Control_protein_00002 control (CDS_0054) RinB-like transcriptional activator (CDS_0063)

transcriptional regulator (CDS_0050) transcriptional regulgtgr (CDS_0062)
acetyltransferase (CDS_0058)
51 52 53 55 56 57 59 60 61 64 terminase small subunit (CDS_0065)

NN [ S S S —— I R I
IMGVR_UVIG_2645727879_000004|2645727879|2645765273|136-43672:38,226-43,536 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0060)

transcriptional regulator (CDS_0050) transcriptional regulator (CDS_0061)
DnaC-like helicase loader (CDS_0049) acetyltransferase (CDS_0057) l T transcriptional regulator (CDS_0064) minor head protein (CDS_0003)
l 54 56 58 59 membrane protein (CDS_0062) terminase large subunit (CDS_0001) portal protein (CDS_0002)

N I I I I e
TemPhD_cluster_41296:36,284-43,283 (+); 1-3,567 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0064)
virulence associated (CDS_0058)
nucleotide kinase (CDS_0057) | 59 60 61 62 63 66 68 portal protein

|
|
él

I
TemPhD_cluster_29621:35,408-41,590 (+); 1-1,224 (+)

virulence associated (CDS_0059)
acetyltransferase (CDS_0061)
58 l 60 62 nucleoside triphosphate pyrophosphohydrolase (CDS_0063)

TemPhD_cluster_49274:37,214-42,490 (+); 1-1,224 (+)

Holliday junction resolvase (CDS_0051)
55 56 57 5859 60

|
4l

|

|

l

l

IMGVR_UViG_2875730931_000002|2875730931]2875730931|883593-925422: 36,501-41,829 (+)

virulence associated (CDS_0054)
55 56 5758 59

l
|
!4

TemPhD_cluster_19796:35,923-41,252 (+); 1-1,224 (+)
virulence associated (CDS_0056)
acetyltransferase (CDS_0057)
58 59 60 61 62 63 64

|

|

|

i
| l
l

|

IMGVR_UViG_2503113003_000001|2503113003]2503113119|17267-59701: 36,839-42,434 (+)

transcriptional regulator (CDS_0060)
acetyltransferase (CDS_0055) 56 57 58 59 61 secreted protein (CDS_0062)

IMGVR_UViG_2531839039_000012|2531839039|2531852090|2-40864: 35,276-40,862 (+)
transcriptional regulator (CDS_0065)
acetyltransferase (CDS_0060) 61 62 63 64 66 67

l
l
|
‘l
l
l

IMGVR _UViG_2744054637_000001|2744054637|2744075673[16717-62133:38,975-45,416 (+)
acetyltransferase (CDS_0054)
dUTPase (CDS_0057)
53 55 56 58 61 62
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transcriptional regglator (CDS_0054)
dUTPase (CDS_0053)
virulence associated (CDS_0051) 52 | 55 56 secreted protein (CDS_0057)

_— ee——
IMGVR_UViG_2663763057_000001|2663763057|2663811411: 33,784-39,386 (+)

acetyltransferase (CDS_0054) 55 56 57

. S ——— R —— —
IMGVR_UViG_2590828767_000004(2590828767|2590869828(1460385-1501019: 35,612-40,634 (+)

acetyltransferase (CDS_0060)
virulence associated (CDS_0059) 61 62 63 64

IMGVR_UViG_2671180287_000002|2671180287|2671208189|537913-582245: 38,749-44,332 (+)
DnaD-like helicase loader (CDS_0048) virulence associated (CDS_0055) transcriptional regulator (CDS_0064)
47 49 54 56 57 58 59 60 61 62 63 65

l
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IMGVR_UViG_2571042589_000001|2571042589|2571131254(327552-372878: 36,448-45,326 (+)
transcriptional regulator (CDS_0062)
acetyltransferase (CDS_0057)
virulence associated (CDS_0052) dUTPase (CDS_0060)
Panton-Valentine leukocicin (CDS 0051)_r 583 54 55 56 58 59 61 63
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TemPhD_cluster_19328:34,466-43,345 (+); 1-2,645 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0063)
virulence associated (CDS_0056) transcriptional regulator (CDS_0064)
acetyltransferase (CDS_0060)
nucleotide kinase (CDS_0055) 57 58 59 61 62

65 secreted protein (CDS_0066)
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TemPhD cIuster 22459 35, 945 43 268( Jh[il= 2645( )
nucleoside triphosphate pyrophosphohydrolase (CDS_0063)
virulence associated (CDS_0056) transcriptional regulator (CDS_0064)
nucleotide kinase (CDS OOSS)T 57 58 59 60 6162 65 secreted protein (CDS_0066)
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TemPhD_cluster_23411:35,946-43,141 (+); 1-2,645 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0062)
virulence associated (CDS_0055) transcriptional regulator (CDS_0063)
replication initiation protein (CDS_0048) acetyltransferase (CDS_0059)
nucleotide kinase (CDS_0054) 56 57 58 60 61

