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3536RM_Type_II__Type_II_MTases_FAM_2 (CDS_0041)4345

MGV-GENOME-0301569: 25,427-33,573 (-)
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SAMEA2579923_a1_ct17097_vs1: 37,534-45,683 (+)

DNA methyltransferase (CDS_0056)

MGV-GENOME-0293307: 23,307-31,456 (-)

DNA methyltransferase (CDS_0036)

uvig_249972: 27,721-35,869 (-)
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