tail assembly chaperone (CDS_0028) Kil protein for bacterial septation inhibition (CDS_0038)

tail assembly chaperone (CDS_0024) I RecT-like ssDNA annealing protein (CDS_0035)
minor tail protein (CDS_0016) tail fiber protein (CDS_0021) tail fiber protein (CDS_0027) excisionase (CDS_0032)
central tail fiber J (CDS_0019) tail fiber protein (CDS_0023) integrase (CDS.0031)  |exonuclease (CDS_0036) 40
17 18 20 DarTG_DarG (CD5_0022) 25 26 29 30 | 3334 37 | 39 41 capH (CDS_0042)

A M

TemPhD_cluster_46920: 13,337-39,234 (+) Y
tail assembly chaperone (CDS_0028)
tail assembly chaperone (CDS_0024)
tail fiber protein (CDS_0023)
DarTG_DarG (CD5.0022) tail fiber protein (CDS_0027)
15 17 tail fiber protein (CDS_0021) | 25 26 | | 29 30 31
DEXC I D OB —@ETED—@4¢—a@Kd
TemPhD_cluster_21524:12,998-37,097 (+)
tail assembly chaperone (CDS_0030)
tail assembly chaperone (CDS_0025)
PAGK virulence factor (CDS_0026) MTase_|1_00030 Type (CDS_0037)
tail protein and host specificity (CDS_0020)  tail fiber protein (CDS_0024) excisionase (CDS_0034)
tail fiber protein (CDS_0022) tail fiber protein (CDS_0029) integrase (CDSFI)OSS)
19 23 27 28 [ | 31 32 | 3536 | 38RecT-like ssDNA annealing protein (CDS_0039)
DO a
TemPhD_cluster_58089:12,998-40,619 (+)
tail assembly chaperone (CDS_0024)
tail fiber protein (CDS_0023)
DarTG__DarG (CDETOO‘Z2) transcriptional regulator (CDS_0032)
tail fiber protein (CDS_0021) | 25 26 31 [ 33
A D D D— & KK -
TemPhD_cluster_41251:13,337-31,772 (+)
tail assembly chaperone (CDS_0030)
tail fiber protein (CDS_0029)
minor tail protein (CDS_0016) tail fiber protein (CDS_0021) 22 23 24 2526 27 28 | | 31 32 33 34
DL N D D-—CID)—E T —@—a—E@E K
TemPhD_cluster_58701: 12,950-37,744 (+)
tail assembly chaperone (CDS_0030)
tail fiber protein (CDS_0029)
tail fiber protein (CDS_0021) 22 23 24 2526 27 28 | | 31 32 33
A % D-{—CD)—@EE—aC—a@C K-
TemPhD_cluster_58695:13,286-37,742 (+)
DNA methyltransferase (CDS_0037)
excisionase (CDS 0034) T RecT-like ssDNA annealing protein (CDS_0041)
tail assembly chaperone (CDS_0030) DNA methyltransferase CDS 0036)
tail fiber protein (TDS_OOZ‘?) integrase (CDS 0033 MTase_ll 00030 Type S_0039)
tail fiber protein (CDS_0021) 22 23 24 2526 27 28 | | 31 32 | 35 | |38 | <
e e g

TemPhD_cluster_57477:13,289-43,263 (+)
tail fiber assembly protein (CDS_0023)
DNA binding protein (CDS_0025)
tail fiber protein (CDS_0021) integrase (CDS_0027)
22 24 26 exonuclease (CDS_0028) 34 Cll-like transcriptional activator
A D

TemPhD_cluster_47687_:13,289-32,422 (+)
tail fiber protein (CDS_0021) 22 23 24 25 26 exonuclease (CDS_0027)

., D D—CI—@E—CE KK

-_—
TemPhD_cluster_18754:13,289-32,423 (+)
tail fiber protein (CDS_0021) 22 23 24 25 26

. D D—CID—@&KE-a

-
TemPhD_cluster_21715:13,289-29,578 (+)

DNA binding protein (CDS_0027)
tail assembly chaperone (CDS_0023) MTase_|I_00030 Type (CDS_0033)
RCWFO 108) (CDS_0025) excisionase (CDS_OO§0)
DarTG_ DarG (CDS_0022) integrase (CDS_0029)
tail fiber protein (CDS_0021) \ 24 26 28 \ 3132 34RecT-like ssDNA annealing protein (CDS_0035)

OO D

TemPhD_cluster_47932:13,337-35,648 (+)

TTSS secreted effectors (VF1110) (CDS_0023)
excisionase (CDS_0025)
integrase (C DSTOOZ4)
tail fiber protein (CDS_0021) 22 \ 26 RecT-like ssDNA annealing protein (CDS_0027)

OOOA i

TemPhD_cluster_60016:13,283-33,572 (+)

