tail fiber assembly protein (CDS_0015)
DNA binding protein (CDS_0022)

holin (CDS_0018) CDS_0025 CDS_0028
\endowsin(cos,oow) CDS5_0023  CDS_0027
CDS_0016 |CDS_0020 CDS_0024 CDS_0030

¢Ds 0017 | [ CDS.0021 || | CDS_0026CDS 0029 CDS_ 0031

MGV-GENOME-0204763 16198:24633(+)

DNA binding protein (CDS_0021)
‘| cDs_0022

EHOEL__ AHE-DIDOED D

MGV-GENOME-0199310 16198:23655(+)

DNA binding protein (CDS_0020)
CcDS$_0021 replication initiation protein (CDS_0031)
CDS_0019 |  CDS_0023 CDS_0030

uvig 417023 16198:24192(+)

phosphoadenosine phosphosulfate reductase (CDS_0023)
DNA binding protein (CDS_0022)
CDS 0021 ] | CDS_0027 CDS_0031

), B A S D B, B N W W

uvig 132410 16108:25594(+)

DNA binding protein (CDS_0026)
endolysin (CDS_0021)
23 24 25 | phosphoadenosine phosphosulfate reductase (CDS_0027)

IMGVR_UViG_3300045988_062566|3300045988|Ga0495776_030971 17925:28392(+)

DNA binding protein (CDS_0025)
CDS_0023
CDS_0016 CDS_0018 CDTSQOZ4 phosphoadenosine phosphosulfate reductase (CDS_0026)

MGV-GENOME-0240139 16846:28074(+)

phosphoadenosine phosphosulfate reductase (CDS_0028)
toxin-antitoxin system HicB-like (CDS_0023)
DNA binding protein (CDS_0026)
22 | 24 25 27 | DNA methyltransferase (CDS_0031)

MGV-GENOME-0214474 17154:28672(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0028)
etron_VI_HTH (CDS_0027)
toxin (CDS_0024) unknown function (CDS_0030)
23 ]| 26 | |29 ] 3132 35 36 39
0N OV e e V) s B I I e )
MGV-GENOME-0230667 17898:30701(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
unknown function (CDS_0029)
transposase (CDS_0026)
toxin (CDS_0024) ‘
23 ]| 28 | 3031 39

OTU_3986 17898:29791(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
unknown function (CDS_0029)
transposase (CDS_0026)

toxin (CDS_0024)
23 T | 28 | 30 32 36

IMGVR_UViG_3300013936_000009|3300013936|Ga0116637_1000101 17780:29571(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
‘ unknown function (CDS_0029)
toxin (CDS_0024)
23 [ | 26 28 | 3031

IMGVR_UViG_3300045988_086782|3300045988|Ga0495776_119037 17928:29965(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
‘ unknown function (CDS_0029)
toxin (CDS_0024)
23 [ | 26 ‘23 3031

IMGVR_UViG_3300045988_075814|3300045988|Ga0495776_118822 17784:29902(+)

toxin-antitoxin system HicB-like (CDS_0025)
Proline synthesis (VF0812) (CDS_0028)
DNA binding protein (CDS_0030)
transposase (CDS_0026)
toxin (CDS_0024)
23 T | 27

unknown function (CDS_0032)
29 |31 ] 3334

uvig 419403 17899:32294(+)

DNA binding protein (CDS_0025)
unknown function (CDS_0027)

toxin (CDS_0024)
23 T |26 2829

MGV-GENOME-0252118 17925:28354(+)

unknown function (CDS_0026)
toxin (CDS_0024)
23 25 | 2728

DL EA-EDID{ {0 —

IMGVR_UViG_3300008103_000325|3300008103|Ga0114180_100474[8300-37961 17928:27772(+)

DNA binding protein (CDS_0024)
unknown function (CDS_0026)
23 |25 2728

BEEL_ HEA—/EEIE{ON 5 —T0

MGV-GENOME-0211525 17928:28119(+)

unknown function (CDS_0024)
CDS_0026
CDS_0023 CDS_0025

EHOBL_ AHD— DN A >—T0

MGV-GENOME-0215640 17928:27538(+)

toxin-antitoxin systemﬁicB—like (CDS_0025)
Potassium/proton antiporter (VF0838) (CDS_0027)

trans;:)osase (CDS_0026) DNA binding protein (CDS_0034)
toxin (CDS_0024) unknown function (CDS_0036)
23 | | 28 29 30 32 33 |35 ] 3738

31
HOO@EEEEKTTTT K- AT —T0

uvig 547070 17928:38510(+)

DNA binding protein (CDS_0021)
unknown function (CDS_0023)
|22 ] 2425

CODPEIEDIDTOUINHT —TD

MGV-GENOME-0197885 16817:25709(+)

DNA binding protein (CDS_0022)
unknown function (CDS_0024)
endolysin (CDS 0021)
|23 | 2526

MGV-GENOME-0201440 16840:26337(+)

toxin-antitoxin system HicB-like (CDS_0025)
unknown function (CDS_0027)
toxin (CDS 0024) -
23 T [26] 28 3233

