polynucleotide kinase (CDS_0128)
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110 113 116 1% integrase (CDS_0124) ATPase (CDS 0129)
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MGV-GENOME-0367977:86,138-102,471 (+)
transposase (CDS_0107) polynucleotide kinase (CDS_0117)
109 integrase (CDS_0113)
104 106 108 LigA (VF1220) (CDS_0115)
100 102 103 | 105 | Tl110 111 112 | 114 116 | ATPase(CDS_0118)
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MGV GENOME.0352776. 63,578 80,512 (1)
128
1130 LigA (VF1220) (CDS_0136)
126 2% integrase (CDS_0134) 138
124125 [ 127 |T|181 132 133 [ 135 | 137 [139ATPase (CDS_0140)

MGV-GENOME- 0372287 96, 875 112,147 (+)

Sak4-like ssDNA annealing protein (CDS_0003)
integrase (CDS_0015) polynucleotide kinase (CDS_0009)

17 LigA (VF1220) (CDS_OOﬂ‘ ) RNA ligase (CDS_0006)
1? T integrase (CDS_0013) ATPase (CDS_0008)
23 22 2120 18 16 14 12 \ 10 | 7 5 4 2 DnaB-like replicative helicase (CDS_0001)

uvig 440275:3-21,545 (-)
integrase (CDS_0004)
10 LigA (VF1220) (CDS_0002)
15 14 131211987 6 5 | 3
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ivig_2072:325-13,264 (-)
polynucleotide kinase (CDS_0002)

19 integrase (CDS_0006)
1210 LigA (VF1220) (CDS_0004)
17 16 1514 |11/ 9 8 7 | 5 3 | ATPase(CDS 0001)

uvig 449093:593-15,862 (-)
18 LigA (VF1220) (CDS_0009) tail fiber protein (CDS_0005)
1715 integrase (CDS_0011) ATPase (CDS_0006)
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MGV-GENOME-0374057:70-20,216 (-)
polynucleotide kinase (CDS_0008)

Lar-like restriction alleviation protein (CDS_0020) tail fiber protein (CDS_0006)
19 LigA (VF1220) (CDS_0010)
23 1816 integrase (CDS_0012) ATPase (CDS_0007.
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MGV-GENOME-0358723:1-20,917 (-)
anti-NARP (APIS138) (CDS_0151)

135 tail fiber protein (CDS_0147)
1137 LigA (VF1220) (CDS_0143) [ anti-NARP(APIS104) (CDS_0153)
131 133 36 integrase (CDS_0141) ATPase (CDS_0146) 149 155
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MGV-GENOME-0372746: 101,605-123,921 (+)
132 NAD-dependent DNA ligase (CDS_0139)  anti-NARP (APIS138) (CDS_0148)
129 I integrase (CDS_0136) tail fiber protein (CDS_0143) 151
127 I 137 ATPase (CDS 0142] 145 147 | 15( 153
125126 | 128130133 134 135 T138 | 140 141 | 144146] | 149 152154

MGV-GENOME-0373833: 98,556-120,438 (+)
integrase (CDS_0099)
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Uvig 44355 :53471-61,597 (+)
124 125

L]
uvig_16576:95,717-98,652 (+)
anti-NARP (APIS158) (CDS_0002)
NAD synthetase (CD5_0004)
8 7 65 ] 3]
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uvig 130344:2-6,716 (-) -
radical SAM domain-containing protein (CDS_0044) holin (CDS_0031)

tail assembly protein (CDS_0041) 32| 29 23
45 43 42 40 39 38 3736 35 3433 |30] minor tail protein (CDS_0028) 27 26 252432
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uvig_205707:18,273-57,511 (-)

holin (CDS_0031)
32 29
41 40 39 38 3736 35 3433 |30] minor tail protein (CDS_0028)

MGV-GENOMEH 0358654 18, 273 52,283 ()
holin (CDS_0037)

39 35

44 43 42 4140]38 T@T minor tail protein (CDS_0034) 30
. - - -1 1 ]/ § §l]
uvig 198275:21,297-46,612 (-)
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