Retron_VI_HTH (DKHIMEML_00032)
28 29 30 31 T ABC transporter ATP-binding protein YtrB (DKHIMEML_00033)

ddO-aap—ad

-
IMGPR_plasmid_3300028955_000114:27,989-31,212 (+)
1

ddd-adad

-
IMGPR_plasmid_3300029041_000104: 72-3,111 (-)
45

d@@O-ada—

L
IMGPR_plasmid_3300008360_000099: 50,813-53,779 (+)
Serine/threonine transporter SstT (AIDNAGOD_00001)

ddO-ad—d

-
IMGPR_plasmid_3300029240_000068: 241-3,620 (-)
1

dda-adae—a

-
IMGPR_plasmid_3300007801_000045:215-3,462 (-)
26

ddO-ad{D

-
IMGPR_plasmid_3300029106_000060: 20,120-23,460 (+)
RM_Type_ll_Type_Il_REase12 (IGMOOGHM_00002)
MTase_II_00058 Type (IGMOOGHM_00001)

dO-ad—@@ETT

[
IMGPR _plasmid_3300007793_000048: 374-5,428 (-)
23S rRNA 5-hydroxycytidine synthase (CAPMCGEL_00002)
T Transcriptional regulator MntR (CAPMCGEL_00001)

dO-ad—aa

-
IMGPR _plasmid_3300029594 000139:214-3,798 (-)
Hca operon transcriptional activator HcaR (OCIBGEMA_00032)
31 ATP-dependent zinc metalloprotease FtsH 4 (OCIBGEMA_00033)

d-ad @ —a3=

-
IMGPR _plasmid_3300029484 000188:24,652-30,611 (+)
Hca operon transcriptional activator HcaR (EOLPGJBA_00002)
3 _Peptidyl-lysine N-acetyltransferase YiaC (EOLPGJBA_00001)

.- ad—adEd

-
IMGPR _plasmid_3300029018 00004 1: 11-4,437 (-)
Hca operon transcriptional activator HcaR (NPDBIKKP_00047)
46 | 48 49

@ O-a@a—E&dE————nda

-
IMGPR_plasmid_3300029307_000111:43,282-48,854 (+)
31 32

dddaae—aE

-
IMGPR_plasmid_3300029511 000121:25,091-28,875 (+)
24 Hcaoperon transcriptional activator HcaR (DNDJKJIA_00025)

dO-ad—@&d

-
IMGPR_plasmid_3300029210_000133: 18,384-22,483 (+)
2 1

d@O-ad—aEd

-
IMGPR_plasmid_3300029100_000038: 139-3,644 (-)
33 34 35 36

d-a@a—CKE-EEda

-
IMGPR_plasmid_3300029425_000169: 28,523-33,766 (+)
32 33 34

dm-ad—HEEETTD @

-
IMGPR _plasmid_3300008599_000112:27,846-33,438 (+)
3 2 Diacetylchitobiose uptake system permease protein DasC (EGJFHCII_00001)

dO-ad—aEga

-
IMGPR_plasmid_3300029119 000117:201-4,312 (-
242526 27

dd-aE—aE&aaE—a

-
IMGPR_plasmid_3300029460.000142: 17,131-21,364 (+)
2728 29

d-adadm

-
IMGPR _plasmid_3300029364 000159:22,247-26,577 (+)

mads_8 (MFIFFLML_00030)
28 29 31

dO-ad—@@E-a

- I
IMGPR _plasmid_3300029426_000106:21,248-26,709 (+)
1-deoxyxylulose-5-phosphate synthase YajO (EGDFLOCH_00003)
5 4 2 putative FMN/FAD exporter YeeO (EGDFLOCH_00001)

d@@@@O-adH—aaEK KK l

-
IMGPR_plasmid_2850026464_000002: 228-6,908 (-)
Sigma L (VF0855) (NPCBPJAN_00003)
7 6 5 4 2 1

d-ad—a@&E-a@ — oo

- —
IMGPR_plasmid_3300029360_000106: 105-6,995 (-)
4 3 2 Sigma L (VF0855) (JPLKEDDK_00001)
dddaa—a@&E-d——_D
IMGPR_plasmid_3300006746_000068:42-5,479 (-)
5 4 3 2 Sigma L (VF0855) (CDJNJKKP_00001)
- —
IMGPR plasmid_3300029462_000028: 130-5,410 (-)
Hca operon transcriptional activator HcaR (JKCFMGGG_00034)  Michele_1A_hits_grouped (JKCFMGGG_00038)

