
TemPhD_cluster_40756: 30,690-42,413 (+)

39 40 41 42
43

44 45 46 47 48 49

TemPhD_cluster_47745: 5,255-17,039 (-)

10

TemPhD_cluster_31667: 4,564-16,728 (-)

1112

TemPhD_cluster_58170: 9,422-21,724 (-)

1516

TemPhD_cluster_46613: 34,568-47,646 (+)

45 46 47

TemPhD_cluster_31300: 29,520-44,478 (+)

42 43 44

TemPhD_cluster_35265: 2,351-17,309 (-)

91011

TemPhD_cluster_40957: 2,247-13,366 (-)

9

TemPhD_cluster_48544: 31,270-42,389 (+)

41

TemPhD_cluster_24171: 4,581-16,207 (-)

10

TemPhD_cluster_57080: 6,874-18,181 (-)

17

TemPhD_cluster_57814: 29,535-45,208 (+)

42 43
cold shock protein (CDS_0044)

45

TemPhD_cluster_25431: 2,336-18,009 (-)

9
cold shock protein (CDS_0010)

1112

TemPhD_cluster_25438: 2,924-16,426 (-)

transposase (CDS_0009)
10

1112

TemPhD_cluster_25440: 30,964-44,466 (+)

4243
44

transposase (CDS_0045)

TemPhD_cluster_40778: 30,141-42,914 (+)

41
42

43

TemPhD_cluster_60055: 2,412-15,185 (-)

9
10

11

TemPhD_cluster_19265: 28,363-42,505 (+)

40 41 42 43

TemPhD_cluster_19261: 4,662-18,804 (-)

11121314

TemPhD_cluster_46788: 33,035-49,594 (+)

46 47 48
GajB_WP_172889455.1 (CDS_0049)

GajA_WP_183617960.1 (CDS_0050)

TemPhD_cluster_15308: 7,170-20,884 (-)

15161718

TemPhD_cluster_16786: 35,337-49,051 (+)

49 50 51 52

TemPhD_cluster_46597: 32,134-48,343 (+)

45 46 47

TemPhD_cluster_34742: 2,422-18,631 (-)

91011

TemPhD_cluster_14683: 2,368-18,599 (-)

91011

TemPhD_cluster_47344_: 30,501-46,732 (+)

42 43 44

TemPhD_cluster_58989: 30,636-46,871 (+)

44 45 46 47

TemPhD_cluster_47686_: 2,304-16,375 (-)

91011
12

13

TemPhD_cluster_57671: 29,521-45,822 (+)

41 42 43 44 45 46

TemPhD_cluster_46717: 32,619-50,385 (+)

46 47 48 49 50 PDC-M04A_WP_207706624.1 (CDS_0051)

TemPhD_cluster_46701: 2,355-20,121 (-)

PDC-M04A_WP_207706624.1 (CDS_0009)1011121314

TemPhD_cluster_57290: 2,347-18,998 (-)

9101112
13

14

TemPhD_cluster_57938: 32,040-49,100 (+)

45 46 47
transposase (CDS_0048)

49

PDC-M14A_WP_087936481.1 (CDS_0050)

51

TemPhD_cluster_48269: 4,132-18,804 (-)

58912131415

TemPhD_cluster_46993: 31,605-44,585 (+)

44

SodCI (VF0109) (CDS_0045)

46
47

48

TemPhD_cluster_23230: 5,949-18,929 (-)

12
13

14

SodCI (VF0109) (CDS_0015)

16

TemPhD_cluster_58020: 31,415-45,047 (+)

39 43 44 46

SodCI (VF0109) (CDS_0047)

48
49

50

TemPhD_cluster_47540_: 30,318-43,577 (+)

SodCI (VF0109) (CDS_0043)
44 45

TemPhD_cluster_56463: 32,070-60,638 (+)

45 46 47 48 49
50

51 52 53 54

TemPhD_cluster_56453: 32,115-60,691 (+)

45 46 47 48 49
50

51 52 53 54

TemPhD_cluster_58558: 2,370-18,664 (-)

9101112131516

TemPhD_cluster_56974: 4,945-27,336 (-)

121314151617
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NF033135.1) (CDS_0018)

19202122

TemPhD_cluster_46303: 32,101-54,492 (+)

45 46 47 48
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NF033135.1) (CDS_0049)

50 51 52 53 54 55

TemPhD_cluster_58069: 31,559-50,920 (+)

43 44 45 46 47

cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NF033135.1) (CDS_0048)
zinc containing alcohol dehydrogenase superfamily (CDS_0049)

50 51

TemPhD_cluster_12061: 1,938-21,041 (-)

910
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NF033135.1) (CDS_0011)

1213141516171819

TemPhD_cluster_56794: 29,442-57,722 (+)

42 43 44 45 46 47 48 4950
51

52
53

54 55

TemPhD_cluster_46116: 3,070-31,350 (-)

91011
ParB-like partition protein (CDS_0012)

13

phosphoadenosine phosphosulfate reductase (CDS_0014)

1516171819202122

TemPhD_cluster_57027: 29,441-56,094 (+)

42 43 44 45 46 4748
49

50
51

52 53

TemPhD_cluster_56542: 29,913-61,226 (+)

45 46 47 48 49 50
51

52 53 54 55
56

57 58 59 60

TemPhD_cluster_55853: 29,803-72,245 (+)

42 43 44 45 46 47 48 4950
51

52 53

transposase (CDS_0054)
55

56 57

Type 1 fimbriae (VF0221) (CDS_0058)

UG4_Fimbrae_114 (CDS_0059)

UG4_Fimbrae_573 (CDS_0060)

61 62

transposase (CDS_0063)

64 65
66

67
68

69 72 73

TemPhD_cluster_58858: 36,093-49,728 (+); 1-723 (+)

151 54 55 59 60 61 62

TemPhD_cluster_31642: 1-11,342 (-); 46,712-47,378 (-)

67

10000 nt

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC)

virulence (VFDB) AMR (AMRFinderPlus)


