radical SAM domain-containing protein (CDS_0114)
100 103 tail protein (CDS_0108) 113endolysin (CDS_0115)
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MGV-GENOME-0373987:86,451-110,832 (+)
long tail fiber protein distal subunit (CDS_0012)
radical SAM domain-containing protein (CDS_0008)
endolysin (CDS_0007)
5

tail protein (CDS_0014)
1 109 64321

15 13
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MGV-GENOME-0369761:297-25,890 (-)
long tail fiber protein distal subunit (CDS_0105)
radical SAM domain-containing protein (CDS_0109)
endolysin (CDS_0110)
108
106 107

tail assembly protein (CDS_0102)
tail protein (CDS_0103)
101 | 104
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UV\g 468283 84,496-109,151 (+)
long tail fiber protein distal subunit (CDS_0089)
radical SAM domain-containing protein (CDS_0093)
92 endolysin (CDS_0094)
90 91| | 95 96

tail protein (CDS_0087)
85 86 | 88
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uwg 7324 73,893-98,823 (+)
radical SAM domain-containing protein (CDS_0140)
endolysin (CDS_0141)
tail protein (CDS_0134) 139
131 132 133 135 136 137 13«§T 142143
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MG\/ GENOME-0373371:104,391-128,875 (+)
long tail fiber protein distal subunit (CDS_0009)
radical SAM domain-containing protein (CDS_0005)
tail protein (CDS_0011) endolysin (CDS_0004)
12 10 | 321
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MG\/ GENOME-0370512: 3-24,501 (-)
long tail fiber protein distal subunit (CDS_0090)
radical SAM domain-containing protein (CDS_0094)
93 endolysin (CDS_0095)
91 92 96 97

tail protein (CDS_0088)
87 89
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uvig_203850:78,191-101,769 (+)

long tail fiber protein distal subunit (CDS_0133)
radical SAM domain-containing protein (CDS_0137)
endolysin (CDS_0138)
136
134 133]

tail protein (CDS_0131)

130 132 139140
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uvwg 433282 102,222-126,490 (+)
long tail fiber protein distal subunit (CDS_0124)
radical SAM domain-containing protein (CDS_0129)
endolysin (CDS_0130)
128 ‘
125 126 127]

tail assembly protein (CDS_0121)
tail protein (CDS_0122)
119 120 | 123
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uvig 452913:92,971-118,339 (+)
radical SAM domain-containing protein (CDS_0097)
tail protein (CDS_0090) 96 endolysin (CDS_0098)
88 89 91 9293 94 95 | 99 100
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MGV GENOME-0371489:76,505-102,202 (+)
long tail fiber protein distal subunit (CDS_0058)
tail protein (CDS_0056) 61
55 57 59 60T radical SAM domain-containing protein (CDS_0062)
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uvig 458929 :49,513-69,919 (+)
long tail fiber protein distal subunit (CDS_0020)
radical SAM domain-containing protein (CDS_0016)
tail protein (CDS_0022) 17 endolysin (CDS_0015) dehydrogenase (CDS_0009)
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uvig 453615:2-36,679 (-)
NrdA-like aerobic NDP reductase large subunit (CDS_0075)
HEase_00016 homing (CDS_0084)

radical SAM domain-containing protein (CDS_0059) DNA binding protein (CDS_OOS?)
guanylate kinase (CDS_0065) recD_IV-D_1(CDS_0082)
long tail fiber protein distal subunit (CDS_0055) integrase (CDS_0063) 72 81
tail protein (CDS_0053) 58 endolysin (CDS_0060) 67 73 77 79
50 51 52 | 54 56  57] | 61 62 64| 661686970 71|74 76]78 80
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MGV-GENOME-0356754:46,628-85,962 (+)
ribonucleoside-diphosphate reductase large subunit (CDS_0078)
guanylate kinase (CDS_0066)
radical SAM domain-containing protein (CDS_0060) dUTPase (CDS_0069) 775

