capH (CDS_0034)
24 26 36
T25[ 27 28 2930 31 32 33| 353738

W —— O — LN W T ]
SRS140492 a1l ct34496 vs01:20,381-29,890 (+)

29

T X _§N ]
MGV-GENOME-0282349:20,381-29,846 (+)
29

L I8N Wl
IMGVR_UViG_3300045988 059718|3300045988|Ga0495776_150393:20,190-26,807 (+)
ABC transporter (CDS_0030)

| N N N SN S ——
IMGVR_UViG_3300029246_000315|3300029246|Ga0168681_100406|5941-47675:20,381-28,351 (+)
29
130 ABC transporter (CDS_0031)

T A K - .
uvig_486965:20,090-29,698 (+)

30 31
N N DN B DR S
uvig 136714:20,381-28,530 (+)

29 30 ABCtransporter (CDS_0031)

C N _—— I — & §W ]
uvig_204972:20,015-32,585 (+)

29 3031

C N —— 1 1 "— &N ]
uvig_431223:20,103-31,755 (+)

ABC transporter (CDS_0030) 37

N I N D e .
IMGVR_UVIG_3300006464. 000020/3300006464/Ga0100221_1000577: 20,255-28,486 (+)
29 30

L L e _d LN L)
IMGVR_UViG_3300045988_072289|3300045988|Ga0495776_179469:20,377-28,947 (+)
30 31

[ T .. N W]
IMGVR_UViG_3300029019_000023|3300029019|Ga0169654_100201:20,211-31,620 (+)
30

L _______i§N I L1 1
IMGVR_UViG_3300045988_077916|3300045988|Ga0495776_177321:20,205-28,637 (+)
3132

SN SN N —
MGV-GENOME-0274106:20,513-26,348 (+)
HicB-like antitoxin (CDS_0031)
30 | 32 ABCtransporter (CDS_0033)

(L N N ]
MGV-GENOME-0309441:20,191-32,650 (+)

30 35

NN I D N BN N
IMGVR_UViG_3300045988_063239|3300045988|Ga0495776_027779:20,253-28,609 (+)
29 ABC transporter (CDS_0030)

I E—— i -
IMGVR_UViG_2873758527_000001|2873758527|2873758551: 20,380-28,462 (+)
29

L L e __ |l |
IMGVR_UViG_3300045988_078896|3300045988|Ga0495776_177315:20,085-28,764 (+)
29 30 31

I

— S N NN =
uvig 239792:20,376-31,733 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0031)
HK_VanS_ACDEFG-NCBIFAM varE)mycin resistance histidine kinase VanS (NF033091.0) (CDS_0032)
ABC transporter (CDS_0033)
29 30| | T 38

I _— - 1 ..
IMGVR_UViG_3300008725_000197|3300008725|Ga0115670_1000530: 20,190-32,965 (+)
30

N § BN ..
IMGVR_UViG_3300045988_075473|3300045988|Ga0495776_001123:20,190-27,308 (+)
29 30 31 HitABC (VF0268) (CDS_0032)

I

— L | H I ..
uvig_221589:20,049-30,467 (+)
28 29 ABC transporter (CDS_0030)

N I B N BEEEEE ..
uvig 131782:18,826-27,566 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0035)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0031)
ABC transporter (VF0818) (CDS_0032)
ABC transporter (VF0818) (CDS_0033)
30 | | 34 | 36 37

e e ————— —
uvig 529598:20,056-41,870 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0032)
VIrRNirS(‘VIiFO791) (CDS_0033)
30 31 | ABC transporter (CDS_0034)

I S E— y— 1
uvig 227463:19,838-30,771 (+)

32 33 34 ABCtransporter (CDS_0035)

I N N S—
uvig_290519:21,633-31,289 (+)
31

SN S N R
IMGVR_UViG_3300045988_074899|3300045988|Ga0495776_147730:21,189-27,676 (+)
31 33

[ BN _ LR _Ny_ ]

MGV-GENOME-0278560: 21,194-28,039 (+)
38

31 371 39

I e .
OTU_2293:21,013-28,677 (+)
32

. B N BN BN N
IMGVR_UViG_3300045988_047451|3300045988|Ga0495776_114092: 21,060-28,106 (+)
31 34

I B B AN .
IMGVR_UVIG_ 2837420027_000002|2837420027|2837420033|4346-47338: 20,094-29,912 (+)
29
L R _ 1 ' ]
uvig 235625:20,378-28,009 (+)
30

