translation initiation factor (CDS_0028)
SspBCDE__SspD (CDS_0031)
transposase (CDS_0027)

CDS_0025 CDS_0035
CDS_0021 CDS_0024 CDS_0033

"CDS. 0022  CDS_0026 CDS_0030 Cbs 0034

| ~€Ds.0023 || CDS_0029 |CDS 0032 | | CDS.0036

IMGVR_UViG_3300014572_000014|3300014572|Ga0134457_1000275 19362:28082(+)

CDsS_0029
CDS_0028 | SspBCDE_SspD (CDS_0030)

—
MGV-GENOME-0234516 19158:27191(+)

CDS_0029
CDS_0023 CDS_0028 | SspBCDE_SspD (CDS_0030)

]
MGV-GENOME-0230447 19158:27232(+)

CDS_0015 CDS_0024
CDS_0016 CDS_0023 | SspBCDE__SspD (CDS_0025)

4{

%

MGV-GENOME-0221442 13904:24047(+)

SspBCDE__SspD (CDS_0030)
CDS_0029
CDS.0028 | | CDS.0031 CDS_0036

IMGVR_UViG_3300045988_105125|3300045988|Ga0495776_101458 19158:27266(+)

DNA binding protein (CDS_0030)
SspBCDE__SspD (CDS_0032)
CDS_0029 CDS_0031

E%

IMGVR_UViG_3300029623_000436|3300029623]|Ga0245138_1000009|403970-440321 19361:28263(+)

SspBCDE__SspD (CDS_0030)
CDS_0029
CDS.0028 | CDS.0033 CDS_0034

i

MGV-GENOME-0244001 19361:27975(+)

CDS_0019
'CDS_0020 CDS_0027
CDS_.0018  CDS_0021 CDS_0026 | SspBCDE__SspD (CDS_0028)

?

IMGVR_UViG_3300045988_073939|3300045988|Ga0495776_100832 17332:26853(+)

DNA binding prgtein (CDS_0028)
CD5_0029
CDS_0024 | T cDs.0030

IMGVR_UViG_3300045988_093227|3300045988|Ga0495776_017515 19361:26936(+)

CDS_0021
| cDs 0022

MGV-GENOME-0187639 9771:17400(+)

CDS_0030
CDS_0029 | CDS 0031
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CDS_0028

IMGVR_UViG_3300045988_120957|3300045988|Ga0495776_153732 18893:26098(+)

CDS 0028  CDS_0030
CDS 0029 | CDS.0031

MGV-GENOME-0245393 19361:27955(+)

CDS_0028
| cps 0029

i

IMGVR_UViG_3300045988_083187|3300045988|Ga0495776_059437 19157:26710(+)
CDS_0028

IMGVR_UViG_3300029852_000379|3300029852|Ga0245291_100524(13773-48139 19362:26615(+)

CDS_0028
| cDs 0029
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acyl carrier protein (CDS_0028)
CDS_0030
CDS_0029

gﬂ

uvig 211317 19295:27671(+)

DNA binding protein (CDS_0029)
CDS_0025 CDS_0030

i%

MGV-GENOME-0240602 19377:26848(+)

CDS_0029
DNA binding protein (CDS_0028) | CDS 0030

MGV-GENOME-0242033 19361:27043(+)

glutamine amidotransferase (CDS_0028)
RegX3 (VF0858) (CDS_0030)
29 31 32 33
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ig_ i (+)
CDS_0028 CDS_0029

i

MGV-GENOME-0232904 18508:26619(+)

DNA binding protein (CDS_0028)
CDS_0030
CDS_0029

i

MGV-GENOME-0239512 19310:27422(+)

CDS_0027 CDS_0029
DS_0028

i:

MGV-GENOME-0239398 19156:27373(+)

CDS_0029
CD5_0030
CDS_0028 || CDS 0031

i

IMGVR_UViG_3300045988_105310|3300045988|Ga0495776_021637 19361:28083(+)

CDS_0029
CD5_0030
CDS_0028 || CDS 0031

MGV-GENOME-0246342 19361:28083(+)

glutamine amidotransferase (CDS_0028)
ParB-like partition protein (CDS_0033)
2930 31 32 34 35 36

<

GV-GENOME-0284052 19361:33398(+)

CDS_0028 CDS_0035
| CDS.0029CDS_0034 | CDS 0036

i

MGV-GENOME-0238623 19361:27592(+)

