 • Supplementary Figure S2 (Principal Coordinates Analysis (PCoA) of pathway functional profiles, illustrat ing the separation between transcriptomic samples and cultured bacterial isolates; cited in Section 4.9).
