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Cas4 exonuclease match

Template alignment \ Template 3D Structure | PDBe
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Identities: 15%, Similarity: 0.024, Template Neff: 10.7
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lease, Cas4 family; MCSG, STRUCTURAL GENOMICS, PSI-BIOLOGY, EXONUCLEASE, HYDROLASE, Midwest
* Center for Structural Genomics; 2.65A {Pyrobaculum calidifontis JCM 11548}
Probability: 99.04%, E-value: 2.3e-8, Score: 83.83, Aligned cols: 146,
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Exonuclease/helicase match

Template alignment | Template 3D Structure | PDBe
6PPU_B UvrD/REP helicase; DNA, DNA BINDING PROTEIN, DNA BINDING PROTEIN-DNA complex; 3.5A {Mycobacterium smegmatis (strain
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" ATCC 700084 / mc(2)155)}
Probability: 99.38%,

E-value: 2e-11,

Score: 125.61, Aligned cols: 195, Identities: 18%, Similarity: 0.037, Template Neff: 10.8
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