DNA replication initiation (CDS_0028) nucleoside deoxyribosyltransferase (CDS_0037)
24 25 26 27 29 3031 32 33 34 35 36 3839 40 41 42

MGV-GENOME-0344105:32,767-42,268 (+)
DNA methyltransferase (CDS_0017) 18 19 20 21 22 23 24  nucleoside deoxyribosyltransferase (CDS_0025)

MGV GENOME-0362687:7,363-16,863 (+)

nucleoside deoxyribosyltransferase (CDS_0036)
3233 34 35 tRNA-Val(GAC)
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IMGVR UViG_3300029742_000288|3300029742|Ga0245239_ 100254|12911 -76654:33,688-41,888 (+)
19 20 21 22 23 24 nucleoside deoxyribosyltransferase (CDS_0025)

MGV-GENOME-0346884:26,075-34,282 (+)
33 34 35 36 37 38 39 nucleoside deoxyribosyltransferase (CDS_0040)

MGV-GENOME-0345510: 34,910-43,117 (+)
oMTase_00015 orphan (CDS_0035)
DNA methyltransferase (CDS_0033)
‘ pyrophosphatase (CDS_0032)
3837 36 34 | 31 30
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oMTase_00015 orphan (CDS_0038)
DNA methyltransferase (CDS_0040)
‘ pyrophosphatase (CDS_0041)
DNA methyltransferase (CDS_0034) 35 36 37 39 \ 42 43
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b 212 (+)

oMTase_00015 orphan (CDS_0023)
DNA methyltransferase (CDS_0025)
‘ pyrophosphatase (CDS_0026)

RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0019) 20 21 22 | 27 28
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MGV-GENOME-0290498: 13,528-22,506 (+)
MTase_|I_00074 Type (CDS_0026)
radical SAM domain protein (CDS_0025)
MTase_lI_00058 Type (CDS_0029) 28 27 \ 24 23

MGV-GENOME-0291346:21,192-29,569 (-)
MTase_lI_00058 Type (CDS_0016) 17 18 MTase_II_00074 Type (CDS_0019)

MGV-GENOME-0307426:18,412-26,792 (+)
1 12 MTase_lI_00058 Type (CDS_0015) 16 17 MTase_II_00074 Type (CDS_0018)
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MGV-GENOME-0267170:9,140-17,521 (+)

MTase_lI_00058 Type (CDS_0032)

24 25 29 30 33 34 MTase_II_00074 Type (CDS_0035)
I b R | T — — -
MGV-GENOME-0354900: 33,866-43,064 (+)

radical SAM domain protein (CDS_0037)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0030) 31 B2 33 34 35 36 38 39 40 41 42 43

IMGVR_UViG_3300045988_187772|3300045988|Ga0495776_166174]300-64030:31,716-41,877 (+)

MTase_l1_00030 Type (CDS_0034)
radical SAM domain protein (CDS_0031) 32 33 35 36 37 38 39 40

IMGVR_UViG_3300045988_146840|3300045988|Ga0495776_140132:34,681-42,611 (+)

MTase_lI_00030 Type (CDS_0030)
radical SAM domain protein (CDS_0027) 28 29 31 32

MGV-GENOME-0296184:16,261-23,816 (+)
MTase_lI_00030 Type (CDS_0030)

32
radical SAM domain protein (CDS_0027) 28 29 31 T33 34 35 36 37 38 39 44
0, N S, S— | SO 8 N W W N W Wy W—

IMGVR_UViG_3300029703_000277|3300029703|Ga0245234_100023|232445-296457:32,696-44,791 (+)
oMTase_00015 orphan (CDS_0036)
unknown function (CDS_0032)
radical SAM domain protein (CDS_0031) 33 3435 37 38 39 40
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uvig_48115:33,810-44,778 (+)
MTase_lI_00030 Type (CDS_0032)

29 30 31 3334 35 nucleoside deoxyribosyltransferase (CDS_0036)
I P ——— N N S 1

MGV-GENOME-0346387:33,365-44,020 (+)
MTase_lI_00030 Type (CDS_0026)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0021) 22 23 24 25 27 28
| — — I S S . E— I ——
MGV-GENOME-0302603: 16,995-28,174 (+)
MTase_II_00030 Type (CDS_0025)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0020) 21 22 23 24 26 27
] I —— — N S S E— —————————————————
MGV-GENOME-0345838:27,105-38,374 (+)

