single strand DNA binding protein (CDS_0018)
terminase 15 16 17 19 20 21 1 234 5 6 7 8 9 10
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uvig 574478:9,521-13,922 (+); 1-7,543 (+)
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SAMNO9781685_al_ct10723_vs1: 1-4,309 (-); 6,293-13,424 (-)
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IMGVR_UViG_3300030320_000050|3300030320|Ga0244994 _102968: 1-4,460 (-); 6,433-13,692 (-)

11 terminase (CDS_0012) 16 17 18 19 1 2 3
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IMGVR_UViG_3300045988_066774|3300045988|Ga0495776_020639:7,853-13,841 (+); 1-3,026 (+)
4 21 17 14
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SAMNOO0792069_al_ct41944 vs1:1-5,176 (-); 6,066-13,367 (-)
16 1

—
IMGVR_UViG_3300045988_027757|3300045988|Ga0495776 007011 8,140-13,031 (+); 1-7,264 (+)
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uvig_478139:8,191-13,063 (+); 1-7,318 (+)
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17 oMTase_00015 orphan (CDS_0014)
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47 (-); 6,064-18,774 (-)
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IMGVR_UViG_3300045988_090747|3300045988|Ga0495776_020583: 1-5,259 (-); 6 223-13,529(-)
16 17

-

uvig_475744:8,368-13,600 (+); 1-7,269 (+)
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uvig_257767:1-4,994 (-); 6,106-13,365 (-)
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MGV-GENOME-0069121:7,989-13,124 (+); 1-7,063 (+)
1 17  tail protein (CDS_0016)

I
() 6168 13,143 ()
16 17 colanic acid degradation (CDS_0001)
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SAMNO9781759_al_ct168004 vs1:7,845-13,119 (+); 1-6,958 (+)

16 17 1
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SAMNO9781751_al_ct63669_vs1:7,714-12,973 (+); 1-6,665 (+
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IMGVR_UViG_3300045988_049355|3300045988|Ga0495776_020872: 1-5,333 (-); 6,242-13,900 (-)
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MGV-GENOME-0074186:8,358-13,501 (+); 1-7,312 (+)

[N

MGV-GENOME-0071685:8,234-13,316 (+); 1-7,333 (+)
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uvig 302228:8,348-13,568 (+); 1-7,297 (+)

uvig_245538:3,689-12,518 (+)

MGV-GENOME-0072627:8,318-13,309 (+)

uvig 253773:8,469-13,536 (+)

SAMN11893721 _a1_ct20198:1-5439 (-)
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vig_76155:7,738-13,098 (+)

17 18
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IMGVR_UViG_3300045988_058069|3300045988|Ga0495776_050625:8,355-13,199 (+)
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uvig 476573:2-4,889 (-)
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MGV-GENOME-0045372:78-4,952 (-)

-

IMGVR_UViG_3300045988_047955|3300045988|Ga0495776_050649: 2-5,101 (-)

1617
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MGV-GENOME-0045901: 6,584-11,633 (+)

21
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uvig_587742:145-5240 (-)

uvig 301061:8,013-13,254 (+)

uvig_184443:8,147-13,322 (+)
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MGV-GENOME-0074696:8,010-13,434 (+)
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MGV-GENOME-0045545: 196-5,387 (-)

32 1

MGV-GENOME-0074517:3-5,382 ()
single strand DNA binding protein (CDS_0004)

I

SR5147977 al_ct17291 vs1:185-5418(-)

-
uvig_22914:190-5,694 (-)
16 17 18

MGV GENOME-0075327:7,771-13,386 (+)
single strand DNA binding protein (CDS_0016)
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uvwg 371744:7,839-13,054 (+)
DNA methyltransferase (CDS_0007)

IMGVR_UViG_3300045988_025887|3300045988|Ga0495776_134882: 748-7,960 (-)
DNA methyltransferase (CDS_0007)

————
uvig 338813:756-8,331 (-)
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uvig 336922:393-7,526 (-)
DNA methyltransferase (CDS_0013)

uvig_30517:5,837-13,410 (+)
oMTase_00015 orphan (CDS_0007)
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MGV-GENOME-0074422: 646-9,229 (-)
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IMGVR_UViG_3300045988_032442|3300045988|Ga0495776_000829:4,658-13,683 (+)
DNA methyltransferase (CDS_0008)
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IMGVR_UViG_3300045988_054972|3300045988|Ga0495776_124463:584-9,623 (-)
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e ———————————
SAMNO9781771 _al ct273265_vs1:474-8,040 (-)
oMTase_00015 orphan (CDS_0011)

T . —— — —
IMGVR_UViG_3300045988 006242|3300045988|Ga0495776_050835:4,335-13,115 (+)

oMTase_00015 orphan (CDS_0008)

| 5555 e —
MGV-GENOME-0079962: 748-9,530 (-)
oMTase_00015 orphan (CDS_0008) 3
e )
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uvig 201149:317-9,362 (-)

oMTase_00015 orphan (CDS_0008)

I
MGV-GENOME-4219909: 619-7,907 (-)
DNA methyltransferase (CDS_0011)

—— ——— —
uvig 172293:4,178-12,952 (+)
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IMGVR_UViG_3300045988_006435|3300045988|Ga0495776_050848:4,280-13,163 (+)
oMTase_00015 orphan (CDS_0011)

— —
IMGVR_UViG_3300045988_057686|3300045988|Ga0495776_093861:4,442-13,017 (+)

oMTase_00015 orphan (CDS_0008)

— ¢ — —— ] — —
IMGVR_UViG_3300045988_016520|3300045988|Ga0495776_020610: 647-9,225 (-)

oMTase_00015 orphan (CDS_0011)

I
uvig_574900: 2,762-11,400 (+)
oMTase_00015 orphan (CDS_0006)

1 ] ——— ¢ W ]
IMGVR_UViG_3300045988_042395|3300045988|Ga0495776_020632:279-9,202 (-)

i

MGV-GENOME-0038898:41-8,525 (-)
oMTase_00015 orphan (CDS_0011)

e O M
IMGVR_UViG_3300045988_040124|3300045988|Ga0495776_134975:4,420-13,346 (+)
DNA methyltransferase (CDS_0007)

I
uvig 575724:318-9,425 (-)

5000 nt {
DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover other tail unknown function defence (PADLOC)
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