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anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0041)
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DNA binding protein (CDS_0042)
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RusA-like Holliday junction resolvase (CDS_0045)
47 48 49 50 51 DNA binding protein (CDS_0052)
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anti-CRISPR-Cas evasion by DNA repair (APIS149) (CDS_0037) DNA binding protein (CDS_0045)
34 36 42 43 44 MTase_lI_00058 Type (CDS_0046)
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