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DruM2_00008 DNA (CDS_0035)
PEB1 lVF0327) (CDS_0036)
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DNA methyltransferase (CDS_0035)
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36 37  excisionase (CDS_0038)
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integrase (CDS_0037)
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IMGVR_UViG_3300045988_082103|3300045988|Ga0495776_169335: 24,674-35,531 (+)
AbiD__AbiD (CDS_0035)
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trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0036)
BrxA_00015 BrxA (CDS_0037) integrase (CDS_0043)
BrxB_00005 BrxB (CDS_0038) 42
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3-hydroxymyristoyl] glucosamine N-acyltransferase [LPS (VF0542) (CDS_0035)
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O-ahtigen (VF0392) (CDS_0037)
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transposase (CDS_0036)

35 | 37 38
L, B S S W1}V 8
MGV-GENOME-0318546: 24,722-36,142 (+)
35 36
IMGVR _UViG_3300029292_000294|3300029292|Ga0167469_100275|356-49368:24,722-33,588 (+)
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ABC transporter (CDS_0038)
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replication initiation protein (CDS_0036)
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DNA methyltransferase (CDS_0037)
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P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0043)
36 39 MutT/NUDIX hydrolase (CDS_0045)
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DNA methylase (CDS_0039)
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MTase_l1_00172 Type (CDS_0040)
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radical SAM domain protein (CDS_0037)
endolysin (CDS_0033)
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Siderophore-dependent iron uptake system (VF0738) (CDS_0044)
ABC transporter (VFO741) (CDS_0045)
‘ dehydrogenase (CDS_0049)
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