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pyrophosphatase (CDS_0037)
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\MGVR UViG_3300045988_071890|3300045988|Ga0495776_075310:23,016-29,634 (+)
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nucleotide kinase (CDS_0041) 42 43 44
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IMGVR_UViG_3300045988_113085|3300045988|Ga0495776_004846: 24,349-31,200 (+)
pyrophosphatase (CDS_0040) 41 42 43
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Kang_0065_STO01 N_NODE_34 length 32482 cov_28.748975:23,720-30,965 (+)
39 42 43
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IMGVR_UViG_3300045988_054752|3300045988|Ga0495776_118566:23,453-30,086 (+)
42 43

IMGVR_UViG_3300045988_048950|3300045988|Ga0495776_004209: 23,740-30,444 (+)

DNA binding protein (CDS_0030) pyrophosphatase (CDS_0041)
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MGV-GENOME-0223050: 22,359-30,131 (+)

oMTase_00015 orphan (CDS_0037)
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oMTase_00015 orphan (CDS_0039)
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pyrophosphatase (CDS_0041)
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IMGVR_UViG_3300045988_073895|3300045988|Ga0495776_004128: 23,146-30,068 (+)
yrophosphatase (CDS_0039)
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IMGVR_UViG_3300045988_074191|3300045988|Ga0495776_180683:22,785-29,707 (+)
pyrophosphatase (CDS_0040)
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IMGVR_UViG_3300045988_060715|3300045988|Ga0495776_004261:23,498-30,490 (+)
pyrophosphatase (CDS_0040)
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uvig_519819:23,159-30,079 (+)
pyrophosphatase (CDS_0041)
37 38 39 40 42 43
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MGV-GENOME-0225198:22,967-30,873 (+)

38 39 40 41 42

IMGVR_UVIG . 3300045988  066231|3300045988|Ga0495776_119268:23,594-30,373 (+)
oMTase_00015 orphan (CDS_0040)
39 41 45 46
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MGV-GENOME-0246034:26,008-32,302 (+)
28 29 32 oMTase_00015 orphan (CDS_0033)
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MGV-GENOME-0216566:21,924-28,668 (+)
36 38 39

MGV-GENOME-0226131:22,441-30,311 (+)
38 oMTase_00015 orphan (CDS_0039)
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IMGVR _UViG_3300045988_092071|3300045988|Ga0495776_038264:22,384-30,267 (+)
38 oMTase_00015 orphan (CDS_0039)
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38 oMTase_00015 orphan (CDS_0039) 43
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40  oMTase_00015 orphan (CDS_0039)
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IMGVR_UViG_3300029584_000357|3300029584|Ga0245112_100151|72071-101923:21,291-29,272 (-)

36

MGV-GENOME-0225111:23,366-30,134 (+)
23  oMTase_00015 orphan (CDS_0024)
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MGV-GENOME-0172150: 14,450-21,218 (+)
39  oMTase_00015 orphan (CDS_0040)
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MGV-GENOME-0281525:23,282-30,058 (+)
32 oMTase_00015 orphan (CDS_0033)
I 1 I I

MGV-GENOME-0309091:21,147-27,360 (+)
0MTase_00015 orphan (CDS_0037)
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\MGVR UViG_3300045988 054290|3300045988\GaO495776 075520:21,723-28,975 (+)
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\MGVR UV|G 3300045988 O74169|3300045988\GaO495776 159568:24,075-30,575 (+)

DNA methylase (CDS_0037)
36 38
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\MGVR UViG_3300045988 078264|3300045988\62\0495776 119514:22,458-29,726 (+)
DNA methylase (CDS_0031)
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uvig 44025:20,271-27,047 (+)
25 26 29
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MGV-GENOME-0189185: 16,791-23,834 (+)
oMTase_00015 orphan (CDS_0025)
24 26

MGV-GENOME-0190633: 14,944-21,984 (+)
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IMGVR_UViG_3300045988_027074|3300045988|Ga0495776_010041:21,713-28,829 (+)
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IMGVR_UViG_3300045988_118117|3300045988|Ga0495776_144982:23,559-31,049 (+)
38 39

IMGVR_UVIG_ 3300045988 _077288|3300045988|Ga0495776_175256:23,425-30,916 (+)
36 oMTase_00015 orphan (CDS_0037)

MGV-GENOME-0220635:22,257-29,384 (+)

oMTase_00015 orphan (CDS_0039)
38
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IMGVR_UViG_3300045988_102527|3300045988|Ga0495776_004161:23,344-29,411 (+)
DNA methyltransferase (CDS_0045)
44 oMTase_00015 orphan (CDS_0046)
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MGV-GENOME-0264968:24,249-31,382 (+)
oMTase_00015 orphan (CDS_0038)
37 nucleotide kinase (CDS_0041)
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MGV-GENOME-0226928:23,420-30,451 (+)
oMTase_00015 orphan (CDS_0036)
35 37
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IMGVR_UViG_3300045988_108766|3300045988|Ga0495776_038138:22,503-30,223 (+)

oMTase_00015 orphan (CDS_0030)
29 31
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MGV-GENOME-0195386: 17,384-24,872 (+)
36  oMTase_00015 orphan (CDS_0037)
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MGV-GENOME-0228939: 23,449-30,826 (+)
oMTase_00015 orphan (CDS_0029)

28 30

<
5}
<
O
m
z
O
<
m
Ol
N}
N
%
o
~
-“?I
=
0
[
o
[N}
N}
o
o
v
o

)

36 oMTase_00015 orphan (CDS_0037)
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IMGVR_UViG_3300045988_059861|3300045988|Ga0495776_037891:22,170-30,050 (+)

36 oMTase_00015 orphan (CDS_0037)

uvig_520172: 22,644-30,160 (+)
24 oMTase_00015 orphan (CDS_0025)

MGV-GENOME-0182515: 15,491-22,777 (+)
15 20 oMTase_00015 orphan (CDS_0021)

MGV-GENOME-0265884: 13,292-20,995 (+)
SspD_00001 SspD (CDS_0036) 42

uvig_281172:31,790-39,166 (+)
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MGV-GENOME-0222725:22,552-29,742 (+)
tRNA-Arg(CCG)
28 33 36  oMTase_00015 orphan (CDS_0037)

MGV-GENOME-0198482:17,327-23,964 (+)
36 37

%

MGV- GENOME 0220690:22,925-29,722 (+)
oMTase_00015 orphan (CDS_0034)
Mom-like DNA modification protein (CDS_0029) 33 pyrophosphatase (CDS_0036)
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\MGVR UViG_3300031555_010600|3300031555|Ga0318466_10019935|3-32194:22,279-30,245 (+)
34 35 oMTase_00015 orphan (CDS_0036) 42 43

IMGVR_UViG_3300045988_037877|3300045988|Ga0495776_021921:20,275-28,462 (+)

34 35 36 37 38 oMTase_00015 orphan (CDS_0039)
e b bbb T e — e — 8

IMGVR_UViG_3300029617_000116|3300029617|Ga0245125_101094:20,281-29,456 (+)
3000 nt {
DNA, RNA and nucleotide metabolism integration and excision other unknown function defence (PADLOC) tRNA
I I




