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E-value: 1.8e-16,

Has both a HTH DNA binding domain
and metallopeptidase domain

Template alignment | Template 3D Structure | PDBe
3DTE_AIrrE protein; Deinococcus, Radiotolerance, Gene regulation, Metallopeptidase, IrrE; HET: MSE; 2.6A {Deinococcus deserti}
Identities: 15%, Similarity: 0.148, Template Neff: 8.8

Score: 113.57, Aligned cols: 118,
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