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Figure S1. The L-test analysis (Padilla & Yeates, 2003) using the data of Vdh-L348M
processed in space group P22,2,. L =1, — I, /(I; + 1), where I, and I, represent the
intensities of independent reflections. The blue and green lines represent the theoretical

distribution of L for untwinned and twinned data, respectively. The red line represents
the observed distribution of L for Vdh-L348M.



Figure S2. The mFo — DFc omit map for the residues 102-106 of Vdh-F106V
contoured at 2.5c level (A) and of Vdh-L348M at 2.2¢ level (B). The maps were

calculated at early stage of model refinement using the model without the residues
102-106. The final refined models are also shown. Red dashed lines represent hydrogen
bonds between main-chain O of V102 and main-chain N of F106/V106/S105.



