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uvig 397698:16,753-45,437 (+)
Hoc-like head decoration (CDS_0030)
Avd protein of DGR (CDS_0027) 32 34 FbpABC (VF0272) (CDS_0039) transcriptional regulator (CDS_0044)
tail fiber protein (CDS_0023) | 28 29 31333 36 37 38 | 40 41 42 | Retron_VI_HTH (CDS_0045)
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uvig 249578:16,753-40,362 (+)
Hoc-like head decoration (CDS_0030)
hemolysin (CDS_0035)
Avd protein of DGR (CDS_0027) 32 34 ATPase (CDS_0040) FbpABC (VF0272) (CDS_0043)
28 29 31 33 | 3637 38 39 41 42 [ 44 45 46 kinase (CDS_0051)
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uvig_1435:16,753-43,787 (+)
Hoc-like head decoration (CDS_0030)
peptidase (CDS_0034)
32

Avd protein of DGR (CDS_0027)
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IMGVR_UViG_3300045988_063668|3300045988|Ga0495776_164446:16,753-33,002 (+)
Hoc-like head decoration (CDS_0030)
hemolysin (CDS_0035)
endolysin (CDS_0033)
32

Avd protein of DGR (CDS_0027)
31 |34| 3637
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IMGVR_UViG_2915337646_000003|2915337646]2915337650|60462-115178: 16,753-33,066 (+)
peptidase (CDS_0033)
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IMGVR_UViG_3300045988_047730|3300045988|Ga0495776_012173: 16,753-31,511 (+)
endolysin (CDS_0033)
Avd protein of DGR (CDS_0027) 32
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Hoc-like head decoration (CDS_0030)
endolysin (CDS_0034)
32
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uvig_382249: 16,753-31,568 (+)
endolysin (CDS_0034)
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MGV-GENOME-0312481:16,753-31,516 (+)
endolysin (CDS_0033)
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hemolysin (CDS_0035)
endolysin (CDS_0033)
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Hoc-like head decoration (CDS_0030)
Reverse transcriptase (CDS_0029)
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32
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endolysin (CDS_0033)
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MGV-GENOME-0317396:16,753-29,189 (+)
RosmerTA_RmrT_2600853143 (CDS_0037)
RosmerTA_RmrA 2600853143 (CDS_0038)
Hoc-like head decoration (CDS_0030)
Reverse transcriptase (CDS_0029)
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hemolysin (CDS_00
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SRS015095_al_ct3749_vs1:16,753-35,298 (+)
31 kinase (CDS_0039)
32 37
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IMGVR_UViG_3300045988_044671|3300045988|Ga0495776_114687: 16,753-31,450 (+)
31
32 37 kinase (CDS_0039)
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MGV-GENOME-0316981:16,753-31,450 (+)
Hoc-like head decoration (CDS_0030)
32 34
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MGV-GENOME-0324355: 16,753-31,934 (+)
Hoc-like head decoration (CDS_0030)
Reverse transcriptase (CBS_OOZ‘?)
| hemolysin (CDS_0035)
endolysin (CDS_0033)
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[28 31 |34 36
I | ] I — L 8 _ | N |
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hemolysin (CDS_0035)
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32 34
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MGV-GENOME-0327956: 16,753-32,226 (+)
endolysin (CDS_0035)
33
Avd protein of DGR (CDS_0028) 34
"[29 30 31 327 |36 hemolysin (CDS_0037)
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uvig_542604: 16,808-31,479 (+)
endolysin (CDS_0033)
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MGV-GENOME-0291651:16,753-31,467 (+)
endolysin (CDS_0034)
32
2728 29 30 3133 (3536
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MGV-GENOME-0318687: 16,753-31,529 (+)
RT_III-AM_I11-B_2 (CDS_0030)
endolysin (CDS_0034)
28 33
27 [29 31 37 |3536
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MGV-GENOME-0316462:16,753-31,529 (+)

peptidase (CDS_0034)
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IMGVR_UViG_3300045988_024706|3300045988|Ga0495776_177703: 16,753
Hoc-like head decoration (CDS_0030)
Reverse transcriptase (CDS_0029)
| hemolysin (CDS_0036)
endolysin (CDS_0034)

