ADP-ribosylglycohydrolase (CDS_0043)
transcriptional regulator (CDS_0056)
integrase (CDS_0048) Retron_VI_HTH (CDS_0055)
40 42 45 47 integrase (CDS_0051) | |57
Ta1] | 4446 | 49 50 [ 52 535,4H158

|MGVR?U\/iGjSOOOZ‘?134,000072|3300029134-\(30168775,100338 34423:45147(+)

integrase (CDS_0048)
CDS_0047
CDS_0046 CDS_0049

!

|MGVR?UVinS3OOO291347000238|3305CE9134\6301687757100338\1632-65999 34423:43516(+)

transcriptional regulator (CDS_0052)
CDS_0046 CDS_0053

ZH

IMGVR_UViG_33000292 15_OOOOOEI-33000292 15/Ga0167476_100305 34400:42061(+)

integrase (CDS_0049)
51
4647 48 | 50 55

:

uvig_291024 34362:44756(+)

CDS_0040
cbs_0041
|T cDS 0046 CDS 0047

E

MGV-GENOME-0335946 34050:42564(+)
CDS_0046

2

uvig 144495 34050:41793(+)

CDS_0048
CDS_0047

Z

ivig_1876 34047:42116(+)

CDS_0047
CDS 0041 | CDS 0048

|

uvig_288093 34356:42780(+)

integrase (CDS_0048)
CDS_0041 CDS_TOO47
T cDs.0046 |

!

ivig_1930 34364:43400(+)
CDS_0046

|

uvig 436658 34261:42572(+)
CDS_0047

CDS_0046

!

uvig 300792 33959:44654(+)

CDS_0046 CDS_0048
CDS_0047 CDS_0049

!

uvig_331068 34703:47202(+)

ABC transporter (CDS_0046)
ABC transporter (CDS_0047)
48 49 50

i%

Ma_2019_SRR413735_NODE_395_\ength_67949_c0v_1489’9%1 34361:46928(+)
CDS_0046 CDS_0047

E

|MG\/R_UViG_330002%43_OOOO39|3?’>OOOZ9643\ Ga0245225_100166 34402:42908(+)

glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0050)
DISARM_2_'drmMII (CDS_0051)
integrase (C DS_pO47)

49
T@ | ‘ DISARM_1_drmD (CDS_0052)
POIMEH-EDINEDETTTD-CKC_KHDM

" —
uvig_502437 34422:46755(+)

ABC transporter (VF0818) (CDS_0050)
ABC transporter (CDS_0049)
47 ‘

Tas 51 52 53 54

uvig_567186 34490:52210(+)

ABC transporter (VF0818) (CDS_0047)
ABC transporter (CDS_0046)
endolysin (CDS_0039)
45 48 49 50 51

—
uvig 569799 32290:50368(+)

chloramphenicol efflux transporter CxpE (NFO45801.1) (CDS_0049)
9 45 46 47 48 50

|

uvig 254089 34067:49263(+)

Retron_VI_HTH (CDS_0048)
CDS_0046
l \cos_oosz
CDS_0047 | CDS 0053

i

|
uvig_119206 34949:41335(+)

transcriptional regulator (CDS_0051)
Retron_VI_HTH (CDS_0050)
4849 52 57

-
uvig_133007 35476:42152(+)

RM_Type_ll_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0051)
RM_Type_Il__Type_| I_MTases:ﬁptE_l |_MTases_FAM_0 (CDS_0049)
endonuclease (CDS_0047) ‘
‘ Menshen_NsnA (CDS_0053)
46 |48 | 50 | 52 54

uvig_167227 33889:47732(+)

vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0052)
integrase (CDS_0047) FbpABC (VF0272) (CDS_0055)
48 RegX3 (VF0858) (CDS_0056)
44 14950 51 5354 | [ 57 58

uvig 243589 34433:52302(+)

vancomycin resistance response regulator transcription factor VanR-C (NFO00403.1) (CDS_0056)

dehydrogenase (CDS_0052)
integrase (CDS_0046) 55 5T9
47 48 49 5051 53 54] 57 58 60 61 626364 65
MOEHEHR{ OO SR OMHOHEO- BB KHDM

uvig 231385 34385:61834(+)

dehydrogenase (CDS_0049)
52 55
46 4748 5051] 53 54 56 57 585960 61

;ﬁ

uvig_143012 34506:58636(+)

vancomycin resistance response regulator transcription factor VanR-C (NFO00403.1) (CDS_0053)
dehydrogenase (CDS_0049)
52 56
4748 50 51 54 55 57 58 596061 62

i

uvig_21986 34426:56574(+)
46 47 48 49 505152 53

!

uvig 501655 34400:49762(+)

glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0057)
Retron_VI_HTH (CDS 0055)
DNA helicase (CDS_0052) \
integrase (CDS_0049) DNA methyltransferase (CDS_0058)
transposase (CDS_0060)
56| | 59] 61 62

50
4748 | | 51 53 54

uvig 178794 34480:54770(+)
43 47 484950 51 52 53 54 55

uvig_280181 34003:54590(+)

47 53
46 148 49 50 51 52[54 55 56 57 58 59

uvig 286678 34050:59874(+)

