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anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0042)
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MGV-GENOME-0269975: 18,537-38,165 (+)
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Lipoprotein diacylglyceryl transferase Igt (VFO790) (CDS_0038)
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major tail protein (CDS_0035)
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anti-CRISPR-Cas evasion by DM repair (AP1S131) (CDS_0034)
metal-dependent phosphohydrolase (CDS_0035)
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MGV-GENOME-0315836: 18,536-34,201 (+)
anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0034)
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CARF2--CARF_HEPN_MK_CARF_01000661 (CDS_0043)
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Cas7_llld_WP_033024066.1 (CDS_0036) CARF2--CARF_MK_CARF_01001222 (CDS_0044)
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28 29 goT amidoligase enzyme (CDS_0032)

MGV-GENOME 0205045: 18.521.27.952 ()
metal-dependent phosphohydrolase (CDS_0037)
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MGV-GENOME-0253685:17,772-34,284 (+)
metal-dependent phosphohydrolase (CDS_0034)

32 36
26 27 2829 30 31] 33 35 [ 37 38 MTase_lI_00015 Type (CDS_0039)
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MGV-GENOME-0249043: 17,765-33,499 (+)

metal-dependent phosphohydrolase (CDS_0029)
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MGV-GENOME-0231240:17,716-30,478 (+)
27 MTase_|I_00015 Type (CDS_0028)
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MGV-GENOME-0208818:17,768-26,453 (+)
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MGV-GENOME-0230957:17,732-28,250 (+)
10000 nt i
DNA, RNA and nucleotide metabolism lysis moron, auxiliary metabolic gene and host takeover other tail unknown function defence (DefenseFinder) defence (PADLOC)
— I L]

virulence (VFDB) anti-defence (dbAPIS)




