baseplate wedge subunit (CDS_0020) TTSS secreted effectors (VF1110) (CDS_0025)

structural protein (CDS_0022) tail assembly chaperone (CDS_0028)
baseplate‘spike (CDS_0019) tail fiber assembly (CDS_0024) tail fiber protein (CDS 0027) Ren-like exclusion protein (CDS_0032)
baseplatehub 21 tail fiber protein (CDS_0053) 26 29 30 31 33
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TemPhD_cluster_22757:15,559-29,113 (+)
TTSS secreted effectors (VF1110) (CDS_0026)
tail fiber assembly (CDS_0024) tail fiber protein (CDS_0028)
25 integrase (CDS_0027) tail assembly chaperone (CDS_0029)
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TemPhD_cluster_30150: 15,606-29,520 (+)

tail fiber assembly (CDS_0024) tail fiber protein (CDS_0027)

Rck (VF0108) (CDS_0025) integrase (CDS_0026)
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TemPhD_cluster_43289:15,559-29,619 (+)

24 25 27
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TemPhD_cluster_51514:15,597-25,094 (+)
tail fiber assembly protein (CDS_0024) tail fiber protein (CDS_0029)
glycosyltransferase (CDS_0026)
PD-T7-3__PD-T7-3(CDS_0025) 27 28 tail assembly chaperone (CDS_0030)
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TemPhD_cluster_9040: 15,559-30,732 (+)
tail fiber protein (CDS_0030)
glycosyltransferase (CDS_0027)

Rek (VF0108) (CDS_0025) integrase (CDS_0028)
tail fiber assembly (CDS_0024) 26 —r 29 \ tail assembly chaperone (CDS_0031)
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TemPhD_cluster_42888:15,559-31,285 (+)
glycosyltransferase (CDS_0026) tail fiber protein (CDS_0030)
tail fiber protein (CDS_0023) 24 25 27 28 29Tta|| assembly chaperone (CDS_0031)
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TemPhD_cluster_50345: 14,700-30,231 (+)
tail fiber protein (CDS_0031)
tail fiber assembly (CDS_0025) integrase (CDS_0029)
DarTG_ DarG (CDS_0024) 26 27 28 30 tail assembly chaperone (CDS_0032)
TemPhD_cluster_32248:15,559-32,614 (+)
tail fiber protein (CDS_0029) NinB/ Orf homologous recombination mediator (CDS_0037)
tail fiber assembly (CDS_0025) integrase (CDS_0027) HNH endonuclease (CDS_0038)
DarTG_ DarG (CDS_0024) Michele_1A_hits_grouped (CDS_0026) 28 tail assembly chaperone (CDS_0030) 35 36 ‘
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TemPhD_cluster_36231: 15,550-33,980 (+)

acetyltransferase (CDS_0025) tail fiber protein (CDS_0030)

tail fiber assembly (CDS_0024) integrase (CDS_0028)
\ 26 27 29 tail assembly chaperone (CDS_0031)
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TemPhD_cluster_25986: 15,559-31,062 (+)
glycosyltransferase (CDS_0026) tail fiber protein (CDS_0029)
24 27 28 tail assembly chaperone (CDS_0030)
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TemPhD _cluster_50850: 15,550-31, 236( )
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TTSS secreted effectors (VF1110) (CDS_0028)
tail fiber assembly (CDS_0024) tail fiber protein (CDS_0031)
2526 27 29 30 _tail assembly chaperone (CDS_0032)

I | —
TemPhD_cluster_27363:15,553-32,332 (+)
tail assembly chaperone (CDS_0024)
PB—T7-3_PD-T7-3 (CDS_0025)  glycosyltransferase (CDS_0027) tail fiber protein (CDS_0030)
tail fiber protein (CDS_0023) \ transposase (CDS_0026) 28 29 tail assembly chaperone (CDS_0031)
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TemPhD_cluster_27208: 14,709-33,722 (+)
tail assembly chaperone (CDS_0025) tail fiber protein (CDS_0031)
tail fiber protein (CB'§_0024) integrase (CDS_O@)
tail fiber protein (CDS_0023) \ 26 27 28 30 \ tail assembly chaperone (CDS_0032)
TemPhD_cluster_33372:14,709-30,926 (+)
tail assembly chaperone (CDS_0024)
25 31 32
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TemPhD_cluster_22068:15,559-26,191 (+)
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DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation
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unknown function defence (DefenseFinder) virulence (VFDB)