EHEEL_ ADA-HEMEED- O >—D

IMGVR_UViG_3300029589_000342|3300029589|Ga0245106_100028|57146-87365 17927:28036(+)

toxin-antitoxin system HicB-like (CDS_0025)
unknown function (CDS_0028)
transposase (CDS_0026)
toxin (CDS 0024)
23 T 27 | 29

MGV-GENOME-0249059 17926:29299(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
unknown function (CDS_0029)
toxin (CDS_0024)
23 || 26 28 | 30

IMGVR_UViG_3300045988_077903|3300045988|Ga0495776_077146 17927:29099(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
unknown function (CDS_0029)
toxin (CDS_0024)
23 T| 26 |28] 30

IMGVR_UViG_3300045988_083498|3300045988|Ga0495776_077266 17927:29143(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
‘ unknown function (CDS_0029)
toxin (CDS_0024) ‘
23 T] 26 28 | 30

MGV-GENOME-0219483 17927:29578(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
‘ unknownTunction(CDS;OOZ‘?)
transposase (CDS_0026)
toxin (CDS_0024) ‘
23 | 28 | 30

OTU_3767 17926:29681(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
toxin (CDS_0024)  unknown function (CDS_0029)
23 [ | 26 [28 [ 30

BEEL HBEHETD—TNEED{ON S —0

MGV-GENOME-0226686 17925:30501(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
‘ unknown function (CDS_0029)
toxin (CDS_0024)

28 | 26 ‘2,8 30

IMGVR_UViG_3300045988_077940|3300045988|Ga0495776_034211 17926:29745(+)

toxin-antitoxin system HicB-like (CDS_0025)

transposase (CDS_0026) DNA binding protein (CDS_0037)
toxin (CDS_0024) transcriptional repressor (CDS_0034) unknown function (CDS_0039)
23 T | 2728 29 3031 32 33 35 36 |38 | 4041

uvig 433165 17926:41468(+)

toxin-antitoxin system HicB-like (CDS_0025)
“Unknown function (CDS_0028)

transposase (CDS_0026)
toxin (CDS_0024)
23 T | 27 | 29

IMGVR_UViG_3300029718_000387|3300029718|Ga0245237_1000006|333933-365032 17928:29374(+)

toxin-antitoxin system HicB-like (CDS_0025)
transcriptional regulator (CDS_0028)
transposase (CDS_0026)
toxin (CDS_0024) DNA binding protein (CDS_0031)
23 T \ 27 29 30 T phosphoadenosine phosphosulfate reductase (CDS_0032)

HED)

uvig_292141 17769:33802(+)

toxin-antitoxin system HicB-like (CDS_0025)
DNA binding protein (CDS_0027)
toxin (CDS 0024) 29
23 T 26 28] 30 31

MGV-GENOME-0218805 17926:29462(+)

DNA binding protein (CDS_0028)
transposase (CDS_0027)
25 unknown function (CDS_0029)
23 2426 | | ] 30

OTU_3837 17899:29180(+)

DNA binding protein (CDS_0022)
unknown function (CDS_0023)
endolysin (CDS_0021) CDS 0024

CODPE- DD >—™D

MGV-GENOME-0200478 16821:26154(+)

DNA binding protein (CDS_0025)
unknown function (CDS_0027)
SspBCDE__SspD (CDS_0026)
23 24 | | 28

BED A/ -PEOEED- OO ES O —D

IMGVR_UViG_3300029847_000021|3300029847|Ga0245281_100993 17784:28911(+)

DNA binding protein (CDS_0024)
unknown function (CDS_0026)
SspBCDE.__SspD (CDS_0025)
23 | | 27

IMGVR_UViG_3300045988_058681|3300045988|Ga0495776_157818 17784:28065(+)

DNA binding protein (CDS_0032)
unknown function (CDS_0034)
toxin-antitoxin system HicB-like (CDS_0024) RegX3 (VF0858) (CDS_0029)
Serine protease (VF1055) (CDS_0027) | SspBCDE__SspD (CDS_0033)
transposase (CDS_0025) LisR/LisK (VF0792) (CDS_0028)
23 | 26 | | 3031 35
PO A0 0— K DO TDODMESD—

uvig 188773 17784:35319(+)

DNA binding protein (CDS_0028)
unknown function (CDS_0030)
endolysin (CDS_0021) DNA invertase (CDS_0027)
22 23 24 2526 | [29 | 31

MGV-GENOME-0288864 16846:30576(+)

DNA binding protein (CDS_0029)
25
23 2426 27 28 |30 31

BIEEL B INTED-HIESD IO ES —D

IMGVR_UViG_3300045988_077067|3300045988|Ga0495776_074796 17785:29132(+)

