Supporting Table 4
	Organism
	Contig length
	E value
	% identity
	Sequence length

	Aliivibrio
	202
	1.34E-45
	84.2
	203

	Arsenophonus
	741
	0
	95.9
	745

	Edwardsiella
	100
	2.00E-35
	100
	84

	Enterovibrio
	154
	1.26E-34
	85.6
	146

	Eretmocerus
	327
	4.06E-08
	97.4
	39

	Erwinia
	119
	2.52E-40
	93.9
	114

	Haemophilus
	242
	7.58E-54
	84.1
	236

	Morganella
	322
	1.51E-151
	97.4
	322

	Photorhabdus
	411
	4.93E-48
	94.6
	130

	Photorhabdus
	150
	1.26E-19
	82.9
	129

	Photorhabdus
	127
	2.17E-26
	95.1
	81

	Proteus
	260
	2.25E-64
	91.4
	187

	Proteus
	196
	1.21E-90
	98
	198

	Proteus
	574
	0
	97
	572

	Proteus
	184
	4.28E-50
	99
	169

	Proteus
	160
	1.62E-73
	98.8
	160

	Proteus
	500
	8.10E-27
	98.6
	73

	Proteus
	103
	4.50E-32
	92.2
	102

	Proteus 
	369
	2.26E-155
	96.7
	334

	Providencia
	2108
	0
	98.6
	1508

	Providencia
	384
	3.95E-153
	94.9
	352

	Providencia
	277
	5.28E-56
	88.4
	194

	Providencia
	461
	8.10E-146
	100
	284

	Providencia
	329
	1.69E-91
	100
	186

	Uncultured marine organism
	211
	1.93E-04
	100
	29

	Vibrio
	118
	3.93E-04
	100
	28

	Xenorhabdus
	277
	2.47E-49
	87.2
	188

	Xenorhabdus
	174
	6.98E-18
	95.2
	63


Table S4. Contigs with homology to other bacteria.  Twenty-eight contigs were homologous to bacteria other than Wolbachia. Seven out of twenty-eight of these sequences match the 16S rRNA or the 23S rRNA genes.