DNA binding protein (CDS_0029)

tail fiber assembly (CDS_0025) RecT-like ssDNA annealing protein (CDS_0036)
tail protein and host specificity (CDS_0021) Rck (VF0108) (CDS_0027) excisionase (CDS_0033)
DarTG_DarG (CDS_0024) integrase (CDS'0032) 41
central tail fiber J (CDS_0020) tail fiber protein (CDS_0023) | 26 28 3031 | 3435 ‘ 4243
P E, ;) D gd
TemPhD_cluster_31571: 13,004-36,379 (+)
tail fiber protein (CDS_0025)
Rck (VF0108) (CDS_0027) excisionase (CDS_0033)
DarTG_ DarG (CDS_0024) integrase (CDS_0032)
tail fiber protein (CDS_0023) | 26 28 29 3031 | 3435RecT-like ssDNA annealing protein (CDS_0036)
DO LD D J

TemPhD_cluster_16275:13,004-36,391 (+)
DNA methyltransferase (CDS_0030)
DNA binding protein (CDS_0025)  DNA methyltransferase (CTZ)S_OO29)
integrase (CDS_0027) MTase_| I,0‘0030 Type (CDS_0032)
tail fiber protein (CDS_0021) 22 23 24 26 28 \ \ 31 33RecT-like ssDNA annealing protein (CDS_0034)

. D

TemPhD_cluster_47057:13,289-38,542 (+)

DNA methyltransferase (CDS_0029)
DNA binding protein (CDS_0024)  DNA methyltransferase (CDS_0028)
tail fiber assembly protein (CDS_0022) integrase (CDS_0026) MTase_I_00030 Type (CDS_0031)
tail fiber protein (CDS_0021) | 23 | 25 27 | |30 | 32RecT-like ssDNA annealing protein (CDS_0033)

. s

TemPhD_cluster_22289_:13,289-38,324 (+)

DNA methyltransjgrase (CDS_0029)
DNA binding protein (CDS_0024)  DNA methyltransferase (CDS_0028)

tail fiber protein (CDS_0022) integrase (CDS_0026) MTase_| I_Ob030 Type (CDS_0031)
tail fiber protein (CDS_0021) | 23 25 27 | |30 | 32RecT-like ssDNA annealing protein (CDS_0033)
X! D g

TemPhD_cluster_39775_:13,289-38,555 (+)
DNA binding protein (CDS_0024) DNA methyltransferase (CDS_0028)
DNA methyltransferase ((55_0027)
integrase (CDS_0025) MTase_| LO‘OOSO Type (CDS_0030)
tail fiber protein (CDS_0021) 22 23 26 \ \ 29 31RecT-like ssDNA annealing protein (CDS_0032)

A M

I -
TemPhD_cluster_47165: 13,289-36,998 (+)
Lom outer membrane protein (CDS_0025)
tail fiber protein (CDS_0023)
DarTG_DarG (CDS_0022) 29
tail fiber protein (CDS_0021) | 24|26 27 28 [3031
pa» 0% g
TemPhD_cluster_60271:13,289-32,635 (+)
tail fiber protein (CDS_0023)
Rck {VF0108) (CDS_0025)
DarTG_DarG (CDS_0022)
tail fiber protein (CDS_0021) \ 24 26 27 28 integrase (CDS_0029)
pa» 0 » g
TemPhD_cluster_59908: 13,337-32,938 (+)
RecT-like ssDNA annealing protein (CDS_0029)
tail assembly chaperone (CDS_0027)
tail fiber proteln CES 0025)
tail fiber protem (CDS 0026)
tail fiber protein (CDS_0023) ‘
tail fiber protein (CDS_0022) 24 28 | 30
pa» C
TemPhD_cluster_48250: 14,586-32,724 (+)
tail assembly chaperone (CDS_0027)
tail fiber protein (CDS_0025)
tail fiber protein (CDS_0026)
tail fiber protein (CDS_0023)
tail fiber protein (CDS_0022) 24 28 29
pa» g

TemPhD_cluster_48256:14,586-32,748 (+)
TTSS secreted effectors (VF1110) (CDS_0024)
tail fiber assembly (CDS?‘?)Z3) transposase (CDS_0027)
transposase (CDStOOZé)
tail fiber protein (CDS_0021) 22 25 \ integrase (CDS_0028)

OO D

TemPhD_cluster_25378:13,283-33,714 (+)

TTSS secreted effectors (VF1110) (CDS_0023)  RecT-like ssDNA annealing protein (CDS_0032)
tail length tape measure protein (CDS_0014) tail fiber assembly (CDS_0022) integrase (CDS_0026) 31
17 tail fiber protein (CDS_0021) | | 2425 272829 30 37

D M

TemPhD_cluster_31661:9,900-35,579 (+)
} 10000 nt {
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other tail transcriptionregulation unknown function

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




