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Langerak 46 RecE exonuclease (endonuclease 8) match

Template alignment ‘ Template 3D Structure | PDBe
. 3H4R_A Exodeoxyribonuclease 8; Exonuclease, Recombination, Hydrolase, Nuclease; 2.8A {Escherichia coli}
Probability: 99.91%, E-value: 3.5e-21, Score: 163.81, Aligned cols: 250, Identities: 26%, Similarity: 0.38, Template Neff: 12
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Langerak_46 Cas4 exonuclease match

Template alignment \ Template 3D Structure | PDBe

4R5Q_A CRISP

iated

Probability: 99.04%, E-value: 2.3e-8, Score: 83.83, Aligned cols: 146, 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}
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Langerak_46 RecB-like helicase/exonuclease 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
" 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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Figure S2. Structural Alignment of RecE, A Cxonuclease, and RecB Figure S3. Structure-Based Sequence Alignment of RecE, RecB, and A Exonuclease

(A) The RecE monomer, colored as in Figure 3. The structures of A exonuclease and RecB were superimposed with the structure of RecE and the
(B) The A exonuclease monomer, viewed in the same orientation as RecE, after structural resulting sequence alignments are shown above and below the sequence of RecE, respectively. The
superposition. Regions of A exonuclease that align to within 4 A of equivalent Ca. atoms of RecE are conserved sequence motifs of RecE are colored onto the sequences, as in Figure 3 (Motif I, green,
shaded in green. Active site residues are shown in magenta. Motif II, ye"OW; Motif 1ll, blue; Motif IV, red; Motif V, orange; Motif VI, bIack) The pOSitionS of

(C) The RecB monomer, viewed in the same orientation as RecE, after structural superposition. secondar(;; ?tr::]CtL;Les in R?‘CE are in'dié:.atetd :t;)ml/e tr;ﬁ Seaucnee alilgnmgnt. i:sid”eséhattarteh Ma?*
b e N O conserved in the three proteins are indicated below the sequence. Residues that coordinate the Mg
9 P ion are shown with these symbols in red. The 34-residue insertion in RecE that forms an extended

loop that is poorly resolved in the structure is shaded in gray.

https://www.cell.com/structure/fulltext/S0969-2126(09)00155-5
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