DNA-binding domain within Brh2 N-terminus is the primary
interaction site for association with DNA
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gb|ACA39433.1| Endonuclease yhcR precursor [Lysinibacillus sphaericus C3-41]

Length=1379

Score = 32.7 bits (73), Expect = 8.1, Method: Composition-based stats.
Identities = 37/148 (25%), Positives = 61/148 (41%), Gaps = 10/148 (6%)
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>leov_A ASPRS, aspartyl-tRNA synthetase; aminoacyl tRNA synthetase, tRNA ligase, APO-enzyme, OB-fold; 2.30A
{Saccharomyces cerevisiae} SCOP: b.40.4.1 d.104.1.1
Probab=95.49 E-value=0.051 Score=27.83 Aligned cols=91 Identities=4% Similarity=-0.150 Sum_probs=0.0
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>2pi2_A Replication protein A 32 kDa subunit; FULL-length RPA14/32, ssDNA binding protein, OB-fold, dioxane, DNA

binding protein;
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2.00A {Homo sapiens}
Probab=93.53 E-value=0.1 Score=26.28 Aligned_cols=74 Identities=7% Similarity=-0.208 Sum_probs=0.0
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Fig S1. Bioinformatics analysis of Brh2NT DNA-binding region.
A. BLAST alignment result using 144 residue from Brh2NT as query.
B. Top two hits from HHpred server using both sequences in A as input query.
Location of thepredicted five beta strands (E) are shown by the overhead lines.
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