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radical SAM domain protein (CDS_0128)
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IMGVR_UViG_3300045988_104282|3300045988|Ga0495776_116293:79,013-87,355 (+)
123 125
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IMGVR_UViG_3300045988_079037|3300045988|Ga0495776_018372:76,911-85,656 (+)
134

SRS046068_a1_ct1270:81,143-88,567 (+)
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IMGVR_UViG_3300045988_117933|3300045988|Ga0495776_010733:79,419-87,234 (+)
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uvig_585022:75,445-83,274 (+)
DNA methyltransferase (CDS_0125) 128
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IMGVR_ UV|G 3300045988 081304|3300045988\630495776 010765:78,689-87,532 (+)
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IMGVR_UViG_3300045988_107262|3300045988|Ga0495776_171690: 74,698-84,080 (+)
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uvig_189290:59,542-67,305 (+)
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MGV-GENOME-0359498:79,146-87,534 (+)
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uvig 246521:76,878-84,481 (+)
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IMGVR_UViG_3300003146_000039|3300003146]Ga0051080_1008728:75,396-83,991 (+)
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uvig 230542:61,896-73,026 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0129)
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IMGVR_UViG_3300045988_088616|3300045988|Ga0495776_018369:76,009-85,138 (+)

DNA methyltransferase (CDS_0096) 97

uvig_548556:56,848-66,701 (+)

DNA methyltransferase (CDS_0130)
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MGV-GENOME-0360507:78,137-88,723 (+)

107 DNA methyltransferase (CDS_0110) 111 113
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MGV-GENOME-0350808: 66,039-75, 887 (+)
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IMGVR_UViG_3300045988_101013|3300045988|Ga0495776_078420:75,071-84,512 (+)
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MGV-GENOME.0341711: 55,229-64,647 (1)
123 124 125

MGV-GENOME-0857355: 74,666-84,019 (+)
131
129 130 [ 132
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OTU_230:77,368-86,984 (+)
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IMGVR_UViG_3300045988_112141|3300045988|Ga0495776_018404:76,286-86,111 (+)
84 858687

uvig 241553:49,995-63,043 (+)
133
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MGV-GENOME-0359821:80,259-88,068 (+)
132
119 DNA methyltransferase (CDS 0127) 128 129 130 131 T133

— I S B S R S E— E—
IMGVR_UViG_3300045988_109214|3300045988|Ga0495776_116448:75,721-87,827 (+)

132
130 131 [133

e B R e e R S E— —
MGV-GENOME-0359823:77,092-88,071 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0123)

radical SAM domain protein (CDS_0121) 128
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IMGVR_UViG_3300045988_095439|3300045988]Ga0495776_018875: 75,372-84,792 (+)
127
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s S S S S R S — E—
MGV-GENOME-0356761:75,350-83 445 (+)
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SAMEA1906554 al ct149268 vs1:59,379-68,679 (+)
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IMGVR_UViG_3300045988_084 181|3300045988|Ga0495776_078620: 75,405-85,245 (+)
93 94 9596 97 98 101

uvig_254230:57,964-66,704 (+)
87 8889 90 91
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MGV-GENOME-0342666: 54,643-63,383 (+)
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IMGVR_UVIG. 3300045988 0936 14| 3300045988| Ga0495776 096587: 73,217-82,332 (+)
103 104105 106 107

uvig_332246:60,054-69,534 (+)
27374 75 76 77 81
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MGV-GENOME-0356870:43,982-52,243 (+)
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SRS148159_al ct22036:43,749-51,912 (+)

108
DNA methyltransferase (CDS_0104) 105 107 T109 110

uvig_106282:58,761-69,600 (+)
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