47 52
45 46148 49 50 51| 53 54 55

uvig 66276 34025:52860(+)

transcriptional regulator (CDS_0048)
integrase (CDS_0050)
Septu_PtuA (CDS_0047)51 55 60
Septu__PtuB_2 (CDS_0046) | 49 | |52 53 54[56 57 58 59| 61 62 63 64

uvig_444056_ 32411:59763(+)

integrase (CDS_0048)
4546 47 49 50 51 5253 5455 5657 58

uvig 244752 34011:55768(+)
45 46 47 48 49 50 51 52 integrase (CDS_0053)

i

IMGVR_UViG_3300029819_000242|3300029819|Ga0245024_100172 \4;862»116678 34047:49563(+)

CDS_0046
CDS_0045 | CDS.0047

2

uvig 483173 33895:3;02&)

transcriptional repressor (CDS_0046)
CDS_0045 | CDS 0047

|

- -
uvig_500958 34030:40051(+)

CDS_0045 CDS_0049
CDS_0048
CDS_0047

%

IMGVR_UViG_3300045988_044326|3300045988|Ga0495776_169069 34416:40030(+)

CDS_0049
CDS_0048 | CDS_0050

IMGVR_UViG_3300045988_070550|3300045988|Ga0495776_169056 35549:41817(+)

CDS_0039
CDS_ 0038 | CDS_0040

uvig_381855 25497:31?84&)

55
46 47 48 49 50 53 54|

!

uvig 38561 34416:47459(+)
CDS_0046

.§

uvig 205380 34421:41241(+)

49 5254
46 474850 51 355 56

!

IMGVR_UViG_3300045988_126834|3300045988|Ga0495776_138578 34006:47684(+)

FosC2 family fosfomycin resistance glutathione transferase (NFO00074.1) (CDS_0054)
ABC transporter (VF0741) (CDS_0050)
MntABC (VF0455) (CDS_0049)
47 48 ‘ 51 52 53] 55 56 57 60

uvig 337246 34508:52211(+)

Septu__PtuB_2 (CDS_0048)
Septu__PtuA (CDS_0050)
47 \ 49 515253 54 55 56 57 58 59 60 6162 Retron_VI_HTH (CDS_0063)

e oo P ——— -
IMGVR_UViG_3300029420_000280|3300029420|Ga0243803_100093|235-73342 34410:53397(+)

transcriptional regulator (CDS_0049)
Septu_ PtuB_2 (CDS_0047)
Septu__PtuA (CDS_0048)
integrase (CDS_0051)
46 | |50 525354 55 56 57 58 5960 Retron_VI_HTH (CDS_0061)

i

|MGVR?UVi0733000297747C50259|33OOO29774\GaOZ437687100016| 184223-256847 54?74:53191(4-)

transcriptional regulator (CDS_0050)
Septu__PtuB_2 (CDS_0048)
Septu__PtuA (CD5_0049)
integrase (CDS_0052)
47 | 51 [ 535455 56 57 58 59 60 61

uvig 450816 34410:56236(+)

transcriptional regulator (CDS_0047)
integrase (CDS_0049)
Septu_PtuA (CDS_0046) 51
Septu_PtuB 2 (CDS_0045) | 48 | 50| Retron VI_HTH (CDS_0052)

I S _——
IMGVR_UViG_3300029665_000116|3300029665|Ga0243765_100108|51098-114924 34174:44393(+)

Septu__PtuA (CDS_0046)
integrase (CDS_0049)
Septu__PtuB_2 (CDS_0045)4748 | 50 51 Retron_VI_HTH (CDS_0052)

IMGVR_UViG_3300029764_000304|3300029764|Ga0243769_100207|51086-115769 34174:45250(+)

transcriptional regulator (CDS_0050)
Septu__PtuB_2 (CDS_0048) RecE-like recombination exonuclease (CDS_0063)
Septu_ PtuA (CDS_0049) 59 recD_IV-D_1 (CDS_0064)
47 | 51525354 55 56 57 58 [ 6061 62 Retron_VI_HTH (CDS_0065)

I -
]

N
IMGVR_UViG_3300029767_000288|3300029767|Ga0243804_100093|101531-176641 34410:55400(+)

replication initiation protein (CDS_0062)
FtsK/SpoIIIE-Iike protein (CDS_0063)
ArdA anti-RM (APIS003) (CDS 0058)| Septu__PtuB_2 (CDS_0067)
ArdA anti-RM (APIS003) (CDS_0059) Septu_ PtuA (CDS_0068)
47 tail protein (CDS_0054) 61 integrase (CDS_0071) 82
46 | 4849 50 515253 | 55 56 57| | 60] 6465 66 | 6970 [ 727374 75 76 77 78 79 8081

i :
\

- I
IMGVR_UViG_3300029690_000367|3300029690|Ga0245210_100021[182819-275272 34500:72884(+)

integrase (CDS_0048)
47 50
46 | | 49 Retron VI_HTH(CDS_0051)

3

IMGVR_UViG_2905405 171_0-03)06&905405171 [2905405215|68280-130476 34380:41773(+)

integrase (CDS_0049)
47 48 | 50 Retron_VI_HTH (CDS_0051)

?

Ll
IMGVRfUVi672849511984,0&)003&849511984\2849512118| 17199-78200 34047:41244(+)

52
47 484950 51]

IMGVR_UViG_3300045988_073974|3300045988|Ga0495776_187864 34420:42315(+)

51 Retron_VI_HTH (CDS_0057)
50 | 5253 54 55 56

3

| MGVR_UViG_2871035726_000002|28710-3?726\ 2871035803|10047-73817 34044:44093(+)

10000 nt 1

DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcriptionregulation unknown function
— |
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