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SAMNO5414961 a1l _ct35655_vs1:3-4,566 (+)
1 endolysin (CDS_0002)

NI EE .
uvig_498319: 1-4,143 (+)
tail length tape measure protein (CDS_0013)
major tail protein (CDS_0008)
10 12 15
9 11] | 147 16endolysin (CDS_0017)

I S S .
SAMNO9781748_al _ct138009_vs1:6,667-15,725 (+)
tail length tape measure protein (CDS_0013)
14 15 16 17 18 19 20 21 22 2324 25 26

L L —————————————————————eee . L | ]
uvig_589993:6,356-28,606 (+)
holin (CDS_0019)
tail protein (CDS_0016]
tail length tape measure protein (CDS_0013) 18 21
\ 14 15 17[20 22 23

WIg.592467.8.263 29,851 (+)
holin (CDS_0019)
tail fiber protein (CDS_0016) 18 21
17/20 22

I S I N S .
IMGVR_UViG_3300029888_000107|3300029888|Ga0245333_100044(127398-188648:7,926-27,488 (+)
integrase (CDS_0023)
holin (CDS_0020)
19 22 ‘
17 18 21 endolysin (CDS_0024)

- | N — EEEE mE R
uvig_486214:8,699-30,873 (+)

holin (CDS_0019)
tail protein (CDS 0016) 18 21
1720 22 23 24

e A N N B § S e R
IMGVR_UViG_3300045988_077339|3300045988|Ga0495776_177072:8,255-30,183 (+)
18 21
tail protein (CDS_0016) 19 [

1720 22 23

s S S A S B S S .
MGV-GENOME-0333768:7,989-29,791 (+)

holin (CDS_0019)
collagen like minor tail (CDS_0016) 18 21
17120 22

MGV-GENOME-0350794:8,232-28,983 (+)
holin (CDS_0019)
18 21
16 1720 22 2324

[ 11 1. N [ 8 |]
uvig_129561:7,997-29,796 (+)
holin (CDS_0019)
tail protein (CDS_0016) 18 21
17[20 22 23 24

1 —— T
IMGVR_UViG_3300045988_142231|3300045988|Ga0495776_121957:8,008-30,056 (+)

spbK-10RX8D9V212-alignment (CDS_0026)
PglZ_00023 PglZ (CDS_0024)

holin (CDS_0019)
tail protein (CDS_0016) 18 21
17]20 22 23 25

27

Uvig 24996: 8,128 33416 (1)
AAC_6p_group_E-NCBIFAM aminoglycoside 6'-N-acetyltransferase, group E (NFO43067.1) (CDS_0024)
gcu233_gcu233'(CDS_0023)
holin (CDS_0019) 27
18 21 p
tail protein (CDS_0016)17] 20 22

28
2526129 30

|
uvig_588395:8,283-33,101 (+)
transposase (CDS_0016)
T endolysin (CDS_0017)

[
uvig 428831:8,196-23,911 (+)
16 endolysin (CDS_0017)

- E— .
uvig_329485:8,252-24,415 (+)

tail fiber protein (CDS_0016) 17 18

S I | BN BN EE.
IMGVR_UViG_3300045988_116033|3300045988|Ga0495776_056654:8,247-26,373 (+)
Ciuiron uptake and siderophore biosynthesis system (VF0740) (CDS_0027)
holin (CDS_0019)
integrase (CDS_0022)

20
18‘[ ABC transporter (VF0741) (CDS_0026) 32
16 17| 21 23 24 25 | 28 29303173334 35363738 39 40 41 42 43 endolysin (CDS_0044)

Wig 174166 8,047-52.936 (1)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0025)
PDC-M13C_WP_197739449.1 (CDS_0035)
PDC-M13A_WP_033 143007.1 (CDS_0033)

BrxB_00008 BrxB (CDS_0027) PDC-M13B_WP_002691346.1 (CDS_0034)
integrase (CDS_0021) PDC-520_WP_195615638.1 (CDS_0032)
holin (CDS_0018) SEFIR_DSEFIR (CDS_0030) ~ PD-T4-2_PD-T4-2_B (CDS_0037)
19 BrxC_00001 BrxC-PglY (CDS_0028) Menshen_ NsnA (CDS_0036) BrxL_00002 BrxL (CDS_0041)
tail fiber protein (CDS_0015) 17 BrxA_00015 BrxA (CDS_0026) BREX_pglX1(CDS_0031) PglZ_00023 PglZ (CDS_0039)
1¢[ | 20 22 2324 | | | 29 | | DNA helicase (CDS_0038) 40 endolysin (CDS_0042)

Wig 188734.7.926 55,851 (+)
Adherence; porin (VF0713) (CDS_0025)
integrase (CDS_0022)
holin (CDS_OW VirR/VirS two component system (VF0729) (CDS_0042)
20 methyltransferase (CDS_0039) spbK-10RX8D9V212-alignment (CDS_0049)
tail fiber protein (CDS_0016) 18 SspA_00001 SspA (CDS_0029)34 36 44 46
17| 21 23 24 26 2728 |30313233 [35 37 :@T 40 41 ‘ 43fs] 47 48 T endolysin (CDS_0050)

[
uvig_160192:8,205-53,887 (+)
VirR/VirS two component system (VF0729) (CDS_0041)

Adherence; porin (VF0713) (CDS_0025) spbK-10RX8D9V212-alignment (CDS_0049)
holin (CDS_0019) SspA_00001 SspA (CDS_0029) methyltransferase (CDS_0038) ABC transporter (VF0741) (CDS_0047)
18 21 3335 43
16 17/20 22 23 24 26 27 28 303132 [34 36 37| 39 40 ‘ 42044 45 46 {3‘ 50

-
uvig_185378:8,243-54,885 (+)

COGO640 Csa3_1_CAS-I-1I-11I-IV-V-VI (CDS_0045)
Adherence; porin (VF0713) (CDS_0026) methyltransferase (CDS_0039)
holin (CDS_0020) FbpABC (VF0272) (CDS_0048)
tail protein (CDS_0017) 19 22 SspA_00001 SspA (CDS_0030)34 36 44| 47 53
1821 23 24 25 27 2829 | 313233 [35] 37 38| 40 414243] |46] | 49 5051 52[ 54 55

Wig 286522 8,698-57426 (1)
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DNA, RNA and nucleotide metabolism integration and excision lysis other tail unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)
N — I L]