Gao_Qat__QatD (CDS_0027)
CDS_0028 CDS_0029

i#

IMGVR _UViG_3300029381_000201|3300029381|Ga0243902_ 1000846 19365:29786(+)
CDS_0027 CDS_0028

i

IMGVR_UViG_3300045988_100519|3300045988|Ga0495776_179788 19365:27190(+)
CDS_0028 CDS_0029

IMGVR_UViG_3300045988_084828|3300045988|Ga0495776_101357 19361:26929(+)
CDS_0027 CDS_0028

MGV-GENOME-0237628 19373:26819(+)
CDS_0027 CDS_0029

—

CDS_0028"

IMGVR_UViG_3300045988_099108|3300045988|Ga0495776_157733 19365:27191(+)
CDS_0027 CDS_0028

IMGVR_UViG_3300045988_103768|3300045988|Ga0495776_103081 19364:26880(+)

CDS_0031
CDS_0027 CDS_0028 |CDS_0032

MGV-GENOME-0240303 19293:27092(+)

CDS_0029
CDS 0028 |  CDS_0030

i

IMGVR_UViG_3300023312_000018|3300023312|Ga0256721_100737 19355:27933(+)
CDS_0027 CDS_0028 CDS_0029 CDS_0030

MGV-GENOME-0306366 19361:31395(+)

CDsS_0028 CDS_0030
CDS_0029 CDS_0031CDS_0034

MGV-GENOME-0263540 19361:29470(+)
CDS_0028 CDS_0029

IMGVR UVIG_3300045988_124522|3300045988|Ga0495776 059485 19566:27021(+)
CDS_0025 CDS_0027 CDS_0028

E

IMGVR_UViG_3300029379_000019|3300029379|Ga0243906_1000795 19365:27301(+)

trimethoprim-resistant dihydrofolate reductase DfrA35 (NFO33851.1) (CDS_0030)
glutamine amidotransferase (CDS_0028)
thymidylate synthase (CDS_0031)
29 | 32 33 34

;#
In—:&
.

MGV-GENOME-0268999 19361:32075(+)

glutamine amidotransferase (CDS_0028)
CDS_0029
| | cps.0030
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Hemolysin HIyA (VF0646) (CDS_0029)
Hemolysin HIyA (VF0646) (CDS_0028) 30 31 32 33

i+

uvig_70980 19487:31908(+)
CDS_0028 CDS_0029

IMGVR_UViG_3300045988_077478|3300045988|Ga0495776_162872 19487:27074(+)

€DS_0031
CDS.0029 CDS.0030 | CDS 0032

IMGVR_UViG_3300045988_113787|3300045988|Ga0495776_148717 20578:30338(+)

DNA binding protein (CDS_0028)
CDS_0029
CDS 0027 | CDS_0030

IMGVR_UViG_3300045988_093948|3300045988|Ga0495776_103266 19361:27495(+)

DNA binding protein (CDS_0028)
CDS_0029
CDS_0027 | | CDS.0030

i

IMGVR_UViG_3300029888_000012|3300029888|Ga0245333_100430 19361:28399(+)

DNA binding protein (CDS_0028)
CDS_0029
CDS_0027 | | CDS 0030

IMGVR_UViG_3300045988_102908|3300045988|Ga0495776_021304 19361:28329(+)

DNA binding protein (CDS_0030)
Retron_VI_HTH (CDS_0029)
2728 | |31 32

MGV-GENOME-0255019 19361:28858(+)

DNA binding protein (CDS_0029)
ABC transporter (CDS_0028)
CDS_0030

| | cDs 0031

—
92

uvig_381867 19025:28035(+)

CDS_0029
CDS.0028 | CDS 0030

IMGVR_UViG_3300029712_000372|3300029712|Ga0245206_100031|70433-106087 19157:27763(+)

DNA binding protein (CDS_0033)
28 29 30 31 32 T34 35

uvig_21177 19157:33870(+)

DNA binding protein (CDS_0030)
28 29 131 32

IMGVR_UViG_3300045988_116138|3300045988|Ga0495776_162644 19157:29588(+)

31
DNA binding protein (CDS_0028) 29 30T32

IMGVR_UViG_3300045988_098921|3300045988|Ga0495776_003503 19157:27396(+)

DNA binding protein (CDS_0030)
2829 |31 32

i

IMGVR_UViG_3300029716_000040|3300029716|Ga0245260_1001058 19157:27064(+)

