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Y ——— —— ———— ]
IMGVR_UViG_2915308434_000005|2915308434|2915308447|299610-346677:30,712-36,213 (+)

w
o

I  — — —— —— —— ——— ;& ————— ————— ]
IMGVR_UViG_3300045988_065827|3300045988|Ga0495776_068972: 33,166-39,209 (+)
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uvig 248974:13,495-19,135 (+)
59 DNA methyltransferase (CDS_0060)
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MGV-GENOME-0307671:33,150-38,233 (+)
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MGV-GENOME-0344241:27,756-33,141 (+)
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MGV-GENOME-0313142: 28,747-34,258 (+)
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MGV-GENOME-0353018: 64,687-70,538 (+)
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MGV-GENOME-0312952:31,144-36,712 (+)
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IMGVR_UViG_3300045988_097667|3300045988|Ga0495776_010689: 33,391-38,492 (+)
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57 DNA methyltransferase (CDS_0058)
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DNA methyltransferase (CDS_0057)
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DNA methyltransferase (CDS_0052) 57
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60 61 DNA primase/helicase (CDS_0065) 66
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transcriptional repressor (CDS_0015)
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MGV-GENOME-0204006: 8,244-13,317 (+)
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DNA, RNA and nucleotide metabolism moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function
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