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Figure 5–figure supplement 1: Modeling of XerC/D-dif synaptic complexes.

A) Secondary structure-based alignment of XerH, XerD, and XerC. α-helices and β strands are marked above, conserved catalytic
residues are in red.

B) Schematic view of the interactions of XerH, XerD, and XerC with the outer base-pairs of their respective binding sites. Dashes
indicate hydrogen bonds.
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