retron_type_VI_hth_cluster2_1 (CDS_0028)
virion structural protein (CDS_0032)
toxin-antitoxin system HicB-like (CDS_0022) PrrC__Ecoprrl (CDS_0036)
tail length tape measure protein endolysin (CDS_0019)  toxin (CDS_0023) l 2931 34 37
26 2 33 [35 T3839 40 41
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retron_type_VI_hth_cluster2_1 (CDS_0028)
toxin-antitoxin system HicB-like (CDS_002§5
virion structural protein (CDS_0032)
toxin (CDS_0024) 0 4
16 17 20 21 22 | J25 26 27 |2931 33 [35PrrC_Ecoprrl (CDS_0036)
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uvig_380502: 10,279-27,446 (+)
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uvig_28593:10,274-27,405 (+)

retron_type_VI_hth_cluster2_1 (CDS_0022)

toxin-antitoxin system HicB-like (CDS_00177
transcriptional repressor (CDS_0021)
virion structural protein (CDS_0026)

toxin (CDS_0018) 24 28
16 | T19 20 2325 27 [29PrrC_Ecoprrl (CDS_0030)

tail length tape measure protein (CDS_0011)
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uvig_166132:7,439-23,791 (+)
toxin-antitoxin system HicB-like (CDS_0019)

virion structural protein (CDS_0028)

Retron_VI_HTH (CDS_0024)

toxin (CDS_0020) 2527 30
16 17 18 | o1 22 23 |28 29 [31DNA methyltransferase (CDS_0032)
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IMGVR_UViG_3300023498 000312|3300023498|Ga0257046_100004|326968-360690: 7,597-25,417 (+)
retron_type_VI_hth_cluster2_1 (CDS_0026)
toxin-antitoxin system HicB-like (CDS_002ﬁ
virion structural protein (CDS_0028)
toxin (CDS_0022) 30
17 18 20 | 23 24 25 |27 29 [31PrrC_Ecoprrl (CDS_0032)

|
—5
—

MGV-GENOME-0255415:10,274-26,243 (+)
retron_type_VI_hth_cluster2_1 (CDS_0029)
toxin-antitoxin system HicB-like (CDS_0024T)
tr?lscriptional repressdr (CDS_0028)
virion structural protein (CDS_0033)

toxin lcos_oozs) 31
20 21 22 23 | 26 27 3032 34
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MGV-GENOME-0327569: 10,446-29,106 (+)

retron_type_VI_hth_chyster2_1 (CDS_0029)
toxin-antitoxin system HicB-like (CDS_0024‘)
virion structural protein (CDS_0033)
31
3032 34

toxin (CDS_0025)
20 21 22 23 | 26 27 28
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|MGVR?U\/in3SOOO459887099723|3300045?88\GaO495776,158202: 10,446-29,106 (+)
toxin-antitoxin system HicB-like (CDS_0022)
virion structural protein (CDS_0030)
Retron_VI_HTH (CDS_0026)
toxin (CDS_0023) T 28
20 21 | 24 25 |2729 31

%A—i
—

N8 ;8 | ;& [ ;¢ ' § [ N ;N ]
uvig 141913:10,281-25,788 (+)
retron_type_VI_hth_cluster2_1 (CDS_0030)
toxin-antitoxin system HicB-like (CDS_0025
virion structural protein (CDS_0036)
32 34

3733 35 | 37

toxin (CDS_0026)
16 17 21 22 23 24 | T27 28 29
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IMGVR_UViG_3300029615_000421|3300029615|Ga0245146_100189(1-39372:11,127-28,827 (+)
retron_type_VI_hth_cluster2_1 (CDS_0030)
toxin-antitoxin system HicB-like (CDS_0025
virion structural protein (CDS_0036)
PEB1(VF0327) (CDS_0022)  toxin (CDS_0026) 32 34
cation efflux protein (CDS_D021) 23 24 | T27 28 29 ‘ 3133 35 37
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uvig_209820: 11,127-29,188 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0021)
retron_type_VI_hth_cluster2_1 (CDS_0035)
PDC-M11B_WP_204471233.1 (CDS_0022) toxin-antitoxin system HicB-like (CDS_0030)
REase_II_00074 Type (CDS_0024) virion structural protein (CDS_0039)
MTase_l1_00050 Type (CDS_0023) toxin (CDS_0031) 37
20 | | 25 2627 28 29 | [32 33 34 |3638 40
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IMGVR_UViG_3300029779_000336|3300029779|Ga0243834_1000003|81356-120955: 10,446-30,947 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0021)

