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1. 3H4R_A Exodeoxyribonuclease 8; EXonuclease, Recombination, Hydrolase, Nuclease; 2.8A {Escherichia coli}

Probability: 99.92%, E-value: 2.5e-21,
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Score: 172.12, Aligned cols: 251, Identities: 25%, Similarity: 0.415, Template Neff: 12
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MTAVGLPPLKCENCGYAERYSRQQVGERPAFCTVHERWLCA
GCRAFMNCVDGGHRVVNQAPRADVTNAVPKNDGIYANIDED
VYHGDHLSLSSSGARDLLSGTPEEFDFNRRVPRDPNKNYDF
GHAAHKMVLGKGAKLKMLDPKVHGLKADGKPSSSPTSTAMW
RKAAADARKQGLIPIAKADMEKAQTMAGRVFQHQVAARLES
KGAAEHSTYWHDDATGVRLRCRPDFLPDLSR PGS TAT
SANPKQFQKAVADY GIEeONg4E DGLAE IGLTGVGFLEVV
QSKTPPFSVSVCQIDPEIVELGRRONRVAIEIFARCMEQDR
WPGYEGIQAVGMAGWAVKQIEDQLEEFELQPTA

PDB3H4R pub 2009:

Structure 17, 690-702
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