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Table S1. Samples information. Mapping file

SamplelD Species
ALF..01 Lab_A_tonsa
ALF..02 Lab_A_tonsa
ALF..03 Lab_A_tonsa
ALF..04 Lab_A_tonsa
ALF..41 Wild_A_tonsa
ALF..42 Wild_A_tonsa
ALF..43 Wild_A_tonsa
ALF..44 Wild_A_tonsa
ALF..45 Wild_A_tonsa
ALF..46 | Wild_T_longicornis
ALF..47 | Wild_T_longicornis
ALF..48 | Wild_T_longicornis
ALF..49 | Wild_T_longicornis
ALF..50 | Wild_T_longicornis
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Figure S1. Phylogenetic distance and relative distribution of OTUs belonging to unclassified members of the
Rhodobacteraceae family. Percentages represent their relative distribution based on 53,000 sequences per
sample.

oTU 1 Relative distribution

B #OTU ID Lab A. tonsa _T. longicornis
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Figure S2. Phylogenetic distance and relative distribution of OTUs belonging to unclassified members of the

Sinobacteraceae family. Percentages represent their relative distribution based on 53,000 sequences per
sample.




