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S4 GST pull-down assays show that the N-terminal o-helix is crucial for the interaction between XcpU and
XcpW. Schematics of the truncations of XcpU. The full-length of XcpU contains 172 residues, in which 29-172
is the soluble domain that is used in our research. Different substructures have been highlighted in different colors
to demonstrate the truncation forms of XcpU that were cloned and used for pull-down assay. XcpU structures is
modeled based on the structure of GspH (PDB ID: 2KNQ). We truncated the C-terminal B-sheet and N-terminal
a-helix to identify the interacting region with XcpW. (B) Results of GST pull-down indicate that the N-terminal
a-helix is responsible for the binding of XcpU to XcpW. The clones that have the N-terminal a-helix maintained
the ability of binding with XcpW (lane 4-6) even with the loss of the C-terminal B-sheet. On the contrary, when
the N-terminal a-helix was truncated, all the clones lost the affinity for XcpW (lane 7-9).



