transcriptional regulator (CDS_0070) RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0076)
67 68 69 71 72 73 74 75 77 78 79 80 81
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uvig_281019:54,302-61,348 (+)

RM _Type_ll_Type_ll_MTases_FAM_1 (CDS_0062) phosphoadenosine phosphosulfate reductase (CDS_0066)

RNA polymerase sigma factor (CDS_0063)
58 59 60 61 \ 64 65 67 697071 72 73 7475
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MGV-GENOME-0344982:45,839-57,004 (+)
73 74 75 76 77 78 81 82 83
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IMGVR_UViG_3300045988_156235|3300045988|Ga0495776_011173:52,658-60,012 (+)
MTase_l1_00157 Type (CDS_0074)
V2R 75 80

uvig_381144:51,837-59,041 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0074) kinase (CDS_0082)
V2] 75 76 77 79 80 81 83
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IMGVR_UViG_3300029844_000112|3300029844|Ga0245276_1000322:51,981-59,468 (+)

RM_Type_ll_Type_ll_MTases FAM_2 (CDS_0071)
69 70 72 73 74 77
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IMGVR_UViG_3300045988_154072|3300045988|Ga0495776_011182:52,916-60,224 (+)

MTase_lI_00157 Type (CDS_0071)
69 70 72 73 74 75 76
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MGV-GENOME-0345671:51,614-60,393 (+)

64 transposase (CDS_0065) RNA polymerase sigma factor (CDS_0070) 71 72 73
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_380: 55, 014 (+)
RNA polymerase sigma factor (CDS_0076)
MTase_I1_00157 Type (CDS_6075) kinase (CDS_0084) dCMP deaminase (CDS_0089)
7172 73 74 | 77 78 79 80 81 82 83 86 90 91 92

MGV-GENOME-0350469: 53,579-64,500 (+)

homing endonuclease (CDS_0064)
62 63 65 66

uvig_33554:50,079-57,048 (+)
RNA polymerase sigma factor (CDS_0070)
radical SAM domain protein (CDS_0072) phosphoadenosine phosphosulfate reductase (CDS_0085)
67 68 69 \ 71 73 74 75 76 77 82 83 84
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uvig 578032:45,721-57,660 (+)
radical SAM domain protein (CDS_0072)
69 70 71 73 74 75 76 77 78 79
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OTU_401:52,797-64,661 (+)

70 71 72 73 74 75

MGV-GENOME-0344984:51,506-58,875 (+)
RM_Type_|l_Type_ll_MTases_FAM_2 (CDS_0080)
RNA polymerase sigma factor (CDS_0078)
75 76 77 79 \ 81 82 83 87 thymidylate synthase (CDS_0088)
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IMGVR_UVIG_ 3300045988, 160385 | 3300045988] Ga0495 776, 004102 51,916 6 1,122 (1)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0076)
RNA polymerase sigma factor (CDS_0074)
71 72 73 75 77 78 79
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OTU_383:51,785-60,326 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0078)
MTase_I1_00157 Type (CDS_0074)

72 73 75 76 77 79 80 81 82
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SRS104912_al_ct3634:52,979-61,629 (+)
63 68 69 70 71

- —
IMGVR_UViG_3300045988_163001|3300045988|Ga0495776_072479:51,050-57,134 (+)

HNH endonuclease (CDS_0079)
RNA polymerase sigma factor (CDS_0074) 75 76 77 78 80 81 82 83 85 89 90

| — — . —— - — — E— - . EEeee— -
uvig_577509:56,558-67,468 (+)
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