PDC-M11B_WP_204471233.1 (CDS_0022) virion structural protein (CDS_0038)
REase_Il_00074 Type (CDS_0024) Retron_VI_HTH (CDS_0034)
MTase_{1_00050 Type (CDS_0023) toxin-antitoxin system HicB-like (CDS_0029) | 35 37

20| | | 25 2627 28  [3031 32 33 | [38 ‘ 39 40
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IMGVR_UViG_3300029123 000230|3300029123|Ga0168800_100009|78021-117964: 10,275-31,401 (+)
retron_type_VI_hth_cluster2_1 (CDS_0036)
toxin-antitoxin system HicB-like (CDS_OO3ﬁ
virion structural protein (CDS_0040)

18 ABC transporter (CDS_0021) toxin (CDS_0032) 37 39
16 1719 20 22 23 24 25 2627 28 29 30 | [33 3¢ 35 | [38 41
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SRS098073_al _ct80634 vsO1:7,606-32,047 (+)
toxin-antitoxin system HicB-like (CDS_0022)
virion structural protein (CDS_0030)
UmuD-like protein (CDS_0025]
toxin (CDS_0023) 28
19 20 21 | 24 | 262729 31
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uvig_79816:10,222-25,005 (+)
toxin-antitoxin system HicB-like (CDS_0021)
virion structural protein (CDS_0031)
toxin (CDS_0022) 30
19 20 | T23 24 2526272829 32
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uvig_37732:10,446-25,812 (+)
toxin-antitoxin system HicB-like (CDS_0026)
PDC-S13_WP_097300085.1 (CDS_0025)
virion structural protein (CDS_0034)
etron_VI_HTH (CDS_0030)

UmuD-like protein (CDS_0029)

toxin (CDS_0027) 32
17 20 212223 24 | T28 | 31] 33 35
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uvig_590053: 10,204-27,249 (+)
toxin-antitoxin system HicB-like (CDS_0026)
etron_VI__HTH (CDS_0031)
toxin (CDS_0027) Tvirion structural protein (CDS_0038)
capH (CDS_0030)
33 36

PEB1 (VF0327) (CDS_0020) 29 6
28] 32 3435 37 39

16 cation efflux protein (CDS_D019)21 22 23 24 25
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SAMNO00792016_al ct63758 vs1:10,275-30,191 (+)
toxin-antitoxin system HicB-like (CDS_0019)
" Retron_VI_HTH (CDS_0024)
toxin (CDS_0020) [ virion structural protein (CDS_0031)
capH (CDS_0023)
22 26 30
21T 25] 272829] 32

16 17 18
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IMGVR_UViG_3300029783_000216|3300029783|Ga0243236_1000091|33768-66543:7,435-24,488 (+)
virion structural protein (CDS_0025)
21 24
20 22 23] 26
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MGV-GENOME-0315652:10,275-22,460 (+)

virion structural protein (CDS_0020)
19 21
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uvig_79197:10,277-20,638 (+)

virion structural protein (CDS_0024)
20 22

197 21 23

25
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MGV-GENOME-0250680: 10,275-21,629 (+)

endolysin (CDS_0018)
16 17 19

MGV-GENOME-0214939:7,435-19,425 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0021)
virion structural protein (CDS_0027)

virion structuranrotein (CDS_0028)
PDC-M11B_WP_204471233.1(CDS_0022) 30
20| [ 23242526| | 29 [31PrrC_Ecoprrl (CDS_0032)

Z
@
<
el
C
<
@)
w
(%)
o
o
o
N
el
o
N
(&)
o
o
o
o
o
=
w
w
o
o
o
N
~O
(@}
N
S
@
[<5)

(@}
el

. :10, ,023 (+)
virion structural protein (CDS_0030)
23 28 32
20 21 22] 24 252627 29 31 [33PrrC_Ecoprrl (CDS_0034)
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uvig_135698:10,279-26,838 (+)
toxin-antitoxin system HicB-like (CDS_0023)
virion structural protein (CDS_0031)
etron_VI_HTH (CDS_0027)
Cl-like repressor (CDS_0026)
toxin (CDS_0024)

33
21 22 | T25 | 2829 30

32 T34 PrrC__Ecoprrl (CDS_0035)
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uvig 378618:11,127-26,649 (+)
toxin-antitoxin system HicB-like (CDS_0022)
virion structural protein (CDS_0030)
etron_VI_HTH (CDS_0026)
toxin (CDS_0023) 32
21 | T24 25 | 2728 29 31 [33PrrC_Ecoprrl (CDS_0034)
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IMGVR_UViG_3300014552_000197|3300014552|Ga0134450_100039|103371-139451: 11,127-26,194 (+)
9000 nt i
DNA, RNA and nucleotide metabolism head and packaging lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function
— I —_—

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




