retron_type_VI_hth_cluster2_1 (KAOCAMFH_00004)

SpaH-type pili (VF0727) (KAOCAMFH_00003)

Sortase B (VF0789) (KAOCAMFH_00002)

1 | 15 6 7 8 9 10 1112 13 14 15 16 17 1819

IMGPR_plasmid_3300029409_000306: 215-15,228 (+)
1 2 34 56 7 8

IMGPR_plasmid_3300029394_000384: 6-8,388 (+)
retron_type_VI_hth_cluster2_1 (EFCFEICA_00036)
SpaH-type pili (VFO727) (EFCFEICA_00039)
DNA-invertase hin (EFCFEICA_00035)
Sortase B (VF0789) (EFCFEICA_00040)
Toxin YoeB (EFCFEICA_00042)
SpaD-type pili (VFO726) (EFCFEICA_00043) 33
46 45 44 43 42 41 40 37 | 34]

30 29 28 27 2625 2423 22 21

g
|

IMGPR_plasmid_3300053491 087998:15,086-43,953 (-)
53 54 5556 5758 59 1

N

IMGPR_plasmid_3300053491_081265:46,688-54,569 (+); 1-4,326 (+)
21 2223 2425

IMGPR _plasmid_3300053491_079042: 10,446-25,921 (+)
5 4 321 4241

IMGPR _plasmid_3300029106_000259: 1-10,939 (-); 35,304-39,652 (-)
22 23 2425 2627 28 29

IMGPR _plasmid_3300029860_000269:11,358-27,750 (+)
20 21 2223 2425 26 27

IMGPR _plasmid_3300029875_000277:11,133-28,228 (+)
4 3 2 1 48 47 46 45 44

IMGPR_plasmid_3300008077_000256: 1-7,988 (-); 33,871-41,121 (-)
1 2 3

IMGPR_plasmid_3300029414_000253: 142-7,528 (+)
40 39 38

IMGPR_plasmid_3300029356_000257: 28,679-36,064 (-)

;H

IMGPR_plasmid_3300039323_000190: 50-3,644 (+)

retron_type_VI_hth_cluster2_1 (JDCPMMAO_00049)
DNA-invertase hin (JDCPMMAO_00048)

47
Tas 43 42 41 40 39

!A

\MG-PR,p\asmid,3300029763,000323: 32,774-45,563 (-)
[ 10000 nt i
defence (PADLOC) virulence (VFDB)




