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MGV-GENOME-0245306: 6,654-16,411 (+)
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MGV-GENOME-0284642:5,858-20,895 (+)
tail assembly chaperone (CDS_0014) 22

21| 24

12 Ti6 17 18 19 20[ (23 T25

I =

w

[N
I &
[

\
1

|

uvig 324838:5,958-18,173 (+)
tail assembly chaperone (CDS_0014)
head closure (CDS_0013) Retron_VI_HTH (CDS_0019)
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MGV-GENOME-0228034: 6,651-13,249 (+)
tail assembly chaperone (CDS_0014)
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uvig_194316:6,651-25,561 (+)
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MGV-GENOME-0243027: 6,655-18,297 (+)
tail assembly chaperone (CDS_0014)
baseplate hub (CDS_0016)
head closure (CDS_0013) tail protein (CDS_0017)
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MGV-GENOME-0254452: 6,655-16,895 (+)
baseplate assembly protein (CDS_0018)
baseplate wedge subunit (CDS_0020)
baseplate hub (CDS_0016) ~ baseplate protein (CDS_0022)
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uvig_419513:6,651-35,036 (+)
Retron_VI_HTH (CDS_0021)
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MGV-GENOME-0259352: 6,647-22,472 (+)
baseplate assembly protein (CDS_0018)
baseplate wedge subunit (CDS_0020)
baseplate hub (CDS_0016)

tail assembly chaperone (CDS_0014) T tailprotein (CDS_0019) 29
12 13 | 15 tail protein (CDS_0017)| 21 tail protein (CDS_0022) 287 30
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MGV-GENOME-0262864: 6,640-23,538 (+)
10000 nt {
DNA, RNA and nucleotide metabolism connector head and packaging integration and excision other tail transcriptionregulation unknown function defence (DefenseFinder)
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virulence (VFDB) tRNA
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