Supporting Table 5
	Predicted Function
	wBm locus
	wMel locus 
	wPip locus
	wRi

	
	
	
	
	locus

	drug resistance transporter CDS
	Wbm0359
	WD0248
	WPa_0047
	WRi_002350

	phage major capsid protein, HK97 family  
	Wbm5091
	WD0458
	WPa_0102
	WRi_002750

	pseudogene
	Wbm0076
	WD0811
	WPa_0115
	WRi_p07770

	phage prohead protease  
	Wbm5025
	WD0447
	WPa_0162
	WRi_002980

	hypothetical protein  
	Wbm0399
	WD0872
	WPa_0428
	WRi_008370

	Putative virulence factor RhuM protein  
	Wbm5033
	WD0259
	WPa_0431
	WRi_010320

	phage portal protein, HK97 family  
	Wbm5005
	WD1012
	WPa_0649
	WRi_009700

	coenzyme PQQ synthesis protein C  
	Wbm5068
	WD0880
	WPa_0697
	WRi_008640

	ankyrin repeat domain protein  
	Wbm0742
	WD1199
	WPa_0763
	WRi_011770

	ribosomal large subunit pseudouridine synthase  
	Wbm5075
	WD1162
	WPa_0908
	WRi_011380

	pseudogene
	Wbm0384
	WD1041
	WPa_1115
	WRi_010720

	hypothetical protein
	Wbm5039
	WD0382
	WPa_1282
	WRi_004090

	hypothetical protein  
	Wbm0353
	WD0083
	WPa_1354
	WRi_p01690


Table S5. Core genes absent from the wVitB assembly.  Reciprocal best BLAST search identified 756 sequences that were shared among the four previously sequenced Wolbachia.  Of these, only 13 were absent in the wVitB assembly.  Several of these absent genes are likely not vital to Wolbachia function; for instance, the HK97 family phage genes, phage prohead protease, and virulence factor RhuM are presumably derived from mobile elements or mobile element remnants.  