SN NI N BN e
IMGVR_UViG_3300045988_056647|3300045988|Ga0495776_110084: 20,202-27,835 (+)
29 31

[T W
IMGVR_UViG_3300045988_073971|3300045988|Ga0495776_147701:20,562-26,687 (+)
29

NI I § SN .
MGV-GENOME-0279632:20,012-27,779 (+)
32

L e e d Ryt
IMGVR_UViG_3300045988_072777|3300045988|Ga0495776_172721:20,556-25,443 (+)

29
NN S I S
MGV-GENOME-0285006: 20,202-28,816 (+)

29

I I BN
IMGVR_UViG_3300045988_059295|3300045988|Ga0495776_114109:20,323-27,843 (+)
29

N S N
uvig_572315:20,201-29,804 (+)
30

NN D § SN . a——
MGV-GENOME-0282932:20,205-28,053 (+)
Siderophore-dependent iron uptake system (VF0738) (CDS_0030)

. A R
uvig_299147:20,073-28,133 (+)

31

SN @ I

MGV-GENOME-0276796:20,518-26,151 (+)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0034)
31 3233 | 35 ABCtransporter (CDS_0036)

[ DR
ivig_2223:20,094-34,178 (+)
30 31 32 ABC transporter (CDS_0033)

R RN
uvig_5892:20,647-30,360 (+)

29 30 31 ABC transporter (CDS_0032)

I N .
uvig_519729:20,061-29,009 (+)
29 30 31 ABC transporter (CDS_0032)

I I N
uvig 273926:20,382-29,357 (+)
ABC transporter (CDS_0030)

I ———— N
IMGVR_UViG_3300008672_000332|3300008672|Ga0111519_100161[30327-71561:20,207-27,433 (+)
31

N B § BN .
IMGVR_UVIG_3300045988_060591|3300045988|Ga0495776_113741:21,001-27,352 (+)
31

I I E EEE .
IMGVR_UVIG_3300045988_069325|3300045988|Ga0495776_162438: 20,898-27,088 (+)
31

I EE—— I -
MGV-GENOME-0278254:20,898-27,956 (+)
30

R __ 18 = ']
IMGVR_UViG_3300045988_069956|3300045988|Ga0495776_162702:20,704-27,139 (+)
28 31

N BN E AN .
MGV-GENOME-0313877:20,836-27,482 (+)
cd06127 CAS-I,CAS-1I,CAS-1I,CAS-IV,CAS-V,CAS-VI; (CDS_0031)

SN S . S
MGV-GENOME-0270958:21,011-27,672 (+)
cd06127 CAS-1,CAS-II,CAS-11,CAS-1V,CAS-V,CAS-VI; (CDS_0031)

NN e
IMGVR_UViG_3300045988_065991|3300045988|Ga0495776_029059:21,011-27,135 (+)
29 32

I I
Uvig_541968:20,873-29,778 (+)
31

W N N EEm =
IMGVR_UVIiG_3300045988_075946|3300045988|Ga0495776_147810:21,005-26,856 (+)
Retron_VI_HTH (CDS_0034)
tail protein (CDS_0031) 36
29 30 | 32 3335] HitABC (VF0268) (CDS_0037)

I e N NN
IMGVR_UViG_3300045988_116873|3300045988|Ga0495776_154901: 20,089-35,451 (+)

Retron_VI_HTH (CDS_0030)
28 | 32
129/31] HitABC (VF0268) (CDS_0033)

[ mr BN B ]
SAMEA2737801_al_ct19191_vs1: 18,694-28,108 (+)
mads_8 (CDS_0035)
29 30 313233 34 | HitABC (VF0268)(CDS_0036)

I I I (R 1
IMGVR_UVIG_3300045988_103919|3300045988|Ga0495776_098775: 20,389-33,427 (+)
mads_8 (CDS_0035)
30 313233 34 | HitABC (VF0268) (CDS_0036)

I —— (W
MGV-GENOME-0348825:19,797-32,500 (+)

mads_8 (CDS_0033)
30 31 32 | HitABC (VF0268) (CDS_0034)

1 [ —— NN T
uvig_34284:19,797-30,820 (+)

mads_8 (CDS_0034)
29 30 31 32 33 | HitABC (VF0268) (CDS_0035)

[ N N R
MGV-GENOME-0344538: 20,190-32,308 (+)
mads_8 (CDS_0032)
29 30 31 | HitABC (VF0268) (CDS 0033)

| N N
uvig 323095:20,190-30,669 (+)
mads_8 (CDS_0035)
29 30 3132 33 34 | HitABC (VF0268)(CDS_0036)

