Na/K ATPase (CDS_0023)
tail length tape measure protein integrase (CDS_0022)
minor head protein (CDS_0016) 19 ‘ 2527
15 1718] 20 21 24]28 28 transcriptional regulator (CDS_0029)
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IMGVR _UViG_2657245088 000001|2657245088]2657266456: 12,540-26,160 (+)
Na/K ATPase (CDS_0022)
integrase (CDS_0021)
19 20 | 23

IMGVR_UViG_2693429693_000002|2693429693|2693461311|282359-322262:12,539-25,095 (+)
Staphylokinase (VF0021) (CDS_0021)

CHIPS (VF0424) (CDS_0023) Na/K ATPase (CDS_0028)
SCIN (VF0425) (CDS_0024) integrase (CDS_0027)
19 20 22 | T 25 26 | 29
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IMGVR_UViG_2690315953_000003|2690315953|2690322755|34918-81945: 12,539-32,196 (+)
Staphylokinase (VF0021) (CDS_0022)
CHIPS (VF0424) (CDS_0024)
SCIN(VF0425) (CDS_0025)

holin (CDS_0020) 21 ‘ 23 | T 26 FS_Sma_Sma(CDS.0027)
I — g Wiy Vg 8 g Py T\ SO

IMGVR_UViG_2925969942_000001|2925969942|2925969942|774378-816393:12,582-27,614 (+)
holin (CDS_0019) 20 21 FS_Sma__Sma (CDS_0022)

IMGVR_UViG_2660238456 OOOOOlI2660238456\266030%80|294983 336694 12,566-23,315 (+)
Beta-hemolysin (VF0002) (CDS_0021)
PVL (VF0018) (CDS_0020)
PVL (VF0018) (CDS_0019) ‘ 22 FS_Sma_Sma (CDS_0023)

IMGVR_UViG_2671180776_000001/|2671180776|2671274837:12,539-26,374 (+)
Beta-hemolysin (VF0002) (CDS_0021)
PVL (VF0018) (CDS_0019)
PVL (VF0018) (CDS_0020) 22  FS_Sma_Sma(CDS_0023)

IMGVR_UVIG_2667528039_000001|2667528039|2667604911:12,539-26,424 (+)
PVL (VF0018) (CDS_0022)
endolysin (CDS_0020)
holin (CDS_0019) Beta-hemolysin (VF0002) (CDS_0024)
tail length tape measure protein (CDS_0013) 18 | | 21 PVL(VF0018)(CDS 0023) 25 FS_Sma_Sma(CDS_0026)

IMGVR_UVIG_2724679469 000001|2724679469(2724736429:8,013-28,726 (+)
Beta-hemolysin (VF0002) (CDS_0025)

REase_MTase_IIG_00007 Type (CDS_0021)
19 20 22 2324 26  FS_Sma_Sma(CDS_0027)

IMGVR_UVIG_2690316041_000002|2690316041]2690332638|31434-75703: 12,539-29,472 (+)
REase_MTase_|IG_00024 Type (CDS_0022)
REase_MTase_|IG_00007 Type (CDS_0021)
Beta-hemolysin (VF0002) (CDS_0025)
holin (CDS_0019) 20 23 24 26  FS_Sma_Sma(CDS_0027)
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IMGVR_UViG_2657245676_000002|2657245676|2657329185[31367-75203: 12,539-29,006 (+)
Beta-hemolysin (VF0002) (CDS_0025)

REase_MTase_|IG_00007 Type (CDS_0021)
holin (CDS_0019) 20 22 2324 26  FS_Sma_Sma(CDS_0027)

IMGVR_UViG_2693429504_000005|2693429504|2693429832|2-44109: 12,539-29,277 (+)
REase_MTase_|IG_00007 Type (CDS_0021)
endolysin (CDS_0020) | Beta-hemolysin (VFO002) (CDS_0024)
18 19 22 23 25 FS_Sma_ Sma (CDS_0026)
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IMGVR_UViG_2700989344_000003|2700989344|2701038610|18088-61892:8,013-29,007 (+)
REase_MTase_|IG_00007 Type (CDS_0021) Beta-hemolysin (VFO002) (CDS_0027)
PVL (VF0018) (CDS_0026)
PVL (VF0018) (CDS 0025) ‘

19 20 22 23 24 28  FS_Sma_Sma (CDS_0029)

|
|
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IMGVR_UVIG_2657244975_000003|2657244975|2657252955|51469-98366: 12,539-32,067 (+)
Beta-hemolysin (VF0002) (CDS_0026)
REase_MTase_IIG_00007 Type (CDS_0021)
PVL (VF0018) (CDS_0025)
endolysin (CDS_0020) PVL (VF0018) (CDS_0024) ‘

19 22 23 ‘ 27  FS_Sma_Sma (CDS_0028)
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IMGVR_UViG_2690315970_000003|2690315970]2690323106|116-46248: 12,539-31,335 (+)

Staphylokinase (VF0021) (CDS_0021) Beta-hemolysin (VF0002) (CDS_0030)
endolysin (CDS_0020)  anti-CRISPR-Cas (AcrIB) (CDS_0025)  PVL (VF0018) (CDS_0028)
holin (CDS_0019) | 22 2324] 26 27 PVL(VF0018)(CDS_0029) 31  FS_Sma_Sma (CDS_0032)

TemPhD_cluster_25324:12,539-35,933 (+)

Staphylokinase (VF0021) (CDS_0021) Beta-hemolysin (VF0002) (CDS_0030)
endolysin (CDS_0020)  anti-CRISPR-Cas (AcrlB) (CDS_0025) PVL (VF0018) (CDS_0028)
holin (CDS_0019) ‘ 22 Z%T 26 27 PVL(0F0018) (CDS_0029) 31  FS_Sma_Sma (CDS_0032)
L N | s — e I I N S S S S S S —

TemPhD_cluster_39952 _:12,566-35,958 (+)
Staphylokinase (VF0021) (CDS_0022)
SE (VF0020) (CDS_0019) Beta-hemolysin (VF0002) (CDS_0031)
lendolysin (CDS_0021)  anti-CRISPR-Cas (AcriB) (CDS_0026) PVL (VF0018) (CDS_0029) FS_Sma_Sma (CDS_0033)
18 holin (CDS_0020) | 23 2425 27 28  PVL(VF0018) (CDS 0030) 32
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TemPhD_cluster_39777_:8,013-37,162 (+)
Control_protein_00002 control (CDS_0029)
Beta-hemolysin (VF0002) (CDS_0022)
SE (VF0020) (CDS_0019) FS_Sma_Sma (CDS_0024)
18 20 21 23 30
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IMGVR_UViG_648231718_000005|648231718|648231720/2118784-2158849:8,040-26,290 (+)

SE (VF0020) (CDS_0019) Na/K ATPase (CDS_0026)
18 20 21 22 2324 25 [ 27 32
I N W L & ' [} |
IMGVR_UVIG_2734482459 000004|2734482459]2734641072(198955- 240720 8,040-28, 840( )
[ 10000 nt i
head and packaging integration and excision Iyﬁ other tiil transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)

anti-defence (dbAPIS)
N