long tail fiber protein distal subunit (CDS_0056) integrase (CDS_0064) 74
tail protein (CDS_0054) 59 endolysin (CDS_0061) 68 176
53 T 55 57 58] | 62 63 65| 671 | 7071 7377
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uvig_442215_:50,448-83,830 (+)

tail protein (CDS_0056)
55 |57

L —— ——
SRS098644 al ct154759 vs01:49,088-62,884 (+)

tail protein (CDS_0002)
5 4 3 | 1
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MGV-GENOME-0371389: 1-15,979 (-)
tail protein (CDS_0131)
128 129 130 | 132

e N S
MGV-GENOME-4435026: 98,460-114,471 (+)
long tail fiber protein distal subunit (CDS_0133)
tail assembly protein (CDS_0130) radical SAM domain-containing protein (CDS_0139)
tail protein (CDS_0131) 134 138 endolysin (CDS_0140)
128 129 | T 132 |35 136 137 141142
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uvig_234441: 104,024-129,703 (+)
long tail fiber protein distal subunit (CDS_0120)
tail protein (CDS_0118) 121
115 116 117 | 119 [T122
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MGV-GENOME-0370362:90,961-109,570 (+)
radical SAM domain-containing protein (CDS_0005)
tail assembly protein (CDS_0008) endolysin (CDS_0003)
0 9 7 6 | 4 2 1
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uvig 116434:50-21,776 (-)
radical SAM domain-containing protein (CDS_0092)
tail assembly protein (CDS_0089) endolysin (CDS_0094)
87 88 90 91 | 93 95 96 97
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uvig 108100:76,931-98,951 (+)
radical SAM domain-containing protein (CDS_0051)
tail assembly protein (CDS_0048) endolysin (CDS_0053)
46 47 4950 | 52 54 55
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uvig_110573:42,615-64,217 (+)
radical SAM domain-containing protein (CDS_0007)
tail assembly protein (CDS_0010)
endolysin (CDS_0005)
12 11 98 | 6 4 3 2 1
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uvig 338286:33-22,268 (-)
radical SAM domain-containing protein (CDS_0065)
tail assembly protein (CDS_0059)
tail protein (CDS_0060) endolysin (CDS_0067)
57 58 | e 61 62 6364 | 66 68 69
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uvig 70026:52,473-77,658 (+)
radical SAM domain-containing protein (CDS_0003)
8 7 6 5 4 21
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MGV-GENOME-0371978:2-18,482 (-)
radical SAM domain-containing protein (CDS_0112)
111 114
107 108 109 110 [ 113
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MGV-GENOME-0370233:89,461-109,078 (+)
radical SAM domain-containing protein (CDS_0009)
endolysin (CDS_0007)
14 13 12 1110 | 8 654321
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MGV-GENOME-0374874:250-22,819 (-)
radical SAM domain-containing protein (CDS_0106)
endolysin (CDS_0108)
110
111 113
107 109| T112] 114

101 102 103 104105
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MGV-GENOME-0373349:80,882-103,450 (+)
radical SAM domain-containing protein (CDS_0065)
guanylate kinase (CDS_0072)

integrase (CDS_?YO70)
tail protein (CDS_0060) endolysin (CDS_0067) 74 78 80
57 58 59 ] 61 62 6364 | 66 68 69 71| 7317576 7779
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MGV-GENOME-0354524:52,735-83,759 (+)

radical SAM domain-containing protein (CDS_0049) anti-repressor Ant (CDS_0064)
long tail fiber protein distal subunit (CDS_0044) guanylate kinase (CDS_0055) PhoH-like phosphate starvation-inducible (CDS_0068)

endolysin (CDS_0050)  dUTPase (CDS_0058)
tail protein (CDS_0042) 48 ‘ 2 6062

ClpP (VF0074) (CDS_0069)
40 41 43 45 46 47] 517 5354 | 56[ | 5951 63

65 66 67 | 70
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Ma_2019 SRR413661 NODE 182 length 79041 cov_3.337756:38,798-75,740 (+)
tail protein (CDS_0042)
40 41 [ 43 a4 45
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uvig_321827:38,798-61,771 (+)
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