47
39 4142 44 4649
38 407 | 43]45]48 SbcC-like subunit of palindrome specific endonuclease

.
IMGVR_UViG_3300045988_075682|3300045988|Ga0495776_163793:31,512-37,928 (+)
40 41

[N BN N
MGV-GENOME-0323054: 32,402-37,449 (+)
43 4547

L i e
IMGVR_UViG_3300045988_065608|3300045988|Ga0495776_187272:33,319-39,610 (+)
40 41

I —— .
MGV-GENOME-0346647:30,822-37,394 (+)
4143

NN BN N .
MGV-GENOME-0316861:31,006-37,187 (+)
41 4244

N | N SRR .
uvig_590523:32,475-39,682 (+)
37 41

I — | -
uvig_199794:31,032-38,726 (+)
42 46

N N NN B
IMGVR_UViG_3300014799_000153|3300014799|Ga0134377_1000030/3386-61155:31,950-42,246 (+)
43

I N pE
MGV-GENOME-0322583:32,266-37,458 (+)
42

L L)
MGV-GENOME-0323557:32,707-37,814 (+)
44

— L T 9 ]
MGV-GENOME-0338117:31,329-37,854 (+)
45

N BN | BN BN -
uvig_132869:32,540-39,762 (+)
44

[ 1
IMGVR_UViG_3300045988_072687|3300045988|Ga0495776_183612: 32,540-38,313 (+)
41 44

I . SN
MGV-GENOME-0338155:31,651-38,157 (+)
42

(N BN . .
IMGVR_UViG_3300045988_084383|3300045988|Ga0495776_163835: 32,106-37,602 (+)
40 44
N BN B | BN BN R
uvig_335178:32,106-39,817 (+)
44

L I o]
IMGVR_UViG_3300045988_075787|3300045988|Ga0495776_183452:32,166-37,839 (+)
transcriptional regulator (CDS_0039)

40 43

N E— N
uvig 286260:31,179-40,868 (+)
42 44

[ L e L) ]
MGV-GENOME-0343514:32,774-38,404 (+)
42
N . §E—
MGV-GENOME-0346173:32,318-37,413 (+)
48

[T N ]
SAMNO9781706_al_ct5264:32,867-40,155 (+)
41 44

I —— .
MGV-GENOME-0355045: 32,699-39,182 (+)
a4 48

N B | N N R
IMGVR_UVIG_2876625285_000004|2876625285|2876625349|49269-106242: 31,359-40,803 (+)
44

[ W _ W
uvig 330130:31,557-39,290 (+)
43

N 1 __J
IMGVR_UViG_3300045988_084384|3300045988|Ga0495776_170531:31,557-37,135 (+)
43 49 Lamassu-Fam_LmuB_SMC_Cap4_nuclease_ll (CDS_0050)

N i —— i
IMGVR_UViG_3300045988_058778|3300045988|Ga0495776_077568:32,297-40,104 (+)
34 40

—— 8 L N 1 1
MGV-GENOME-0327428: 28,859-36,547 (+)
39

| B3 N ___ 1 |
MGV-GENOME-0322598:27,932-35,556 (+)
43
36 37 427 45

. BN S . .
MGV-GENOME-0349191:28,783-38,286 (+)
41 42

I B | . .
MGV-GENOME-0359245:30,543-38,603 (+)
phosphoribosyl transferase (CDS_0046)
42 43 44 45 | 47 48 49 50 51 52

— N T ———— N — T —— ]
uvig 409631:28,783-53,505 (+)

41
[ 42

N S | N .
IMGVR_UViG_3300045988_090311|3300045988|Ga0495776_150239:30,366-37,554 (+)
40 41

__ B . | T |
MGV-GENOME-0347858: 30,822-38,011 (+)
44 45

[ L L)
IMGVR_UViG_3300045988_082520|3300045988|Ga0495776_188759: 31,567-38,746 (+)
44 45

— T LN 1
MGV-GENOME-0324659:31,567-39,002 (+)
42 43 44 45

. —
uvig_267259:30,270-41,100 (+)

40 41 42
Ll K _r__5_ |1 ]
uvig_74630: 30,233-39.373 (+)

40 41

B B N _J
IMGVR_UViG_3300045988_100319|3300045988|Ga0495776_169328:30,233-38,333 (+)
36 41 42

NN S (NN NN .
MGV-GENOME-0369584: 30,623-38,439 (+)
40 41 42

[ N N 11
IMGVR_UViG_3300045988_090501|3300045988|Ga0495776_113378:30,822-39,891 (+)
37 38 39 40

I S | I | B S .
IMGVR_UViG_3300029567_000112|3300029567|Ga0244886_100317:28,794-42,606 (+)
45
44] 46

[ LI LN L)
MGV-GENOME-0331469:30,855-38,931 (+)
Sigma L (VF0855) (CDS_0045)
46 50
42 43 44| [a748 49]
N SN BN SN SN AN R N SR .
MGV-GENOME-0329129:31,412-43,948 (+)
phosphoribosyl transferase (CDS_0044)
45 46 47

g s 1 B [ | |
uvig_239616:29,401-42,605 (+)
PDC-M64C_WP_110053925.1 (CDS_0045)
PDC-M64B_WP_219432681.1 (CDS_0044)
DNA primase (CDS_0042)
41 [ 43 || 46 47 4849

— —— O
uvig_382633:31,507-45,761 (+)

