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MGV-GENOME-0344868 60660:69382(+)

cysH_IV-B_1 (CDS_0086)
85 87 8889 90 9192 93 94 95

IMGVR_UViG_3300045988_074031|3300045988|Ga0495776_187320 56803:64822(+)

DNA methyltransferase (CDS_0091) cysH_IV-B_1 (CDS_0093) HNH endonuclease (CDS_0097)
90 [ DNAmethyltransferase (CDS_0092) 94 95 96 98 99 100 101 107
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MGV-GENOME-0346583 62513:72444(+)

Druantia_ll__DruM (CDS_0094)
cysH_IV-B_1 (CDS_0095)
93 96 97 98 99 100101 102

MGV-GENOME-0344981 59422:68257(+)

cysH_IV-B_1(CDS_0089)
88 90 9192 93 94 95

IMGVR_UViG_3300045988_095075|3300045988|Ga0495776_001626 61089:68662(+)

DNA methyltransferase (CDS_0101)
DNA methyltransferase (CDS_0105)

Druantia_ll__DruM (CDS_0097) HNH endonuclease (CD§_0104)
96 98 99 100 102103 | 106 107
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IMGVR_UViG_3300045988_090059|3300045988|Ga0495776_011213 64205:71315(+)

DNA methyltransferase (CDS_0092)
DNA methyltransferase (CDS_0095)

Druantia_ll__DruM (CDS_0088) HNH endonuclease (CDS_0094)
87 89 90 91 93 | 96 97
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IMGVR_UViG_3300045988_091323|3300045988|Ga0495776_001627 61668:68687(+)

DNA methyltransferase (CDS_0094)
DNA methyltransferase (CDS_0089) 93 95 96 97 98 99

IMGVR_UViG_3300045988_089781|3300045988|Ga0495776_156113 62011:69455(+)

DNA methyltransferase (CDS_0083)
82 84 85 86 87
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MGV-GENOME-0334439 53154:60215(+)
DNA methyltransferase (CDS_0095)
94 96 97 98
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MGV-GENOME-0345110 62742:69843(+)
CDS_0094
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MGV-GENOME-0342807 62409:67287(+)
CDS_0091 CDS_0092
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MGV-GENOME-0342309 61888:66876(+)
CDS_0096

MGV-GENOME-0341095 60583:65507(+)

Lar anti-RM (APIS033) (CDS_0081)
79 80 | 82 83

MGV-GENOME-0333109 55227:59426(+)
Lar-like restriction alleviation protein (CDS_0105)

phosphofructokinase (CDS_0100)
DNA methyltransferase (CDS_0101)
99 | 102 103 104 | 106 107 108109
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IMGVR_UViG_3300045988_126785|3300045988|Ga0495776_011191 65643:73762(+)

Lar-like restriction alleviation protein (CDS_0105)

phosphofructokinase (CDS_0100)
DNA methyltransferase (CDS_0101)
99 | 102 103 104 | 106 107 108109
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MGV-GENOME-0348132 65643:73762(+)

Mom-like DNA modification protein (CDS_0101)
phosphofructokinase (CDS_0098)

DNA methyltransferase (CDS_0093) cysH_IV-B_1 (CDS_0099) NH endonuclease (CDS_0103)
92 97 | 100 | 102 104105 106
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IMGVR_UViG_3300045988_100428|3300045988|Ga0495776_014777 62337:70611(+)

phosphofructokinase (CDS_0095)
cysH_IV-B_1 (CDS_0096) HNH endonuclease (CDS_0101)
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MGV-GENOME-0344964 61449:69702(+)

cysH_IV-B_1 (CDS_0095) HNH endonuclease (CDS_0100)
94 96 97 98 99 101102 103
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MGV-GENOME-0345098 61795:69831(+)

Mom-like DNA modification protein (CDS_0095)

DNA methyltransferase (CDS_0093)
phosphofructokinase (CDS_0091) HNH endonuclease (CDS_0097)
90 cysH_IV-B_1(CDS_0092), 94 ‘ 96 98 99 100
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IMGVR_UViG_3300045988_076043|3300045988|Ga0495776_014975 61382:70207(+)

phosphofructokinase (CDS_0092)
DNA methyltransferase (CDS_0094)  HNH endonuclease (CDS_0100)
91 \ 93 95 96 97 98 99 101102 103

SRS098073_a1_ct6815 62047:70510(+)

phosphofructokinase (CDS_0090)
DNA methyltransferase (CDS_0092)  HNH endonuclease (CDS_0098)
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IMGVR_UViG_3300029388_000005|3300029388|Ga0243998_1000231 60108:68571(+)

phosphofructokinase (CDS_0092)
DNA methyltransferase (CDS_0094)  HNH endonuclease (CDS_0100)
91 \ 93 95 96 97 98 99 101102 103

MGV-GENOME-0344794 61017:69543(+)

phosphofructokinase (CDS_0098)
DNA methyltransferase (CDS_0093)
90 91 92 97 99 100101 102 103 104105 106

MGV-GENOME-0344626 62411:69372(+)

cysH_IV-B_1(CDS_0093)
92 94 95 96 97 98 99 100

uvig 597313 62851:72011(+)

HNH endonuclease (CDS_0093) DNA methyltransferase (CDS_0100)
88 89 90 91 92 94 95 96 97 98 99 101
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MGV-GENOME-0343625 59589:69249(+)

DNA methyltransferase (CDS_0098)
DNA methyltransferase (CDS_0091) HNH endonuclease (CDS_0097)
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uvig_314061 60685:69483(+)

DNA methyltransferase (CDS_0093)
Druantia_ll_DruM (CDS_0092) Mom-like DNA modification protein (CDS_0096) DNA methyltransferase (CDS_0104)
91 \ \ 94 95 97 98 99 100 101102 103 105

IMGVR_UViG_3300045988_099739|3300045988|Ga0495776_032498 58779:69252(+)

Mom-like DNA modification protein (CDS_0093)
88 89 90 91 92 94 95 96 97 98 99 100

H
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SAMEA2737795_b1 _ct54 vs2 60701:69531(+)

cysH_IV-B_1 (CDS_0090) RM_Type_ll_Type_ll_MTases__Type_l|_MTases_FAM_0 (CDS_0099)
85 89 91 92 93 9495 96 97 98 ﬁM_Type_II_Type_II_MTases_Type_II_MTases_FAM_O(CDS_OlOO)
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IMGVR_UViG_3300045988_099751|3300045988|Ga0495776_162998 60468:70552(+)

cysH_IV-B_1 (CDS_0090) RM_Type_ll_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0099)
85 89 91 92 93 9495 9 97 98 M_Type_ll_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0100)
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uvig 26123 61331:71415(+)

RM_Type_Il__Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0090)
RM_Type_Il_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0091)
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MGV-GENOME-0353299 61529:67916(+)
DNA methyltransferase (CDS_0089)
DNA methyltransferase (CDS_0086)
84 85 87 88 90 91 92 9394 95 96 cas12f2_V-F_2 (CDS_0100)
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MGV-GENOME-0342470 58595:67764(+)

DNA methyltransferase (CDS_0109)
HNH endonuclease (CDS_0108)
104 105 106 107 ‘ 110 111 112 114 115

MGV-GENOME-0351873 72440:78475(+)

DNA methyltransferase (CDS_0109)
HNH endonuclease (CDS_0108)
104 105 106 107 110 111 112 115
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IMGVR_UViG_3300045988_110437|3300045988|Ga0495776_017222 72440:78475(+)
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