tail protein (CDS_0002) MutT/NUDIX hydrolase (CDS_0014)
40 41 42 43 44 45 46 47 4849 1 3 4 5 6 7 8 9 10 11 12 13

TemPhD_cluster_60730:36,765-42,574 (+); 1-11,750 (+)
terminase large subunit (CDS_0047)
tail fiber assembly (CDS_0003)
tail fiber protein (CDS_0001) UmuD-like protein (CDS_0006)
45 46 | fail protein (CDS_0002) 4 5 | DNApolymerase (CDS_0007)
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TemPhD_cluster_22635: 34,954-40, 763(+) 1-9 939( )

terminase large subunit (CDS_0001) UmuD-like protein (CDS_0006)
tail fiber assembly (CDS_0004) T
tail fiber protein (CDS_0002) DNA polymerase (CDS_0007)
42 46 47 tail protein (CDS_0003) 5 \ 8
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TemPhD_cluster_36273:35,190-41,241 (+); 1-10,857 (+)
tail protein (CDS_0003) UmuD-like protein (CDS_0006)
45 46 1 2 4 5 7
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TemPhD_cluster_21153:34,641-40,711 (+); 1-10,307 (+)

tail fiber protein (CDS_0002) UmuD-like protein (CDS_0005)
44 45 1 tail fiber assembly (CDS_0003) 4 DNA polymerase (CDS_0006)
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(+); 1-10,307 (+)
terminase large subunit (CDS_0047)
tail fiber assembly (CDS_0003)
integrase (CDS_0040) tail fiber protein (CDS_0001) UmuD-like protein (CDS_0005)
39 41 45 46 \ tail protein (CDS_0002) 4 DNA polymerase (CDS_0006) 11

—
o)

3

)
=
O
o
c

@

@
@

]

N
N
=
Q
o
w
i
o~
N
Q
A
o
~
o
o

TemPhD_cluster_29582: 35,893-41,690 (+); 1-10,708 (+)
tail fiber assembly protein (CDS_0004)
tail fiber assembly protein (CDS_0003) UmuD-like protein (CDS_0007)
terminase large subunit (CDS_0001) DNA invertase (CDWOé)
tail fiber protein (CDS_0002) DNA polymerase (CDS_0008)
47 48 | | tail fiber protein (CDS_0005) | 9
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TemPhD_cluster_36128:35,720-41,771 (+); 1-11,387 (+)
tail fiber assembly protein (CDS_0003) UmuD-like protein (CDS_0007)
tail fiber protein (CDS_0002) DNA polymerase (CDS_0008)

47 48 1 | 4 5 6 \ 9
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TemPhD_cluster_13490: 35,720-41,771 (+); 1-11,387 (+)
tail fiber assembly protein (CDS_0003) UmuD-like protein (CDS_0007)
terminase large subunit (CDS_0001) tail fiber protein (CDS_0005)

tail fiber protein (CDS_0002) DNA polymerase (CDS_0008)
47 48 | | 4 DNA invertase (CDS_0006) 9
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TemPhD_cluster_24480: 35,848-41,909 (+); 1-11,360 (+)
tail fiber assembly protein (CDS_0003) UmuD-like protein (CDS_0007)
tail fiber protein (CDS_0004)
terminase Iarge subunit (CDS_0001) ‘ DNA invertase (CDS_QOOé)
tail fiber protein (CDS_0002) DNA polymerase (CDS_0008)
47 48 | | tail Lber protein (CDS 0005) | 9
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TemPhD_cluster_27407:35,517-41,569 (+); 1-11,027 (+)
UmuD-like protein (CDS_0007)
tail fiber assembly protein (CDS_0004) DNA polymerase (CDS_0008)
47 48 1 2 3 5 6 | 9
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(+); 1-11,027 (+)
tail fiber assembly protein (CDS_0045)
tail fiber protein (CDS_0046) UmuD-like protein (CDS_0042)

tail fiber protein (CDS_0047) l DNA invertase (CDS_0043)
3 2 1 | tail fiber protein (CDS_0044) | DNA polymerase (CDS_0041)
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tail fiber protein (CDS_0001)
44 45 46 2 3 4 TTSS-2secreted effectors (VF0947) (CDS_0005)
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TemPhD_cluster_60855:35,656-42,080 (+); 1-9,699 (+)

tail fiber protein (CDS_0001) UmuD-like protein (CDS_0005)
39 46 47 48 2 3 4 6
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TemPhD_cluster_18876:36 791-41,711( ); 1-10, 711( )

tail assembly chaperone (CDS_0006)
DarTG__DarG (CDS_0007)
8 | 5 4 3 2 1

TemPhD_cluster_41924: 1-11,624 (-); 36,757-41,169 (-)
tail fiber assembly (CDS_0041)
DarTG_DarG (CDS_0040)
39 [ | 42 43 44 45 46
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TemPhD_cluster_24597:29,509-41,106 (+); 1-4,439 (+)

