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Type_V_V_U3 Cas12 (CDS_0039)
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RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0005)
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33 34 39 portal protein (CDS_0040)
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MGV-GENOME-0351070: 26,081-35,480 (+)
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MGV-GENOME-0355043:27,651-34,877 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0009)
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DNA helicase (CDS_0001)
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