Aminomethyltransferase (J KCFMEGG,OOOS7)
33 35 36 | 3940

d@@@-@d@—a< < H N =Hd

- I
IMGPR_plasmid_2876102353_000007:27,915-37,335 (+)

Sensor histidine kinase RcsC (LBLIHKJM_00041)
Hca operon transcriptional activator HcaR (LBLIHKJM_00035) Sensor histidine kinase RcsC (LBLIHKJM,O‘(5640)
36 37 38 39 \ | 42

dO-ad—E —K H—3— KX l

\MGPR,p\asm'\d72854053557000006: 27,832-39,746 (+)
5-amino-6-(5-phospho-D-ribitylamino)uracil phosphatase YitU (KHKAJMNO_00036)
Cardiolipin synthase (KHKAJMNO_00037)
31 32 33 34 35 | 38
OC KOO~ K= HC K C
IMGPR _plasmid_3300029030_000125:27,027-36,029 (+)
Diacetylchitobiose uptake system permease protein NgcG (GMENOFGB_00036)
Trehalose-recycling ABC transporter (VF0842) (GMENOFGB_00037)
Sensor histidine kinase RcsC (GMENOFGB_00039)
34 35 Multiple sugar-binding protein (GMENOFGB_00038) 40 41

dd-ad—ad-@maEK K K —E&a

IMGPR_plasmid_ 3300029111 _000134:28,785-40,362 (+)

Hca operon transcriptional activator HcaR (MIKFMFEI_00013) LexA repressor (MIKFMFEI_00007)
DNA polymerase IV (MIKFMFEI_00008) ATP-dependent zinc metalloprotease FtsH 4 (MIKFMFEI_00002)
14 12 11 10 9 \ 65 4 3 1

d@O-ad—@EdETTHEE—ED—@K HEEDBD< HETA

\MGPR,D\asm'\d,33000295£,000072: 288-14,748 (-)

putative dual-specificity RNA methyltransferase RImN (BMBDDFIM_00007)
Hca operon transcriptional activator HcaR (BMBDDFIM_00014) drt-UG17 DRT (BMBDDFIM_00004)
15 13 12 11 10 9 8 6 5 32 1

d-dadh—aEd T -@@@mn@E—«

|
IMGPR_plasmid_2833257090_000004: 122-12,535 (-)
vanZ-A-NCBIFAM glycopeptide resistance protein VanZ-A (NF033125.2) (LDLOJDHB_00002)
9 4 3 1

a-d@a-ada—ad-aG—a@

—
IMGPR_plasmid_2920664622_000004: 69-5,602 (-)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (IMHGJPBI_00037)
Ribosomal RNA large subunit methyltransferase L (IMHGJPBI_00049)

dITP/XTP pyrophosphatase (IMHGJPBI_00047)
Adaptive-response sensory-kinase SasA (IMHGJPBI 00036) Biotin synthase (IMHGJPBI_00039) Thiosulfate sulfurtransferase GIpE (IMHGJPBI_00050)
33 34 35 Fructose-1,6- bisphosphatase class 3 (IMHGJPBI 60038 40 tRNA-Lys(ttt) ‘ 42 ‘

O~ X G B S

- EEE
IMGPR_plasmid_3300008722_000160: 28,469-46,319 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (JJMDHICJ_00010)
lon-translocating oxidoreductase complex subunit B (JJMDHICJ_00005)
R)-phenyllactyl-CoA dehydratase alpha subunit (JJMDHICJ_00003)
putative protein (JJMDHICJ 00008)
14 13 12 11 9 17 \ 4 2 1

IMGPR_plasmid_ 3300030352 _000118:185-12,996 (-)
k 7000 nt i

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
I