39 DarTG_DarG (CDS_0040) 41 42 43 44 45
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TemPhD_cluster_27509:29,481-41,113 (+); 1-4,404 (+)
TTSS-2 secreted effectors (VF0947) (CDS_0042)

tail fiber assembly (CDS_0044)
DarTG_DarG (CDS_0001) ‘

2 45 | 43 41

C — — —— & ———— e § |
TemPhD_cluster_22791:1-6,154 (-); 30,490-37,406 (-)

tail fiber assembly (CDS_0043)
DarTG__DarG (CDS_0042) UmuD-like protein (CDS_0001)
41 \ 44 45 DNA polymerase (CDS_0002)

e E—— - - I § |
TemPhD_cluster_36985_:30,442-38,888 (+); 1-6,106 (+)

UmuD-like protein (CDS_0002)
43
41 DarTG_DarG (CDS_0042) Tl DNA polymerase (CDS_0003)
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TemPhD_cluster_42529:31,209-39,646 (+); 1-6,136 (+)

UmuD-like protein (CDS_0002)
tail fiber assembly (CDS_0045)
DarTG_ DarG (CDS_0044) 47 DNA polymerase (CDS_OOOS)
integrase (CDS_0038) 43 [ | 46 T1 |
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TemPhD_cluster_6695:31,021-38, 834(+) 1-6 685( )
UmuD-like protein (CDS_0002)
tail fiber assembly (CDS_0044)
DarTG__DarG (CDS_0043)
42 ] | 45 T2 DNA polymerase (CDS_0003)
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TemPhD_cluster_27995:30,476-38,285 (+) 1-6, 140( )
UmuD-like protein (CDS_0002)

DarTG__DarG (CDS_0044) 47 DNA polymerase (CDS_0003)
43 45 46 Tt | 4
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TemPhD cluster 19902: 31, 021 38, 833 +) 1- 6685( )

UmuD-like protein (CDS_0002)
tail fiber assembly (CDS_0044)
DarTG__DarG (CDS_0043)
42 | 45 T1 DNA polymerase (CDS_0003)
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TemPhD_cluster_37106_:30,473-38,286 (+); 1-6,137 (+)
UmuD-like protein (CDS_0002)
tail fiber assembly (CDS_0045)
DarTG_ DarG (CDS_0044) 47 DNA polymerase (CDS_0003)
43 \ 46 1 7
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TemPhD_cluster_6699:31,021-38,834 (+); 1-7,455 (+)
UmuD-like protein (CDS_0002)
DarTG__DarG (CDS_0043)
42 44 45 T 1 DNA polymerase (CDS_0003)

|

|

|

I

|

I
44I
-

TemPhD_cluster_50408:31,153-38,954 (+); 1-6,136 (+)
UmuD-like protein (CDS_0002)
tail fiber assembly (CDS_0044)
DarTG__DarG (CDS_0043)
34 40 42 | 45 T1 DNA polymerase (CDS_0003)
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TemPhD_cluster_42435:31,703-39,891 (+); 1-6,136 (+)
tail assembly chaperone (CDS_0007)
Typhoid toxin (VF0407) (CDS_0003)
Typhoid toxin (VFO407) (CDS_0005)
Typhoid toxin (VF0407) (CDS_0004)Sd-CDT (VF0986) (CDS_0008)
46 47 48 1 2 | endolysin (CDS_0006) 9
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TemPhD cluster 16526:36,396-42, 205( ) 1-11 924( )

tail fiber protein (CDS_0002)
fail protein (CDS_0003)
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TemPhD _cluster_51537:30, 334 34, 524 (+); 1-7,514 (+)
RexAB__RexB Membrane-anchored ion channel, Abi component (CDS_0012)
glycosyltransferase (CDS_0005) excisionase (CDS_0011)
tail fiber protein (CDS_0002) RexA (CDS_0013)
5152 1 8 4 6 78 9 10 ‘ 14
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TemPhD_cluster_49426:35,970-42,022 (+); 1-12,250 (+)
tail completion or Neck1 protein (CDS_0008)
head-tail adaptor Ad1 (CDS_0006)
HNH endonuclease (CDS_0048) major head protein (CDSt&)OS) ‘
49 1 2 3 4 | 7 9 10
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TemPhD_cluster_49374:36,142-42,137 (+); 1-12,183 (+)
DarTG__DarG (CDS_0041) excisionase (CDS_0001)
40 42 43 44 ] 2 3 4 RuvC-like Holliday junction resolvase (CDS_0009)

TemPhD_cluster_42831:30,003-38,827 (+); 1-7,370 (+)
7000 nt !
DNA, RNA and nucleotide metabolism connector head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail unknown function
— I L] N

defence (DefenseFinder) defence (PADLOC) virulence (VFDB)




