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Supporting Information captions

Fig. S1: Mass spectra of sixteen-residue peptide variants.

Fig. S2: 1H-NMR spectra of peptide variants recorded in 90% H2O/10% D2O at 298 K on a 

700 MHz spectrometer.

Fig. S3: CD spectrum of peptide variants in water at 298 K in 20–100 M concentration 

range. Y-axis represents the mean residue molar ellipticity and X-axis represents wavelength 

in nm. 

Fig. S4: Quenching of tryptophan fluorescence of peptide variants (15 M) in sodium 

phosphate buffer (pH 7.0, 20 mM) at 298 K on progressive titration with increasing pNPP 

concentration (0–300 M) (left panel), and plot of relative fluorescence intensity as a 

function of pNPP concentration (0–300 M) (right panel).

Fig. S5: UV monitored rate of hydrolysis of pNPA with peptide variants in sodium phosphate 

buffer (pH 7.0, 20 mM) at 298 K on progressive titration with increasing pNPA concentration 

(0–75 M) in the form of Michaelis–Menten plot (left panel) and Lineweaver–Burk plot 

(right panel).
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Fig. S1: Mass spectra of sixteen-residue peptide variants.
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Fig. S2: 1H-NMR spectra of peptide variants recorded in 90% H2O/10% D2O at 298 K on a 

700 MHz spectrometer.
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Fig. S3: CD spectrum of peptide variants in water at 298 K in 20–100 M concentration 

range. Y-axis represents the mean residue molar ellipticity and X-axis represents wavelength 

in nm. 
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Fig. S4: Quenching of tryptophan fluorescence of peptide variants (15 M) in sodium 

phosphate buffer (pH 7.0, 20 mM) at 298 K on progressive titration with increasing pNPP 

concentration (0–300 M).
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Fig. S5: UV monitored rate of hydrolysis of pNPA with peptide variants in sodium phosphate 
buffer (pH 7.0, 20 mM) at 298 K on progressive titration with increasing pNPA concentration 
(0–75 M) in the form of Michaelis–Menten plot (left panel) and Lineweaver–Burk plot 
(right panel).


