RM_Type_ll__Type_ll_MTases_ FAM_17 (CDS_0112)

DnaB-like replicative helicase (CDS_0104) 107 111 117 120 124
replisome organizer (CDS_0103) 105 106 | 108 109 110 [ 113 114 115 116 | 118119] 121 122 123 | 125

B
|
'%

—
IMGVR_UViG_3300045988_085127|3300045988|Ga0495776_017202:69,559-80,745 (+)

RM_Type_ll_Type_ll_MTases FAM_17 (CDS_0110)
DNA methyltransferase (CDS_0109)

DNA methyltransferase (CDS_0105) 115
108 116
101 102 103 104 106107 | 111 112113114 | [ 117 capH(CDS.0121)

MGV-GENOME-0352948: 65,226-80,095 (+)

oMTase_00015 orphan (CDS_0110)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0109) 111 112 113 115

MGV-GENOME-0350864: 68,520-77,369 (+)

oMTase_00015 orphan (CDS_0110)
RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0109) 111 112 113

I S —
IMGVR_UViG_3300045988_085177|3300045988|Ga0495776_137260: 68,520-77,369 (+)

oMTase_00015 orphan (CDS_0114)
DNA methyltransferase (CDS_0113) 115 116 117

— ——
IMGVR_UViG_3300045988 082155|3300045988|Ga0495776_008604:71,199-80,731 (+)

RM_Type_ll_Type_ll_MTases_FAM_17 (CDS_0083)
oMTase_00015 orphan (CDS_0080) 84

71 72 77 78 DNA methyltransferase (CDS_0079) 81 82 ‘ TBS 86 87 88 89
ot o D L PP IPERRD_ o0

MGV-GENOME-0336997:49,363-61,640 (+)
RM_Type_ll_Type_ll_MTases FAM_17 (CDS_0111)
114
DNA methyltransferase (CDS_0108) 109 110 112 113 T115 116

|

|

!%
|

MGV-GENOME-0353554: 70,012-80,666 (+)
RM_Type_Il_Type_Il_MTases FAM_17 (CDS_0099)
Mom-like DNA modification protein (CDS_0097) 102
DNA methyltransferase (CDS_0095) 96 98 | 100 101 |103104

|
MGV-GENOME-0348210: 62,300-73,381 (+)

RM_Type_ll_Type_ll_MTases_ FAM_17 (CDS_0111)
113 116
DNA methyltransferase (CDS_0108) 109110 112 [114 115 | 117

i
|
%

MGV-GENOME-0350283: 65,816-76,207 (+)
RM_Type_ll_Type_ll_MTases_ FAM_17 (CDS_0081)
DNA methyltransferase (CDS_0078) 79 80 82 8384 85 8687 88

MGV-GENOME-0336728: 50,827-61,435 (+)
RM_Type_ll_Type_|l_MTases FAM_17 (CDS_0111)
113 116
108 109110 112 [114 115 | 117

i%

IMGVR_UViG_3300045988_104992|3300045988|Ga0495776_003639: 65,816-76,207 (+)
RM_Type_ll_Type_ll_MTases_FAM_17 (CDS_0118)
120 123
DNA methyltransferase (CDS_0115) 116 117 119T121 122 T124

|
%

SAMEA2580224_a1_ct77351_vs1:71,140-81,871 (+)
RM_Type_lI_Type_ll_MTases FAM_17 (CDS_0109)
111 114
DNA methyltransferase (CDS_0107) 108 110 [112 113 [ 115

|
|
!4‘

IMGVR_UViG_3300045988_101079|3300045988|Ga0495776_017123:68,560-79,375 (+)
112 114
109 110111 | 113 [ 115

I N
IMGVR_UViG_3300045988_062193|3300045988|Ga0495776_003660: 67,091-76,619 (+)
77 78 79 80 81 8283

——

MGV-GENOME-0332740:49,693-59,221 (+)
122

DNA methyltransferase (CDS_0117) 118 119 120 121] 123124

MGV-GENOME-0354417:72,348-82,292 (+)

