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FbpABC (VF0272) (CDS_0031)

. — —
uvig 407395 22935:30565(+)
CDS_0032
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MGV-GENOME-0336580 23881:31051(+)
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vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0034)
RegX3 (VF0858) (CDS_0032)
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Siderophore-dependent iron uptake system (VF0738) (CDS_0031)
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ABC transportTer (CDS_0031)
DNA helicase (CDS_0033)
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DNA helicase (CDS_0032)
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Siderophore-dependent iron uptake system (VF0738) (CDS_0031)
RegX3 (VF0858) (CDS_0034)
excisionase (CDS_0033)
| 32| 35 36
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RegX3 (VFO858) (CDS_0036)
ABC transporter (CDS_0031)MprAB (VF0298) (CDS_0037)
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vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0034)
ABC transporter (CDS_0031)
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VirR/VirS two component system (VF0729) (CDS_0032)
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Siderophore-dependent iron uptake system (VF0738) (CDS_0031)
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Siderophore-dependent iron uptake system (VF0738) (CDS_0031)
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vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0034)
Siderophore-dependent iron uptake system (VF0738) (CDS_0032)
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RegX3 (VF0858) (CDS_0038)
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RegX3 (VF0858) (CDS_0033)
CDS_0031 CDS_0032 CDS_0034
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ABC transporter (CDS_0031) 35
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Siderophore-dependent iron uptake system (VF0738) (CDS_0031)
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vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0033)
ABC transporter (CDS_QO31)
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vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0033)
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DS_0032
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arsinothricin resistance N-acetyltransferase ArsN1 family A (NFO40503.1) (CDS_0035)
vancomycin resistance histidine kinase Vans (NFO33091.0) (CDS_0033)
FbpABC (VF0272) (CDS_0031) 38 40
32 | 34 3637 [39 | RegX3(VF0858)(CDS_0041)
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3336 38
holin (CDS_0028) 31 32353739 40
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tail fiber protein (CDS_0022)
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CDS_0034 CDS_0040
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Siderophore-dependent iron uptake system (VF0738) (CDS_0031)
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Siderophore-dependent iron uptake system (VF0738) (CDS_0031)
36
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uvig 56024 22826:38347(+)

32 33 3435 37 [394041 42
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uvig 338140 22935:37669(+)

ABC transporter (CDS_0033) VirR/VirS two component system (VF0729) (CDS_0043)
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uvig 339984 23951:43463(+)

vancomycin resistance histidine kinase VanS (NFO033091.0) (CDS_0036)
ABC transporter (CDS_0031)
RegX3 (VF0858) (CDS_0035)
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vancomycin resistance histidine kinase VanS (NFO33091.0) (CDS_0038)
acetyltransferase (CDS_0035)
ABC transporter (CDS_0032)
ReéXS (VF0858) (CDS_0037)
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vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0034)
MntABC (VF0455) (CDS_0035)

RegX3 (VF0858) (CDS_0033) ABC transporter (VF0818) (CDS_0042)
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uvig 235321 23769:41284(+)
35 39 RegX3 (VF0858) (CDS_0042)

313233 34[36 3738 40 41 43

i%

. — —
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Siderophore-dependent iron uptake system (VF0738) (CDS_0031)
Tyrosine phosphatase (VF0852) (CDS_0040) vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0048)
excisionase (CDS_0037) AbiD__AbiD (CDS_0044)
structural protein with Ig domain (CDS_0041) RegX3 (VF0858) (CDS_0047)
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replication initiation protein (CDS_0037)
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replication initiation protein (CDS_0037)
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vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0044)
RegX3 (VF0858) (CDS_0043)
excisionase (CDS_0042)
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CDS_0034
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Reverse transcriptase (CDS_0029)
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transcriptional repressor (CDS_0029)
30 31 32 33

i%

-
MGV-GENOME-0350256 21575:32427(+)

ABC transporter (CDS_0031) 34 39
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ABC transporter (CDS_0038) 42
32 33 34 35 36 37 39 4QAL1T43 44 45 46

uvig 431173 22621:44682(+)

guanylate kinase (CDS_0036)
FbpA/Fbp68 (VF0595) (CDS_0034)
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Siderophore-dependent iron uptake system (VF0738) (CDS_0014) RegX3 (VF0858) (CDS_0122)
WYL_LII_IILIV_V_VI_1 (CDS_0007) partition protein (CDS_0123)
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Siderophore-dependent iron uptake system (VF0738) (CDS_0005)
RegX3 (VF0858) (CDS_0117)
MprAB (VF0298) (CDS_0116)
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ABC transporter (CDS_0031)
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mecA-type methicillin resistance repressor Mecl (NFO00243.1) (CDS_0044)
BlaR1 family beta-lactam sensor/signal transducer (NFO00326.1) (CDS_0043)
Siderophore-dependent iron uptake system (VF0738) (CDS_0031)
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multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0045)
ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0036) HitABC (VF0268) (CDS_0048)
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type A chloramphenicol O-acetyltransferase (NFO00491.1) (CDS_0047)
FosM family fosfomycin resistance protein (NFO38306.1) (CDS_0044)
GTP-binding domain (CDS_0053)
Siderophore-dependent iron uptake system (VF0738) (CDS_0031) Retron_VI_HTH (CDS_0054)
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type A chloramphenicol O-acetyltransferase (NFO00491.1) (CDS_0044)
FosM family fosfomycin resistance protein (NFO38306.1) (CDS_0041)
tFanscriptionaI regulator (CDS_0049)
GTP-binding domain (CDS_0050)
Siderophore-dependent iron uptake system (VF0738) (CDS_0031) Retron_VI_HTH (CDS_0051)
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D-lactate dehydrogenase VanH (NFO00492.1) (CDS_0039)
ABC-type heme transporter (VF0739) (CDS_0044)
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NshR/TsnR family 23S rRNA methyltransferase (NFO00477.1) (CDS_0036)
ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0039)
phosphofructokinase (CDS_0035)
mupirocin-resistant isoleucine--tRNA ligase MupA (NFO00257.1) (CDS_0030) RegX3 (VF0858) (CDS_0040)
DNA polymerase (CDS_0034) prAB (VF0298) (CDS_0041)
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ABC transporter (VF0818) (CDS_0036) BSH (VF0350) (CDS_0058)
ABC transporter (VF0818) (CDS_0035) 41 43 47 49 DNA helicase (CDS_0057)
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