tail fiber protein and host specificity (CDS_0017) endolysin (CDS_0023) endonuclease (CDS_0025) Mu Gam-like end protection (CDS_0033)
distal tail protéin Dit tail protein (CDS_0018) 19 20 21 22 integrase (CDS_0024) 26 27 28 29 303132

%

IMGVR_UViG_3300045988_090324|3300045988|Ga0495776_159304: 12,682-25,910 (+)
20 endonuclease (CDS_0025) 26 27 28

%

MGV-GENOME-0312854: 1562-25,910 (+)

endonuclease (CDS_0025)
22 endolysin (CDS_0023) 26 27 28 30

IMGVR_UViG_3300008136_000047|3300008136|Ga0113979_100643: 12,774-25,036 (+)
vanT-G-Cterm-NCBIFAM serine racemase VanT catalytic subunit (NFO33131.1) (CDS_0025)
Autolysin (VF0143) (CDS_0023) retron_type_VI_hth_cluster2_1 (CDS_0031)
22 24 ‘MazEF_MazF (CDS_0026) 30

1
:

uvig_454523:12,808-27,299 (+)
22 Autolysin (VF0143) (CDS_0023)

I E—— R e E— —
uvig_449638:12,799-25,226 (+)

16 endolysin (CDS_0019) 21 23

é

SRS019270_a1 ct17888_vs1:12,067-25,148 (+)
retron_type_VI_hth_cluster2_1 (CDS_0028)
22 24 26 27 TZi 30 transcriptional regulator (CDS_0031)

0 S ey W s A, .|
IMGVR_UViG_3300008123 000099|3300008123|Ga0114854_100030[2-37125: 14,888-27,765 (+)
retron_type_VI_hth_cluster2_1 (CDS_0026)
24 25 T2128 transcriptional regulator (CDS_0029)

%

IMGVR_UViG_70000006 167%002 1/7000000616|SRS064329_LANL _scaffold_32711: 14,886-25,555 (+)

retron_type_VI_hth_cluster2_1 (CDS_0026)
25 27 28 transcriptional regulator (CDS_0029)

%

| — I
IMGVR_UViG_7000000286_000046|7000000286|SRS024081_LANL scaffold_50683: 14,897-25,560 (+)
transcriptional regulator (CDS_0034)
22 endolysin (CDS_0023) 24 25 26 27 3233

é

—— " — ;& N — & O & ]
SRS065091_al ct6998 vs1:12,808-28,211 (+)

retron_type_VI_hth_cluster2_1 (CDS_0029)
anti-CRISPR-Cas (AcrllA17) (CDS_0025)
anti-CRISPR-Cas (Acrl1A8) (CDS_0024)
endolysin (CDS_0022) endonuclease (CDS_0026)

23 | T 27 28 31 32 35 36
s I s, W s LB R B I
MGV-GENOME-0234503:12,813-24,522 (+)
Retron_VI__HTH (CDS_0027) transcriptional regulator (CDS_0037)

25 26 2829 30 31 32 33 3435 36 42

?

-
IMGVR_UViG_3300007996_000031|3300007996|Ga0111052_100385: 14,886-29,443 (+)
Retron_VI_HTH (CDS_0027)
25 26 [2829 30 31 32 33 34 35 transcriptional regulator (CDS_0036)

?

SRS019607_al _ct33644 vs1:14,886-29,018 (+)
Retron_VI_HTH (CDS_0027)
25 26 T2§29 30 31 transcriptional regulator (CDS_0032)

5

| _—
IMGVR_UViG_7000000394_000047|7000000394|SRS019607 WUGC _scaffold_14395: 14,895-27,051 (+)
25 26 27 28 transcriptional regulator (CDS_0029)

?

_—
IMGVR _UViG_3300008730_000018|3300008730]|Ga0113886_1000117: 14,895-26,198 (+)
6000 nt {
DNA, RNA and nucleotide metabolism integration and excision lysis other tail transcriptionregulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)
N — I L]

anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA tmRNA
I