Nucleoside diphosphate kinase (VF0851) (CDS_0044)
42 43 T 45 46 47 4850

I — — ————— —— 1 — ]
uvig_591995:31,240-49,258 (+)

43 44 45 46 47

N § I | B N .
SAMN11252264 _al_ct156662:31,144-45313 (+)
43
41 42 [44 45 46

I E— | S
MGV-GENOME-0332153:31,165-43,564 (+)

4344 45 46 47 48 49

L T I e ———— [ § | ]
uvig_65234:30,934-46,011 (+)

42 43 44 45 464748 49 50

. — L]
uvig 378425:30,408-47,320 (+)

4344 45 46 47 48 49 50

I B | DN DN N D | BN SR W
IMGVR_UVIG_3300029455_000044|3300029455|Ga0244 160_100173: 30,306-48,179 (+)
RtxA (VF0482) (CDS_0044) 49 53
42 43 45 46 47 48] 50 51 52 | 55

L U _____ = |
uvig 436138 :31,232-54,454 (+)
Nucleoside diphosphate kinase (VF0851) (CDS_0046)
43 44 45 T47 48 49

——— — — — . E— | E— -
uvig_330971:30,628-48,058 (+)

43 44 4546 47 48 49 50 5152 53 54 56

I — — 1T (T — T ———— W10 — ]
uvig_368045:31,777-54,330 (+)

46
43 44 45747
I B B —— L1l | 1 |
MGV-GENOME-0361473:31,777-44,604 (+)
39 ABC-type heme transporter (VF0739) (CDS_0050)
Ta0 41 46 47 48 49 | 51 5253 54 55

NN § B B NI BN B B | B .
uvig_365861:29,388-48,358 (+)

ABC-type heme transporter (VF0739) (CDS_0048)
43 44 45 46 47 | 49 5051 52 53

Lt o 1 & _ 1 N B & NI 1L B
Rampelli_SM_42_NODE_73_length_68544_cov_5.813664:31,777-52,753 (+)
phosphoribosyl transferase (CDS_0043)
ADP-ribosylglycohydrolase (CDS_0042)

44
39 T45 46 47 4849 50

N BN BN DN D DN | N SN BN | B N
uvig 7076:28,920-46,261 (+)
ABC-type heme transporter (VF0739) (CDS_0051)
43 44 45 46 47 484950 | 5253 54 55 56

I S — - 1 3 '8 B | ;| § ]
uvig_588643: 30,814-57,205 (+)

ABC-type heme transporter (VF0739) (CDS_0044)
3 37 38 39 40 414243 | 4546 47 48 49 50

NN NN S —
uvig_505805: 25,967-54,152 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0065)
PDC-S09_WP_091549517.1 (CDS_OOS‘?T

ABC-type heme transporter (VF0739) (CDS_0049) Sigma L (VF0855) (CDS_0063) UvsX-like recombinase (CDS_0070)
54 Retron_IX_HEPN domain (CDS_0060)  mads_8 (CDS_0068) 73

41 42 43 44 45 46 47 48 5051 52 53 [5556 57 58 |T 61 62| 64 | 66 67 | 69 717274 75 76 77

DD O HHDE K IED-CIEHTDE OO O H-EEINH D EGEHE O DRI HED I
-—el <= 5B |71’ _—Xr " 8 53 FB ' J] 1 33 ' 7 "] I N R b & | 7 |
Ma 2019 SRR413664 NODE_66_length_98040_cov_23.230545:30,015-82,660 (+)
5052 57
41 42 43 44 45 46 47 48 49 51 53 54 55 56[58 59 60 61 62 63

L 1 B 1
uvig 81431:31,157-69,055 (+)
polymyxin_MCR5-NCBIFAM MCR-5 family phosphoethanolamine--lipid A transferase (NFO33463.1) (CDS_0052)
phosphoribosyl transferase (CDS_0059)
BrxHI_00004 BrxHI (CDS_0056)
53 54 55 5758 60 61

clamp loader of DNA polymerase (CDS_0043)
39 40 41 42 | 444546 47 48 49 50 51

|
|
|
!%

I — 51 X & ' ____§ |} N _§ | ' ____®" ;o [} |
uvig 549928:29,217-68,819 (+)
Michele_1B_hits_grouped (CDS_0049)
47 55 5759
4142 43 44 4546 | 48 50 51 5253 54[56 [586061 62

C T 1 1§ [ — —§ —F "R — ]
uvig_96433:30,323-56,642 (+)

endolysin (CDS_0044)
474951 53

I | E— S
IMGVR_UViG_2883843030_000001|2883843030|2883843037:34,149-41,057 (+)

trim_DfrA3—ﬁCBIFAM trimethoprim-resistant dihydrofolate reductase DfrA3 (NFO00019.2) (CDS_0044)
DS-4__DS-4A (CDS_0043)

47

46 49

I | B ] B A
IMGVR_UViG_3300027542_000772|3300027542|Ga0209064_1000101|87865-146351:33,917-41,838 (+)
44

S EmE
IMGVR_UViG_3300005460_000247|3300005460|Ga0073908_1000678: 32,369-39,043 (+)
4446

I N | B D .
IMGVR_UViG_3300006131_000015|3300006131|Ga0080692_1000139:30,671-39,475 (+)
Sir2 (NAD-dependent deacetylase) (CDS_0047)

T4 5052

N | . .
uvig 253982:35,501-42,295 (+)
|

20000 nt 1
DNA, RNA and nucleotide metabolism lysis other tail transcriptionregulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)
— L]

tRNA pseudogene
I I