DNA methyltransferase (CDS_0104)
105 RM_Type_ll_Type_ll_MTases_FAM_17 (CDS_0107)
100 101102 103 T106
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DNA methyltransferase (CDS_0112)

115 119
114 118]  RM_Type_II_Type_ll_MTases_FAM_17 (CDS_0121)
110111 1137 | | 116117 | {120
| 1 5 | I S A
IMGVR_UVIG_3300045988_096756/3300045988]Ga0495 776 031839: 65, 132-78,158 (+)
113 117
112 116] RM_Type_II_Type_ll_MTases_FAM_17 (CDS_0119)

DNA methyltransferase (CDS_0110) 111 | | 114115 | |118

I
MGV-GENOME-0353872: 70,386-80,591 (+)
Mom-like DNA modification protein (CDS_0113)

119
115 118]  RM_Type II_Type_ll_MTases FAM_17 (CDS_0121)
111 112 114 [116117 | |120
e e T T e T e —————————————— |

IMGVR_UViG_3300045988 101114|3300045988\GaO495776 030154:70,521-82,064 (+)
119
oMTase_00015 orphan (CDS 0115) 116117 118 [120 121 122 123124

SAMNO9781707_al_ct12249:69,343-78,645 (+)

109 111 114
DnaD-like helicase loader (CDS_0102) DNA methyltransferase (CDS_0107) 108 | 110 [112 113 [ 115116
I | — _— - e N —

MGV-GENOME-0353755: 69,783-81,027 (+)
oMTase_00015 orphan (CDS_0112)
HNH endonuclease (CDS_0111, 116
110 | 113114 115 | 117 118 restriction endonuclease (CDS_0119)

IMGVR_UViG_3300014039 000027|3300014039|Ga0116646_1000089: 68,306-79,190 (+)
DNA methyltransferase (CDS_0107)
110
109
106 108 || 111112 113

!%

SAMNO09781735_al ct11564:71,780-81,182 (+)
RM_Type_II_Type_ll_MTases FAM_17 (CDS_0067)
Mom-like DNA modification protein (CDS_0065)
DNA methyltransferase (CDS_0063)
64 | 66

74
68 6970 71 72 73 [7576

5*

MGV-GENOME-0320829:44,745-52,981 (+)
DNA methyltransferase (CDS_0059) 69
58 61 65 66 67 68 7071

—
MGV-GENOME-0313244:41,919-49,805 (+)
85 90 92 93 9495 96

i

MGV-GENOME-0340495:56,347-63,630 (+)
RM_Type_ll_Type_ll_MTases_FAM_17 (CDS_0107)
Mom-like DNA modification protein (CDS_0105)
109
104 106 108 110 111 112 113

|
|
%

MGV-GENOME-0357882:63,933-73,569 (+)
RM_Type_ll_Type_ll_MTases_FAM_17 (CDS_0104)

MTase_lI_00074 Type (CDS_0101) 106
DNA methyltransferase (CDS_0100) 102 103 105 [107 108 109 110

———
IMGVR_UViG_3300045988_060947|3300045988|Ga0495776_136998:63,696-75,244 (+)

59 60 61 62

i

MGV-GENOME-0313734:38,715-44,848 (+)

HNH endonuclease (CDS_0113) Lar anti-RM (APIS033) (CDS_0122)
118
HEase_00016 homing (CDS_0108) 115 117 120 124
DNA methyltransferase (CDS_0107) 109110 111 112 114] 116 [ | 119 | 121 | 1237 125

|

|

I
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MGV-GENOME-0358520: 71,603-84,477 (+)
Lar anti-RM (API1S033) (CDS_0113)
HEase_00016 homing (CDS_0104)109
106 108 111 115
DNA methyltransferase (CDS_0103) 105 ] 107 [ | 110 | 112 | 114 [ 116

|

|

|
H
|

MGV-GENOME-0354059:68,176-79,342 (+)
5000 nt i
DNA, RNA and nucleotide metabolism other unknown function defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS)
I




