[bookmark: _GoBack]S1 Table. Almost full-length 16S rRNA gene sequences retrieved from GenBank, representing different bacteria species/strains known to be Tephritidae gut sumbionts. Sequences were chosen to represent all known Operational Taxonomic Units OTUs present at Tephritidae guts at species level. These sequences have been either identified or been used as references in different studies addressing Tephritidae gut symbiont diversity [1-2]. PubMed was last checked for updates in June 2015.
	Bacterial Species
	Accession number

	Enterobacter hormaechei
	JF772054

	Enterobacter cloacae
	JF772064.1

	Klebsiella oxytoca
	U78183.1

	Pantoea dispersa
	AY227805.1

	Erwinia chrysanthem
	EF530551.1

	Serratia rubidaea
	AJ233436.1

	Morganella morganii
	FJ219587.1

	Providencia sp.
	FJ866760.1

	Proteus vulgaris
	EU373433.1

	Pasteurellaceae bacterium
	EF187250.1

	Pseudomonas pachastrellae
	EU603457.1

	Acinetobacter calcoaceticus
	FJ867364.1

	Enterococcus faecalis
	EF653454.1

	Bacillus cibi
	FJ458438.1
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