HitABC (VF0268) (CDS_0029)
mads_8 (CDS_0030) tRNA-Asn(GTT) Quorum-sensing (VF0433) (CDS_0005)
31 32 1 3 4 6 Siderophore-dependent iron uptake system (VF0738) (CDS_0007)

w
w

|I
I
I
-
!
|I
I

N

TemPhD_cluster_61591: 32,580-38,048 (+); 1-7 733( )
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TemPhD_cluster_61590: 1-5,489 (-); 30,336-38, 049( )
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TemPhD_cluster_42951:32,953-38,421 (+); 1-8, 105( )
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TemPhD_cluster_50789: 1-5,586 (-); 30,432-37, 539( )
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TemPhD_cluster_50312: 1-5,489 (-); 31,886-39, 273( )

Olokun__OloB (CDS_0001)
36 Olokun__OloA (CDS_0002) 3

TemPhD_cluster_14951:37,056-42,524 (+); 1-10,676 (+)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0001)
acetyltransferase (CDS_0003)
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TemPhD_cluster_24309:39,778-45,246 (+); 1-9,784 (+)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0038)
acetyltransferase (CDS_0036)
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TemPhD_cluster_48516: 1-5,489 (-); 35,071-44,830 (-)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0038)
acetyltransferase (CDS_0036)
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TemPhD_cluster_48519: 1-5,488 (-); 35,054-44,817 (-)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0036)
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FabG like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0002)
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TemPhD_cluster 50921:31,525-37,068 (+); 1-6,190 (+)
1 39 38
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TemPhD_cluster_23425:1-5,489 (-); 36,598-42,885 (-)

cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDS_0036)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0039)
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(-); 31,892- 42754( )
cmx_cmrA NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDS_0004)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (\CDS_OOOl)
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TemPhD_cluster_30023: 34,234-39,850 (+); 1-10, 859 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDS_0004)

FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (‘CDS_0001)
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TemPhD_cluster_25617:37,153-42,731 (+); 1-10, 772( )

FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0043) PDC-S31_WP_089217355.1 (CDS_0035)
42 41 40 39 Dsr_|__Dsr1(CDS_0038) 37 36 34
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TemPhD_cluster_58865: 1-5,520 (-); 31,918-49,689 (-)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0001)
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TemPhD_cluster_58686:44,975-50,442 (+); 1-15, 394( )
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0001)
esterase/lipase (CDS_0003) DS-19__DS-19 (CDS_0008)
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TemPhD_cluster_40853: 39,362-44,955 (+); 1-15,945 (+)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0001)
esterase/lipase (CDS_0003)
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esterase/lipase (CDS_0011)
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TemPhD_cluster_42519:34,116-39,572 (+); 1-11 400( )
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TemPhD_cluster_16876:35,944-41,522 (+); 1-10,606 (+)

38 1 2 34 5 6

TemPhD_cluster_24530:36,031-41,522 (+); 1-10,693 (+)
9000 nt !
moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
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