MTase_lI_00030 Type (CDS_0034)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0039) 38 37 36 35 33 32

s S S | i S S——— R —
uvig_389760:34,048-42,667 (-)
MTase_II_00030 Type (CDS_0022)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0017) 18 19 20 21 23 24
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RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0023) MTase_II_00030 Type (CDS_0027)
24 25 26 28 29
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MGV-GENOME-0356351:10,861-19,390 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0024)
MTase_lI_00030 Type (CDS_0027)
25 26 28 29
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MGV-GENOME-0331100:29,573-37,796 (+)
MTase_|I_00030 Type (CDS_0029)
SspD_00001 SspD (CDS_0025)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0023) 24 26 27 28 30 31 32 33
5 0, N, S S S 5 W, W N N VW ey W——

MGV-GENOME-0344776:29,158-41,219 (+)
MTase_lI_00030 Type (CDS_0027)
SspD_00001 SspD (CDS_0023)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0021) 22 24 25 26 28 29 30 31
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MGV-GENOME-0353218:27,772-39,978 (+)

MTase_lI_00030 Type (CDS_0027)
SspD_00001 SspD (CDS_0023)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0021) 22 24 25 26 28 29 30
[ 50, O O, Sy O S 0, N W N 5, S V¥, W 0 W
MGV-GENOME-0274936:9,771-19,328 (+)

MTase_lI_00030 Type (CDS_0037)
SspD_00001 SspD (CDS_0033)
RM _Type_ll_Type_Il_MTases_FAM_2 (CDS_0031) 32 34 35 36 38 39
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IMGVR_UViG_3300045988_184696|3300045988|Ga0495776_156073|1878-65797:33,197-42,054 (+)
RM_Type_ll_Type_ll_MTases FAM_0 (CDS_0018) 19 20 21 22 23 24 25 26

MGV-GENOME-0347881:25,981-34,405 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0020) 21 22 23 24 25 26 27 28

MGV-GENOME-0347735:27,595-36,019 (+)
RM _Type_ll_Type_ll_MTases_ FAM_0 (CDS_0030) 31 32 33 34 35 36 37 38

IMGVR_UViG_3300045988_145552|3300045988|Ga0495776_033028: 35,319-46,393 (+)
RM_Type_ll_Type_ll_MTases FAM_0 (CDS_0024) 25 26 27 28 29 30 31 32 34
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IMGVR_UViG_3300045988_142886|3300045988|Ga0495776_186534:31,769-42,845 (+)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0030) 31 32 3334 35
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OTU_451:35,221-47,723 (+)
27 RM_Type_lI_Type_ll_MTases_FAM_0 (CDS_0030) 31 32 33 34 35 36 37 38

MGV-GENOME-0339857: 34,099-43,550 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0018) 19 20 21 22 23 nucleoside deoxyribosyltransferase (CDS_0024)
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MGV-GENOME-0360856: 25,407-33,831 (+)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0031)
29 [ 32 33 34 3536 37 38 39

IMGVR_UViG_3300045988_149750|3300045988|Ga0495776_163599:33,737-45,542 (+)
RM _Type_ll_Type_ll_MTases_FAM_0 (CDS_0028) 29 30 31 3233 34 35 36
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RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0013) 14 15 16 17 18 19 20 21
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MGV-GENOME-0297573:15,689-26,794 (+)

pyrophosphatase (CDS_0034)
3233 35

RM_Type_lI_Type_ll_MTases_FAM_0 (CDS_0030)
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IMGVR UViG_2791355233_000004|2791355233]2791385775|743753-807518: 34 125 41,882 (+)
RM_Type_|l_Type_ll_MTases_FAM_0 (CDS_0024) 25 2627 28 29 30 31 32

MGV-GENOME-0343828:30,350-38,792 (+)
RM _Type_ll_Type_|l_MTases_FAM_0 (CDS_0032)
SspD_00001 SspD (CDS_0034)
33 35 36
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RM_Type_lI_Type_ll_MTases_FAM_0 (CDS_0032)

SspD_00001 SspD (CDS_0034)
33

w
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36 37

I —— I S S S— —— . ——
IMGVR_UViG_3300045988_136711|3300045988|Ga0495776_166722:36,210-44,334 (+)

5000 nt i
DNA, RNA and nucleotide metabolism other unknown function defence (DefenseFinder) defence (PADLOC) pseudogene
I