32
Avd protein of DGR (CDS_0027) ?3 DNA repair protein (CDS_0040)
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uvig 191158:16,753-39,858 (+)
Hoc-like head decoration (CDS_0030)
Retron_I_C_RT_1_C2(CDS_0036)
Avd protein of DGR (CDS_0027) 32 34
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32 34
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IMGVR_UViG_3300045988 060160|3300045988|Ga0495776_152120:16,753-33,676 (+)
transcriptional regulator (CDS_0037)
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IMGVR_UViG_3300045988_044792|3300045988|Ga0495776_012600: 16,753-31,835 (+)
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MGV-GENOME-0322258: 16,753-30,499 (+)
hemolysin (CDS_0035)
endolysin (CDS_0033)
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IMGVR_UViG_3300029700_000008|3300029700|Ga0245207_100549: 16,753-32,188 (+)
endolysin (CDS_0033)
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IMGVR_UViG_3300045988_058085|3300045988|Ga0495776_077352:16,753-31,837 (+)
Hoc-like head decoration (CDS_0030)
Reverse transcriptase (CDS_0029)
| hemolysin (CDS_0035)
endolysin (CDS_0033)
32
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32 34
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MGV-GENOME-0318934:16,753-32,014 (+)
transcriptional regulator (CDS_0039)
Hoc-like head decoration (CDS_0030)
hemolysin (CDS_0035)
endolysin (CDS_0033)
Reverse transcriptase (CDS_0029) ‘ integrase (CDS_0038)
Avd protein of DGR (CDS_0027) ‘ 32 | integrase (CDS 0037)
[2s8 3T [34| 36
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transcriptional regulator (CDS_0038)
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Hoc-like head decoration (CDS_0030)
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IMGVR_UViG_3300045988_020350|3300045988|Ga0495776_169217:16,753-31,521 (+)
Hoc-like head decoration (CDS_0030)
32 34
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MGV-GENOME-0329455: 16,753-31,835 (+)
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IMGVR_UViG_3300045988_044884|3300045988|Ga0495776_165709: 16,753-30,253 (+)
33 35
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MGV-GENOME-0316497: 17,151-31,466 (+)
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MGV-GENOME-0319186: 16,753-32,687 (+)
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uvig_128466:16,753-41,195 (+)
Hoc-like head decoration (CDS_0030)

hemolysin (CDS_0035)
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resist_ArsN1a-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family A (NFO40503.1) (CDS_0038)
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Reverse transcriptase (CDS_0028)
| hemolysin (CDS_0034)
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resist_ArsN1a-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family A (NFO40503.1) (CDS_0025)
DNA repair protein (CDS_0032)
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MGV-GENOME-0316454:16,122-27,561 (+)
29 RT_II-AM_III-B_2 (CDS_0030)
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endolysin (CDS_0032)
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endolysin (CDS_0032)
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MGV-GENOME-0320931: 17,470-33,346 (+)
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MGV-GENOME-0334806: 17,470-33,990 (+)
Hoc-like head decoration (CDS_0031)
hemolysin (CDS_0037)
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uvig_134045: 17,470-34,793 (+)
Hoc-like head decoration (CDS_0031)
34
33 36
tail fiber protein (CDS_0023) 29 30 39|35 37
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MGV-GENOME-0335715: 17,470-33,631 (+)
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MGV-GENOME-0322939: 17,470-33,340 (+)
RosmerTA__RmrA_2634932349 (CDS_0038)
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uvig_187652: 17,470-38,789 (+)
Hoc-like head decoration (CDS_0031)
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34 DNA repair protein (CDS_0048)
33 36 ABC transporter (CDS_0044)
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MGV-GENOME-0295820: 16,122-23,803 (+)

tail fiber protein (CDS_0023) 24

. e
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26 kinase (CDS_0028)
tail fiber protein (CDS_0023) 25 [27]
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MGV-GENOME-0299741:16,753-25,237 (+)

25 kinase (CDS_0027)
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MGV-GENOME-0310239:16,122-24,148 (+)

tail fiber protein (CDS_0023) FbpABC (VF0272) (CDS_0028)
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FbpABC (VF0272) (CDS_0028)
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uvig_557841:16,122-34,365 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0035)
DNA repair protein (CDS_0038)
tail fiber protein (CDS_0023) 26 ABC transporter (CDS_0034)
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uvig 367837:16,122-43,832 (+)
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