N I S
MGV-GENOME-0354707: 20,667-32,674 (+)
mads_8 (CDS_0032)
2930 31 | HitABC (VF0268) (CDS_0033)

N
uvig 290425:20,667-30,798 (+)
22
T23 28
HIEEE N BN .
MGV-GENOME-0275485: 19,533-27,363 (+)
29 30 31 32 33 3435 36 HitABC(VF0268)(CDS_0037)

I — E—
uvig_528217:20,190-36,079 (+)

endolysin (CDS_0035)
RegX3 (VF0858) (CDS_0030) capH (CDS_0036)
29 | 31323334 | [ ABCtransporter (CDS_0037)

———
uvig_14060:20,054-36,298 (+)

32

29 30 371T33 34 35 36 MntABC(VF0455)(CDS_0037)

— S — S S— — T ——— W ]
MGV-GENOME-0307622:20,181-35,118 (+)

32
29 30 31 [33 34 35 36 MntABC(VF0455)(CDS_0037)

— NN N N SN — N N NN -
IMGVR_UViG_3300045988_112690|3300045988|Ga0495776_028663:20,381-36,236 (+)
oMTase_00015 orphan (CDS_0040)

33 34 39 | 41

NN B E D NN
IMGVR_UViG_3300045988_063307|3300045988|Ga0495776_162144:21,358-30,127 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0039)
3334 41

. ___ & ____ R ____ 3! 'l &N | |
IMGVR_UViG_3300045988_061074|3300045988|Ga0495776_110220:21,013-30,682 (+)
3334

NN D B SN .-
IMGVR_UViG_3300045988_057232|3300045988|Ga0495776_046384:21,489-27,915 (+)
3233

NS W N -
IMGVR_UViG_3300045988_061015|3300045988|Ga0495776_148566:21,198-26,610 (+)
29 3435

[ N 5 ]
IMGVR_UViG_7000000736_000020|7000000736|SRS014235 WUGC _scaffold_12288:21,296-28,732 (+)
3334

l__ 1. __ s ___ B! ' 1
MGV-GENOME-0277252:21,296-28,085 (+)
30 3536

N N SN S ——
MGV-GENOME-0276891:21,296-28,177 (+)
ABC transporter (CDS_0001)

I . B -

uvig 496015:269-5,689 (+)

HitABC (VF0268) (CDS_0028)
27| 3334

N N I ——
uvig_81858:20,232-26,933 (+)
oMTase_00015 orphan (CDS_0039)
VCA0447 (CDE_0037)
33 DS

e e T T o
MGV-GENOME-0294159:21,486-30,395 (+)
33 MTase_II_00172 Type (CDS_0037)

N N W USOUEEE W
IMGVR_UVIG_3300045988_059611]3300045988|Ga0495776_157259: 21,486-30,395 (+)
3435 39

3 _ 38 K "N _ |
MGV-GENOME-0276422:21,296-30,399 (+)
MTase_II_00172 Type (CDS_0038)
3334 37 41

[N R ___ Nl "N 1]
IMGVR_UViG_3300029337_000017|3300029337|Ga0243320_1000702: 21,499-29,859 (+)
VirR/VirS two component system (VF0729) (CDS_0033)
FbpABC (VF0272) (CDS_0043)
31 34 42
30] 32 3536 37 38 39 40 41| | mads_8(CDS_0044)

L g ___§B_ K | (L N1 & &8 B8 | ]
uvig 311223:20,059-37,110 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0037)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0040)
32
31|34 madsI‘._S (CDS_0038)
29 30] 3335 3| | 39 tRNA-Leu(TAG)

. _ _____’ 'y’ 8 [ /085 §§N ||
uvig 232964:20,377-35,230 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0030)
“retron_type_VI_hth_cluster2_1 (CDS_0034)
PDC-510_WP_152022085.1 (CDS_0028)
HitABC (VF0268) (CDS_0032)
VirR/Vir$ (VF0791) (CDS_0031)
kinase (CDS_0029) | | | 35

T . ———

uvig_72046:21,029-33,483 (+)

retron_type_VI_hth_cluster2_1 (CDS_0029)
27 T30

NN B E SN -
IMGVR_UViG_3300045988_062160|3300045988|Ga0495776_128353:20,056-27,068 (+)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0034) MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0054)
ABC transporter (VF0818) (CDS_0037) Siderophore-dependent iron I.lptake system (VF0738) (CDS_0056)