DNA binding protein (CDS_0028)
25
23 246 27 29 30

BSEL_EA-HITEDHESD- P ES ) —D

IMGVR_UViG_3300045988_077855|3300045988|Ga0495776_074531 17785:29035(+)

transposase (CDS_0028)
26
24 2§T2j 29 30 phosphoadenosine phosphosulfate reductase (CDS_0031)

uvig 405641 19473:32144(+)
25 SspBCDE_SspD (CDS_0031)
23 24[26 27 28 2930

B DEIN T HEEDD oD —

IMGVR_UViG_3300045988_087992|3300045988|Ga0495776_189599 17894:29637(+)

transposase (CDS_0027)
25 SspBCDE__SspD (CDS_0029)
23 24[26 28

IMGVR_UViG_3300014792_000265|3300014792|Ga0134427_1000023|100779-131437 17894:28768(+)
25 SspBCDE__SspD (CDS_0029)

23 24[262728

IMGVR_UViG_3300014784_000196|3300014784/Ga0134413_1000003|103754-133828 17894:28184(+)
CDS_0024 CDS_0025

BEE HEG—D-TD0H S —T0

MGV-GENOME-0202030 17923:26445(+)

24 26
23 [2527 28 34

BHEEL_ AHEA-INDIDES D —TOND

MGV-GENOME-0213554 17927:26120(+)

DNA binding protein (CDS_0028)
25 30
23 2426 27 29 31 32

BB HEE-HHTTD-INTTOIDFOUNMHES —ED

IMGVR_UViG_3300045988_068180|3300045988|Ga0495776_118749 17893:29876(+)

DNA binding protein (CDS_0028)
25
23 2426 27 29 30

EED AN TD-DD—D- N HED—T0

MGV-GENOME-0217656 17812:29253(+)

DNA binding protein (CDS_0028)
transposase (C DS_0027)

25 29
23 24[26 [ 30radical SAM domain protein (CDS_0031)
uvig_280665 17981:29865(+)
transposase (CDS_0027) phosphoadenosine phosphosulfate reductase (CDS_0030)
25 DNA binding prgtein (CDS_0029)
23 2426 DNA topoisomerase |1 (CDS_0028)

IMGVR _UViG_3300039336_000239|3300039336|Ga0169848_00288|9635-43286 17927:31762(+)
transposase (CDS_0027)

25
23 24T2j 28 phosphoadenosine phosphosulfate reductase (CDS_0029)

IMGVR_UViG_3300029713_000350|3300029713|Ga0245252_100008|393962-426435 17925:30583(+)

transposase (CDS_0027)
25 DNA binding protein (CDS_0030)
23 2}T2§ 28 29 T phosphoadenosine phosphosulfate reductase (CDS_0031)

IMGVR_UViG_3300029719_000032|3300029719|Ga0245179_1001153 16846:30944(+)

transposase (CDS_0029)
27 DNA binding protein (CDS_0033)
25 %6T2§ 30 31 32 T phosphoadenosine phosphosulfate reductase (CDS_0034)

uvig 67956 17870:31815(+)

DNA binding protein (CDS_0027)
24 unknown function (CDS_0029)
22 235 26 |28 [ 3031

DD @I TD-DHOBIDIED0MEDD—TD

IMGVR_UViG_3300045988_108578|3300045988|Ga0495776_034065 16904:29698(+)

DNA binding protein (CDS_0027)
24 unknown function (CDS_0029)
22 2325 26 |28 T 3031 DNA methyltransferase (CDS_0034)

Do DA O IEDID T MESD—™

MGV-GENOME-0221083 17921:29846(+)

transposase (CDS_0027) DNA binding protein (CDS_0034)
25 unknown function (CDS_0036)
23 24]26 28 2930 31 32 33 |35] 3738

SRS055017_a1_ct17354_vs1 17927:35446(+)

DNA binding protein (CDS_0028)
transposase (CDS_0027)
25 " unknown function (CDS_0030)
23 24026 | |29 T 3132

EHEEL_ AN TTD-HHOBID-T0N > —D

IMGVR_UViG_3300045988_097287|3300045988|Ga0495776_119051 17927:29968(+)

DNA binding protein (CDS_0028)
25 unknown function (CDS_0030)
23 2426 27 | 29 3132

BEEL_ AT HEDEEID{O0UHTD—D

MGV-GENOME-0223077 17928:30188(+)

glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0031)
toxin-antitoxin system HicB-like (CDS_0024)

Fur (VF0113) (CDS_0028) DNA binding protein (CDS_0035)
transposase (CDS_0025) 37
23 | 26 27 29 30 32 33 34 36] 38 39 45
—

uvig 520450 17927:36868(+)

DNA binding protein (CDS_0032)
endolysin (CDS_0021) unknown function (CDS_0034)
22 283 24 2526 27 28 29 30 31 \ 33 phosphoadenosine phosphosulfate reductase (CDS_0035)

EEEEPHTD DD DD

uvig 593585 16812:35066(+)

phosphoadenosine phosphosulfate reductase (CDS_0029)
DNA binding protein (CDS_0026)
23 unknown function (CDS_0028)

2122024 25 |27 | | 323334

IMGVR_UViG_3300045988_091321|3300045988|Ga0495776_030781 16085:27578(+)

RT_III-AM_III-B_2 (CDS_0016)
QS_OOlg endolysin (CDS_0021)

B DOICDEEMTEDD—0)

—
MGV-GENOME-0185304 16195:23761(+)

k 9000 nt i

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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