














Supplemental Figure 6
(A) 10 μM of each variant was assessed for ability to both bind and cleave DNA. 
These mobility shift gels were then used to rank the variants. SDS was not included in 
the loading dye for room temperature samples. 
(B & C) The insets of the Figure 6 (left panels) are enlarged to enhance the view of the 
effects of the variants on (B) DNA binding, and (C) DNA Cleavage in the context of the 
ATPase ring model (52).
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Supplemental Figure 7
Coomassie staining of the agarose gel from Figure 6A shows TerLP74-26-AD binds DNA. 
The theoretical PI of TerLP74-26-AD is 8.1, preventing significant migration of naked 
protein into the gel, resulting in staining at TerLP74-26-AD bound DNA or at the border of 
the gel lane wells. The pH of the gel (8.5) was modified slightly to account for the 
TerLP74-26-AD PI without perturbing binding to DNA (Materials and Methods).

Supplemental Figure 8
Limited proteolysis of TerLP74-26 rapidly cleaves the flexible C-terminal tail, including the 
disordered residues in our nuclease domain structure (Figure 5). Cleavage then 
occurs at the flexible linker between the ATPase and nuclease domains.
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Table 1
Crystallographic statistics of the TerLP74-26-ND structure

Supplmental Table 1
Rates obtained from kinetic modeling of nucleolysis data using Berkeley Madonna.
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Supplmental Table 2
RMSD of the TerLP74-26-ND structure to similar structures. 

Supplemental Table 3
Effect of each mutation on DNA binding or cleavage. Variants with mild or no defect 
are colored blue. Variants with moderate or sever defects are colored yellow and 
orange respectively.
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