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S1 Figure. Size exclusion chromatography elution profiles of wild type His6-CysC (A)
and the C556S mutant (B). The calibration curve is shown in the inserts. A Superdex
Increase 10/300 analytical size exclusion chromatography column (GE Healthcare) was
equilibrated with the buffer 25 mM Tris-HCI, 150 mM NaCl and 1 mg/ml protein
solution was used to carry out the experiment. The column was calibrated with
Ribonuclease-A (13.7 kDa), Chymotrypsinogen-A (25 kDa), Ovalbumin (43 kDa),
Bovine Serum Albumin (67 kDa) and Blue Dextran (2 MDa). The experimental
molecular weights of the His6-CysC and the C556S mutant were calculated from the
elution volume (major peak 15.46 ml) using the calibration curve (insert). The resulting
molecular weight is 42 kDa corresponding to a dimer, considering the molecular weight
of 21261 Da of the CysC monomer calculated from the amino acid sequence.



