Supporting Table 3
	Contig length (bp)
	E value
	% identity 
	Sequence length
	Notes

	
	
	
	
	

	227
	6.56E-104
	97.6
	226
	

	237
	1.27E-02
	81.8
	66
	

	816
	0
	97.7
	812
	

	169
	7.04E-07
	77.1
	118
	

	767
	0
	99.5
	764
	

	471
	0
	98.9
	468
	

	869
	0
	99.1
	867
	

	134
	6.16E-56
	100
	132
	

	567
	0
	99.2
	558
	

	880
	0
	99.3
	880
	

	338
	4.39E-167
	99.5
	327
	Nasonia/Wolbachia WD1318 insertion fragment

	367
	0
	99.6
	361
	

	341
	7.30E-175
	99.7
	340
	Nasonia/Wolbachia WD0024 insertion fragment

	455
	0
	99.4
	454
	

	145
	8.66E-13
	79.2
	113
	

	239
	8.88E-113
	99.1
	230
	

	423
	4.54E-128
	98.5
	264
	

	118
	8.85E-02
	96.2
	26
	

	128
	9.86E-50
	96
	135
	

	476
	0
	99.8
	449
	

	430
	0
	99.1
	422
	

	252
	1.65E-01
	81.1
	53
	

	142
	1.33E-25
	85.7
	112
	

	202
	2.21E-53
	91.7
	157
	

	434
	3.06E-09
	84.3
	70
	

	188
	2.48E-92
	100
	187
	Nasonia/Wolbachia chimeric insertion site

	172
	4.89E-79
	98.8
	170
	

	337
	9.85E-129
	92.7
	328
	

	163
	2.16E-67
	96.8
	157
	

	184
	1.05E-02
	84.8
	46
	

	214
	8.87E-23
	93.1
	80
	

	304
	3.26E-108
	92.6
	282
	

	130
	1.51E-03
	78.7
	87
	

	169
	5.03E-44
	99
	104
	

	269
	2.75E-133
	99.3
	267
	

	139
	3.01E-60
	98.5
	135
	

	164
	1.07E-42
	86.6
	157
	

	176
	1.39E-84
	99.7
	175
	Nasonia/Wolbachia WD1201 insertion fragment

	168
	8.94E-80
	98.5
	165
	

	220
	2.92E-107
	100
	214
	

	144
	1.12E-64
	98.6
	144
	

	304
	2.35E-05
	75
	120
	

	133
	4.98E-04
	90.9
	44
	

	343
	2.62E-174
	99.4
	342
	

	260
	1.60E-125
	98.8
	256
	

	114
	1.82E-51
	100
	113
	

	104
	9.88E-29
	91.3
	103
	Nasonia/Wolbachia chimeric insertion site

	116
	9.96E-31
	88.4
	112
	

	107
	7.86E-40
	96.2
	104
	

	153
	1.55E-63
	97.3
	147
	

	103
	2.67E-39
	96.1
	103
	

	111
	3.62E-52
	100
	110
	

	194
	1.56E-18
	78.3
	166
	

	128
	5.85E-57
	99.6
	125
	


Table S3. Contigs with homology to the Nasonia wasp genome.  While most contigs had homology to the Nasonia vitripennis sequence library, several of the contigs were homologous to retrotransposons or the four previously-identified Wolbachia gene inserts in the Nasonia genome (NCBI accession numbers: Nasonia/Wolbachia WD0024 insertion fragment: EF588863-EF588879; Nasonia/Wolbachia WD1201 insertion fragment: EF588848-EF588857; Nasonia/Wolbachia WD1318 insertion fragment: EF588828-EF588837; Nasonia/Wolbachia chimeric insertion site: EF588900 
 ADDIN EN.CITE 
(Werren et al., 2010)
.  This finding suggests that the capture array method may be useful for identifying laterally-transferred endosymbiont genes in uninfected or cured hosts.
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