CDS_0027 CDS_0029
CDS_0025  CDS_002

i#

IMGVR_UViG_3300018472_000065|3300018472|Ga0194157_1064671 19375:27108(+)
CDS_0027 CDS_0028

uvig 192735 19363:26874(+)
CDS_0027 CDS_0028

uvig_186863 19366:27049(+)
CDS.0027  CDS 0028

IMGVR _UViG_3300023545_000374/3300023545|Ga0257041_100578|124-35859 19171:27503(+)
CDS_ 0027  CDS_0030

%

IMGVR_UViG_3300045988_074385|3300045988|Ga0495776_003441 19840:27716(+)
28 29 30 31 32 33

IMGVR_UViG_3300007210_000193|3300007210|Ga010335%_100470|956-42137 19361:32328(+)
28 29 30 31 32 33  zinccontaining alcohol dehydrogenase superfamily (CDS_0034)

uvig 70565 19179:33618(+)

DNA binding protein (CDS_0034)
ABC transporter (VF0818) (CDS_0030)
ATPase (CDS_0027) ABC Eransporter (VF0818) (CDS_0031)
28 29 | 32 33 35 36

i#

uvig_384503 19361:34089(+)
RNA polymerase sigma factor (CDS_0027)

RecJ-like ssDNA exonuclease (CDS_0030) DNA binding protein (CDS_0035)
28 29 31 32 33 34 [36 37

uvig_302370 19160:35734(+)
endolysin (CDS_0032)

33 36
28 29 30 31 [3435] 37 38 39

l%

uvig 477665 19358:40515(+)

Pneumococcal iron uptake (VF1066) (CDS_0030) DNA binding protein (CDS_0038)
ABC transporter (VFO741) (CDS_0029) dCMP deaminase (CDS_0035)
28 | 31 32 33 34 T 36 37 39 40

uvig 227894 19361:38071(+)

multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0035)
radical SAM domain-containing protein (CDS_0032)
Hemolysin HlyA (VF0646) (CDS_0034)

28 29 30 31 33 ‘ 36 37 38 39

#3
é#

uvig_189902 19158:36919(+)

SigE (VF0295) (CDS_0029) DNA binding protein (CDS_0039)
28 30 31 32 33 peptidase (CDS_0034) 35 36 37 38 T4O 41
OO DD S - D) —D- OEDEDED

uvig_245989 19157:39159(+)

Paris_II_AriA_AAA21__All AAA21 ali (CDS_0031)
ClpP (VF0074) (CDS_0030) 35  DNAbinding protein (CDS_0038)
27 28 29 \ 32 33 34| 36 37 139 40

uvig 287920 19361:40617(+)
282930 3132 34

i

MGV-GENOME-0247387 19566:29278(+)

pyrophosphatase (CDS_0036)
CDS_0028 CDS_0029 CDS_003

|

IMGVR_UViG_3300029363_000006|3300029363|Ga0243878_100784 19362:28668(+)
acetyltransferase (CDS_0033)

NAD synthetase (CDS_0029) Gao_Qat_QatD (CDS_0036)
27 28 30 31 32 34 35 37 38

uvig 448880 19161:38795(+)

dehydrogenase (CDS_0030)
28 29 31 32 33 34 35 36 37 38

uvig_44365_ 19365:36600(+)

transcriptional regulator (CDS_0028)

Hoc-like head decoration (CDS_0017) 2527 Sigma L (VF0855) (CDS_0034) DNA binding protein (CDS_0039)
16 20 23 24 [26] 29 30 31 32 33 35 3637 38 T40 41
B{ D DD EEED—@COEE-)— D —D- PO -DEODODED
IMGVR_UViG_3300029572_000329|3300029572|Ga0244925_100386|9181-54869 13904:37206(+)
CDS_0025
CDS_0024
I CDS_0026
CDS_0019 CDS 0023 | | CDS_0028

MGV-GENOME-0235486 13901:26352(+)

DNA binding protein (CDS_0024)
CDS_0016 CDs_0025
T cps_0017 CDS_0023]  CDS_0026

?

IMGVR_UViG_3300045988_100728|3300045988|Ga0495776_118726 13640:23748(+)

CDS 0024
CDS_0023] CDS_0025

IMGVR_UViG_3300029708_000308|3300029708|Ga0245189_100348|21863-54830 13904:24924(+)

DNA binding protein (CDS_0026)
24
T25 | 27 28 29

iﬂ

IMGVR_UViG_3300029744_000379|3300029744|Ga0245161_100294(38947-72714 17453:26008(+)

CDS_0024
| cDs.0025

IMGVR_UViG_3300045988_115867|3300045988|Ga0495776_061803 15723:24401(+)
CDS_0025

i

MGV-GENOME-0236708 17453:26532(+)