ABC transporter (VF0818) (aDS_OO36) FeoAB (VF0160) (CDS_0042) GTP cyclohydrolase (CDS_0047) DNA polymerase (CDS_0052)

30 31 323 | 35 | 38 39 40 41 43 44 45 46 | 48 49 50 51 53 | 55
DI e DEE D D IR GO IR EDIE P DET-C DD

N
uvig 200370:20,205-59,635 (+)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0034)
DNA polymerase (CDS_0032)
29 30 31 33 |  35Siderophore-dependent iron uptake system (VF0738) (CDS_0036)

|
{
|

I e g8 ]
uvig_424054: 20,250-34,300 (+)
retron_type_VI_hth_cluster2_1 (CDS_0032)
37 39
29 33 38

1l T’ 1 |
SAMNO9781729_al _ct42278 vs1:20,695-29,078 (+)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NFO33091.0) (CDS_0029)
retron‘_type_VI_hth_c%usterZ_1 (CDS_0032)
33

SN S S N .
uvig 5920083:20,695-29,587 (+)

oMTase_00015 orphan (CDS_0039)
33 T replication initiation protein (CDS_0041)

I B E IR N DS R
SRS015663 al ct25698:21,307-30,626 (+)
3233

I E B B SN .
IMGVR_UViG_3300029534_000090|3300029534]Ga0245005_100125[6651-46683:21,491-29,071 (+)

vanR-B-NCBIFAM van_c(omycin resistance response regulator transcription factor VanR-B (NFO00402.1) (CDS_0030)
29 33

R S B E DN S
uvig_74639:20,696-30,731 (+)
31

11 H I .
MGV-GENOME-0276732:20,696-28,562 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0044)
retron_type_VI_hth_cluster2_1 (CDS_0036)
ParA-liké partition protein (CDS_0039)
beta-1 (CDS_0033) Trigger factor (VF1056) (CDS_0043)
29 30 31 32 34 35 37 38 40 41 42 | 45 46 47 48 ABC transporter (CDS_0049)

I

|

I

I
%
5

I
uvig 482736:20,189-48,750 (+)
RegX3 (VF0858) (CDS_0030)
FeoAB (VF0160) (CDS_0032)
29 31 33 34 35 36 37

!I
|
I

I
uvig 291690:20,068-38,113 (+)
ATP-dependent protease (CDS_0040)

mads_8 (CDS_0032) 38 DNA polymerase (CDS_0041)
29 30 31 | 3334353637 39 | 42 43 44 50

I
uvig 255211:20,249-41,305 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0036)
anti-CRISPR-Cas evasion by DNATrepair (APIS131) (CDS_0035)
integrase (CDS_0048)

capH (CDS_0043) 51
RegX3 (VF0858) (CDS_0031) 38 40 4244 46 50] 53
29 30 | 323334 37[39[41]| T45]47 49 T|52] Siderophore-dependent iron uptake system (VFO738) (CDS_0054)

N T T W R I T ]
uvig_423247:22,289-42,394 (+)

integrase (CDS_0038)

capH (CDS_0033) 41
30 3234 36 40| 43
31| T35[37 39 |42 Siderophore-dependent iron uptake system (VFO738) (CDS_0044)

I I S DI B EEEEE DI B BN .
MGV-GENOME-0352653:20,337-34,639 (+)
endolysin (CDS_0008) excisionase (CDS_0021)
DnaC-like helicase loader (CDS_0002) 11 15 17 capH (CDSiOOZO)
1 3 4 5 6 7 910] 12 primase (CDS_0013) 14 | 16 18 19| | Siderophore-dependent iron uptake system (VF0738) (CDS_0022)

|4
!

—— ] —
MGV-GENOME-0352760: 1-27,204 (+)
Siderophore-dependent iron uptake system (VF0738) (CDS_0022)

endolysin (CDS_0008) excisionase (CDS_0021)
DnaC-like helicase loader (CDS_0002) 11 15 17 capH (CDS 0020)
1 3 4 5 6 7 910] 12 primase (CDS_0013) 14 | 16] 18 19 | | 29

— L] — | I
IMGVR_UViG_3300045988_157213|3300045988|Ga0495776_180129: 1-27,204 (+)
endolysin (CDS_0032) excisionase (CDS_0045)
33 35 39 41 capH (CDS 0044)
2930 31 T34 36 primase (CDS_0037) 38 | 40 42 437 | Siderophore-dependent iron uptake system (VFO738) (CDS_0046)

;I

I —— — —— —— B ——— W1 ——— R
MGV-GENOME-0349434:20,205-46,358 (+)
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DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function
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defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA
I




