Supporting Table 2
	Gene
	Putative function
	E value
	Sequence length
	% identity

	B2gp43
	Ank
	7.22E-06
	118
	68.6

	B3gp42
	Ank
	1.49E-14
	145
	72.4

	WRi_007240
	Ank
	5.88E-120
	488
	79.3

	VitA4 gp34
	CHP
	1.58E-152
	636
	79

	VitA4 gp4
	CHP
	7.59E-39
	159
	81.8

	WPa_0298
	Phg related protein
	1.75E-50
	165
	86.1

	WPa_0341
	Phg related protein
	1.44E-51
	169
	85.8

	WPa_0412
	Phg related protein
	1.75E-50
	165
	86.1

	WRi_007250
	Site specific recombinase
	0
	921
	87.7

	WD0288
	Site-specific recombinase
	0.00E+00
	1509
	83.4

	VitA4 gp1
	Site-specific recombinase
	0.00E+00
	1474
	87.2

	WPa_0297
	Site-specific recombinase
	0.00E+00
	1497
	87.5

	WPa_0320
	Site-specific recombinase
	0.00E+00
	1497
	87.5

	WPa_0342
	Site-specific recombinase
	0.00E+00
	1264
	89.8

	WPa_0411
	Site-specific recombinase
	0.00E+00
	1484
	87.6


Table  S2. Phage genes not present in WOVitA1 but present in wVitB.  The reading frames from all identified WO phages were searched against the wVitB genome using the blastn algorithm. Genes that have a homolog in wVitB but are not found in WOVitB are listed above. Four families of WO genes have homologs within wVitB. For example, a recombinase homolog similar to those found in copies of WO in WOMelA, WOVitA4, and WOPip1-4 is present in the captured sequence, but it is not significantly similar to the one in WOVitA1.  Therefore, it is undetermined if the wVitB recombinase was ever used for WOVitB excision and integration. Interestingly, ankyrin-repeat proteins that immediately flank WO phages in wPip, wCauB, wVitA, and wRi have a homolog in wVitB with greater than 90% homology (not shown). Based on this observation, this family of ankyrin-repeat proteins could be a target for WO integration or transferred with the phage upon movement to a new host. CHP – conserved hypothetical protein, Phg - phage