64 secreted protein (CDS_0065)
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TemPhD_cluster_48781_:35,832-43,936 (+); 1-2,645 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0064)
virulence associated (CDS_0056) transcriptional regulator (CDS_0065)
T acetyltransferase (CDS_0061)
nucleotide kinase (CDS_0055) 57 58 59 60 62 63

66 secreted protein (CDS_0067)
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TemPhD cluster 60541 35, 946 43 271( ); 1- 2645( )
transcriptional regulator (CDS_0060)
Lar anti-RM (APIS033) (CDS_0058)
virulence associated (CDS_0056) 57 | 59 | 61 secreted protein (CDS_0062)

I I —
TemPhD, cluster 41413:36,953-42 664( ); 1-2,645 (+)
nucleotide kinase (CDS_0057) transcriptional regulator (CDS_0064)
58 59 60 61 62 63 65 66
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|

| l
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S e R — —
IMGVR_UViG_2603879905_000005|2603879905|2603893929(28212-73157:37,936-44,945 (+)

Panton-Valentine leukocicin (CDS_0055) transcriptional regulator (CDS_0063)
nucleotide kinase (CDS_0056) dUTPase (CDS_0062)
| 57 58 59 60 61 | 64 secreted protein (CDS_0065)
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l

TemPhD_cluster_49107:35,173-42,929 (+); 1-2,645 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0064)
virulence associated (CDS_0056)
nucleotide kinase (CDS_0055) transcriptional regulator (CDS_0065)
Panton-Valentine leukocicin (CDS_0054) | | 57 58 59 60 61 6263 secreted protein (CDS_0066)

|

I I —
TemPhD_cluster_49068_: 35, 169 43,093 (+): 1-2,645 (+)
virulence associated (CDS_0064)
nucleotide kinase (CDS_0063)  transcriptional regulator (CDS_0070)
65 6667 68 69 | 71 secreted protein (CDS_0072)

| R
TemPhD cluster 23215 45,692-51,131 (+); 1-2,645 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0056)
transcriptional regulator (CDS_0058)
55 | 57 59

TemPhD cluster 32135:38, 334 42,766 (+); 1-2,645 (+)
58 59 60 61 62 63

IMGVR_UViG_2562617089_000003|2562617089|2562625107[11313-55870: 38,929-44,557 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0057)
transcriptional regulator (CDS_0058)
56 | | 59 60 secreted protein (CDS_0061)

I I
TemPhD. cIuster 41394:37,128-42,757 (+); 1- 2645( )

I
acetyltransferase (CDS_0055) 56 57 58 60

o ——
TemPhD cluster 35822 37,730-43,032 (+); 1-1,224 (+)

55 56 57 58 dUTPase(CDS_0059)

TemPhD cluster 29383:37,226-42,812 (+); 1-1,224 (+)
59 60dUTPase (CDS_0061)

TemPhD_cluster_22462_:38,984-43,268 (+); 1-1,224 (+)
transcriptional regglator (CDS_0060)
dUTPase (CDS_0059)

57 58 61 62 63

| I I — I
TemPhD_cluster_35939_:36,850-42,447 (+); 1-2,645 (+)
dUTPase (CDS_0061)
60 62 64

TemPhD_cluster_32050: 38,768-43,224 (+); 1-1,224 (+)
transcriptional regulator (CDS_0062)
acetyltransferase (CDS_0059)
dUTPase (CDS_0061)
virulence associated (CDS_0058) 60 l 63 64

I I G ——~—————
TemPhD cluster 41422:37,045-42,628 (+); 1-2,645 (+)
transcriptional regulator (CDS_0061)
virulence associated (CDS_0057)
acetyltransferase (CDS_0058)
Panton-Valentine leukocicin (CDS_0056) | 59 60 62 63

N I
TemPhD_cluster_16311:36,388-42,984 (+); 1-2,645 (+)
Panton-Valentine leukocicin (CDS_0054)
57 58 59 60 61 62 dUTPase(CDS_0063)

|
gl

TemPhD_cluster_48847_:37,234-43,726 (+); 1-1,224 (+)

virulence associated (CDS_0056) transcriptional r@ator (CDS_0064)
nucleotide kinase (CDS_0055) dUTPase (CDS_0063)

