HNH endonuclease (CDS_0066)

HEase_00016 homing (CDS_0058) HNH endonuclease (CDS_0065)
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Arthrobacter_phage_Breylor17:40,875-47,591 (+)
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HNH endonuclease (CDS_0072)

Arthrobacter_phage_Tokki: 40,535-48,008 (+)
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HNH endonuclease (CDS_0069)
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Arthrobacter_phage_MediumFry: 39,518-47,265 (+)
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Arthrobacter_phage_Caterpillar: 39,252-45,405 (+)
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DNA, RNA and nucleotide metabolism unknown function defence (PADLOC)




