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phosphoadenosine phosphosulfate reductase (CDS_0044) 45
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phosphoheptose isomerase (CDS_0048)
47 MTase_|I_00048 Type (CDS_0049)
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81 radical SAM domain protein (CDS_0080)
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52 radical SAM domain protein (CDS_0053)
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I ——— I E——  EE— S E—
uvig_243918:36,633-42,918 (+)

DNA methyltransferase (CDS_0026)MTase_ll_00048 Type (CDS_0029)

N N R S
MGV-GENOME-0275359:15,533-21,819 (+)
MTase_|I_00048 Type (CDS_0045)

IMGVR_UViG_3300045988_185807|3300045988|Ga0495776_156193|92-52204:29,393-35,866 (+)
DNA methyltransferase (CDS_0049) DNA methyltransferase (CDS_0053)

. E—— — EEEEEEE——— E— S E—
uvig_206950: 37,743-44,215 (+)

MTase_l1_00048 Type (CDS_0042)

I
MGV-GENOME-0316194: 29,439-35,718 (+)
37 MTase_l1_00048 Type (CDS_0044)

I I
uvig_50350:29,856-37,074 (+)
50 radical SAM domain protein (CDS_0052)

i

uvig 92197:34,004-40,505 (+)

DNA methyltransferase (CDS_0032)
33 31

—— — I N S —  E—
uvig 62031:14,543-21,161 ()

DNA methyltransferase (CDS_0015) 16

uvig_281651:6,728-13/488 (+)
DNA methyltransferase (CDS_0043) 44

IMGVR UVIG_ 3300045988 _058819|3300045988|Ga0495776_151682:30,614-37,190 (+)

——
uvig 244294:36, 385 43,358 (+)
DNA methyltransferase (CDS_0035)
DNA methyltransferase (CDS_0036) 34

e s s B S E—
uvig 99197:15,070-21,833 ()

DNA methyltransferase (CDS_0044)
DNA methyltransferase (CDS_0043) 45

|
S
]

MGV-GENOME-0320250:30,152-36,913 (+)
30 29

L ———————————
uvig_329623:12,502-18,343 (-)
phosphoadenosine phosphosulfate reductase (CDS_0043)

E*

e R e e I  —
uvig_198190:29,931-38,555 (+)

DNA methyltransferase (CDS_0045)
40 N 46

I ————— EEEas—— S EE— E—
uvig_569864:29,249-37,607 (+)

DNA methyltransferase (CDS_0044)

|
! -

MGV- GENOME 0329775 30,038-37,266 (+)
DNA methyltransferase (CDS_0030)
MTase_l1_00048 Type (CDS_0031)

I S E—
MGV-GENOME-0276994:18,252-24,584 (+)

DNA methyltransferase (CDS_0015)
tRNA-Undet(NNN) | MTase_lI_00048 Type (CDS_0016)

— . —
uvig 157352:4,504-11,735 (+)

DNA methyltransferase (CDS_0039)

31  transposase (CDS_0032) DNA methyltransferase (CDS_0038) 40
! L T ———
\MG\/R UViG_3300045988_086724|3300045988|Ga0495776_114358:25,839-35,065 (+)
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DNA methyltransferase (CDS_0045)
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DNA methyltransferase (CDS_0042) 43
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DNA methyltransferase (CDS_0043)
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DNA methyltransferase (CDS_0042)
DNA methyF'ansferase (CDS_0043)
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DNA methyltransferase (CDS_0053)
4647 DNA methyltransferase (CDS_0052) 54
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DNA methyltransferase (CDS_0044)
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IMGVR_UViG_3300045988 050713|3300045988\630495776 188120:28,241- 36 387 (+)
4000 nt i
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other unknown function defence (PADLOC) pseudogene
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