Panton-Valentine leukocicin (CDS_0054) | 57 58 59 60 61 62 | 6566

N I S N —
TemPhD_cluster_31989: 35, 534 43,579 (+); 1-2,645 (+)
virulence associated (CDS_0057) transcriptional regulator (CDS_0065)
nucleotide kinase (CDS_0056) dUTPase (CDS_0064)

Panton-Valentine leukocicin (CDS_0055) | 58 59 60 61 62 63 | 66 67

TemPhD_cluster_60524: 35, 534 43, 347( ) 1- 2645( )
transcriptional regulator (CDS_0062)
Lar anti-RM (APIS033) (CDS_0060)
acetyltransferase (CDS_0058) ‘
55 56 57 59 | 61 63 64
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nucleoside triphosphate pyrophosphohydrolase (CDS_0058)
54 55 5657 59 60 61

IMGVR_UViG_2574180427_000003|2574180427|2574238300|17433-58717:35,978-41,284 (+)

nucleotide kinase (CDS_0055)
Panton-Valentine leukocicin (CDS_0054) 57 nucleoside triphosphate pyrophosphohydrolase (CDS_0058)

|

TemPhD_cluster_60815:37,461-42,243 (+)

nucleotide kinase (CDS_0054)
55 56 57 58 59

]
El

IMGVR_UViG_2563367108_000001|2563367108|2563429079|487351-529793: 37,874-42,442 (+)
61 62 63 64 nucleoside triphosphate pyrophosphohydrolase (CDS_0065)

IMGVR_UViG_2603879680_000001|2603879680|2603885937|28340-73520: 40,291-45,180 (+)
47 48 49 50 51

I — —— — —
IMGVR_UViG_2724679002_000008|2724679002|2724692750[114-39492: 34,457-39,378 (+)

57 5859 60 61 62 63 64 65

IMGVR_UViG_2826411779_000002(2826411779|2826411779|1057117-1101983: 38,899-44,866 (+)
56 5758 59 60 61 62 63 64

IMGVR_UViG_2826539780_000001|2826539780/2826539780|1053232-1098387:40,132-45,155 (+)
58 59 60 61 62 64

I S I
TemPhD_cluster_35812_:37,905-43,026 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0061)
57 58 59 60 62 63

I I — o —
TemPhD _cluster_60371:38,018-43,882 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0060)
virulence associated (CDS_0054)
acetyltransferase (CDS_0056)
55 57 5859 61 63
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TemPhD_cluster_24368:37,709-43,495 (+); 1-1,224 (+) i
nucleoside triphosphate pyrophosphohydrolase (CDS_0058)
acetyltransferase (CDS_0054)
53 55 5657 59

|
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3

TemPhD_cluster 41475:36,847-42,462 (+); 1-1,224 (+)
dUTPase (CDS_0060)
virulence associated (CDS_0058) 59 61 6263

IMGVR_UVIG_2826387169_000001|2826387169|2826387169|329443-373900: 39,255-44,457 (+)

virulence associated (CDS_0058)
dUTPase (CDS_0060)

59 61 6263

55
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IMGVR_UViG_2826488106_000002|2826488106|2826488106|1099359-1143817:38,476-44,458 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0059)
transcriptional regulator (CDS_0060)
virulence associated (CDS_0057)

nucleotide kinase (CDS_0056) 58 l 61 1 portal protein (CDS_0002)

| e ———
TemPhD_cluster 49157: 37,522.42.790 (+): 13,669 (+)
virulence associated (CDS_0054)
nucleotide kinase (CDS_0053) Na/K ATPase (CDS_0061)
50 T | 55 56 57 58 59 60 62 membrane protein (CDS_0063)

|
i
ll
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NC_054979.1: 34,607-43, 107( )
virulence associated (CDS_0054) dUTPase (CDS_0061)
nucleotide kinase (CDS_0053) 55 56 57 58 59 60 62 membrane protein (CDS_0063)

:
l

TemPhD_cluster_35792 :34,610-43,111 (+); 1-2,645 (+)
DNA methyltransferase (CDS_0055)
54 56 57 58 59 60 61 dUTPase (CDS_0062)

IMGVR_UViG_2574179864_000001|257417986412574192417|28310-69982: 34,111-41,672 (+)
acetyltransferase (CDS_0061)
57 58 59 60 62 63

i

IMGVR_UViG_2923375015_000003|2923375015|2923375015|2279140-2322930: 37,337-43,790 (+)
55 56 5g 60 61 secreted protein (CDS_0062)

e — I
IMGVR_UViIG_2603879751_000002|2603879751]2603888468|28164-71052: 37,870-42,888 (+)
4000 nt {
DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function defence (PADLOC)
I

anti-defence (dbAPIS)
N