CDS_0026 CDS_0028
CDS_0027

IMGVR_UViG_3300045988_085434|3300045988|Ga0495776_063681 17450:26303(+)

25
24126 2728

i

IMGVR_UViG_2882234885_000001|2882234885|2882234902|339907-373771 15723:25683(+)

CDS_0025
CDS_0024 CDS 0026

MGV-GENOME-0229925 15723:24863(+)

25
2426 27 28

IMGVR_UViG_3300029696_000258|3300029696]Ga0245263_100136[6197-39386 15393:25182(+)

25
24 26 27 28 29

MGV-GENOME-0236989 15723:26940(+)

CDS_0024
CDS 0025 CDS 0027
|cDs_0026

IMGVR_UViG_3300007853_000189|3300007853|Ga0114093_100637|3003-35979 15727:25517(+)

CDS_0026
CDS_0027
CDS_0025 | SspBCDE_ SspD (CDS_0028)

MGV-GENOME-0231202 15713:25803(+)

CDS 0024
CDS_0025 CDS_0027
| [ cps.0026 |

MGV-GENOME-0238263 15855:26945(+)
CDS_0020 CDS_0023 CDS_0024

MGV-GENOME-0302262 13907:24825(+)
CDS_0023

%

MGV-GENOME-0279813 13927:23516(+)

DNA binding protein (CDS_0029)
CDS_0025
CDS_0026
| TcDs.0027 | CDS 0030

i

IMGVR_UViG_3300045988_113256|3300045988|Ga0495776_003183 19224:26993(+)
CDS_0029 CDS_0030

MGV-GENOME-0235077 19156:27523(+)

CDS_0031
CDS_0030 | CDS_0032

uvig 418346 19171:27185(+)

DNA binding protein (CDS_0029)
CDS_0030
CDS_0023 | | cbps.0031

i

IMGVR_UViG_3300045988_108988|3300045988|Ga0495776_103428 19095:27302(+)

DNA binding protein (CDS_0030)
CDS 0032
€DS_0029 | CDS_0031

i

uvig 558365 19157:28256(+)
DNA binding protein (CDS_0035)

SigE (VF0295) (CDS_0033)
29 30 31 32 | 34 3637
E- O TEDEEH T HEEERCHHEED—H-DEEODOE

uvig 397662 19359:33833(+)
29 30 31 32 3334

IMGVR_UViG_3300045988_125252|3300045988|Ga0495776_162484 19359:30716(+)

DNA binding protein (CDS_0033)
28 29 30 31 32 T34 35

uvig 390256 19361:34597(+)

CDS 0025
CDS_0026
CDS_0024 CDS_0027

IMGVR_UViG_3300006312_000019|3300006312|Ga0099626_100579 15721:26625(+)

CDS_0026
CDS_0027
CDS_0021 CDS_0025 CDS_ 0028

MGV-GENOME-0239130 15659:26462(+)

CDS_0026
CD5_0027
CDS_0025 CDS_0028

i

IMGVR_UViG_3300045988_084548|3300045988|Ga0495776_103058 17665:26761(+)

CDS_0024
CDS_0025
| T cps_0026

i

IMGVR_UViG_3300045988_107978|3300045988|Ga0495776_003516 17289:26504(+)

CDS_0025
CDS_0026 SspBCDE_SspD (CDS_0031)
Ccb$.0027  CDS_0030

CDS_0024] €DS.0029 [ | CDS_0034

2:

Minot_Diet_SRR5088940_NODE_93_length_35522_cov_127.869766 17456:26681(+)

CDS_0024
CDS_0025
| | cDS_0026 DNA binding protein (CDS_0028)

i

MGV-GENOME-0240503 15723:25721(+)

CDS_0025
CD5_0026
CDS_0024 CDS 0027 CDS_0030

MGV-GENOME-0234782 15721:26266(+)

Retron_I_B__ATPase TOPRIM_COG3593 (CDS_0029)
SspBCDE__SspD (CDS_0033)
integrase (CDS_0031)
28 30 integrase (CDS_0032) 38 39

N
i

MGV-GENOME-0278928 19362:33255(+)

Retron_I_B_ ATPase_TOPRIM_COG3593 (CDS_0029)
28 30 31 SspBCDE__SspD (CDS_0032)

)
|

IMGVR_UViG_3300045988_184357|3300045988|Ga0495776_147628[1021-39994 19362:32235(+)

Retron_VI_HTH (CDS_0031) ATP-dependent protease (CDS_0038)
28 29 30 T 32 33 34 35 36 37 39 40 41

k 9000 nt 1
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