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PART 1: UV-VIS SPECTROPHOTOMETRY OF COMPLEX
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Figure $1. UV-Vis absorption spectra of the complex 1 (a) and 2 (b) at concentration 1.0 x 10° M in 0.1 M acetate
buffer at pH = 4.5, recorded over time. The spectra were recorded every hour from 0 to 24 hours. The colour gradation
indicates the absorption spectra recorded at time zero (darkest line) up to 24 hours (lighter line).
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Figure S2. Solutions of complex 3 at concentration 2.0 x 10* M in acetate buffer 0.1 M pH = 4.5 at time zero (a) and
after one hour from solutions’ preparation (b). UV-Vis absorption spectra of the complex 3 at concentration 1.4 x 10
M in 0.1 M acetate buffer at pH = 4.5 (c) and UV-Vis absorption spectra of the complex 3 at concentration 1 x 10°M in
0.1 M acetate buffer at pH = 4.5 in water (d) recorded over time. The spectra were recorded every hour from 0 to 40
hours in case of (c) and from 0 to 17 hours in case of (d). The colour gradation indicates the absorption spectra
recorded at time zero (darkest line) up to 40 (or 17) hours (lighter line).



PART 2: DIFFERENTIAL SCANNING CALORIMETRY
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Figure S3. Thermograms for the proteins HEWL (a) and RNase A (b) recorded by micro-DSC and n-DSC, respectively, in
0.1 M acetate buffer at pH 4.5 (black dotted curves). The red traces are the respective theoretical curves calculated
according to a single-step denaturation model.
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Figure $4. Micro-DSC thermograms of HEWL+ complex 1 (a), 2 (b) and 3 (c) after 24 hours (green solid line) and 48
hours (red dashed lines) of incubation in at 37.0°C in 0.1 M acetate buffer at pH 4.5. We observe that the
thermodynamic stability of the protein with the respective complex is not significantly affected from 24h to 48h
incubation time (see Materials and Methods section in the main text).



PART 3: UV-VIS TRITRATIONS
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Figure S5. Examples of UV-Vis titrations of the platinum complex 1 in the presence of increasing amounts of the
HEWL protein and of relevant data analysis: (a) binding isotherm at 410 nm, (b) data analysis according to
equation (2), (c) data analysis according to equation (3); Cpy = 1.30x10* M; Cuewr from 0 to 3.57x10% M; acetate
buffer 0.1 M, pH = 4.5, 25°C.
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Figure S6. Examples of UV-Vis titrations of the platinum complex 2 in the presence of increasing amounts of the
HEWL protein and of relevant data analysis: (a) binding isotherm at 395 nm, (b) data analysis according to
equation (2), (c) data analysis according to equation (3); Cpu = 1.30x10* M; Crewi from 0 to 4.59x10* M; acetate
buffer 0.1 M, pH = 4.5, 25°C.
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Figure S7. Examples of UV-Vis titrations of the platinum complex 3 in the presence of increasing amounts of the
HEWL protein and of relevant data analysis: (a) binding isotherm at 700 nm, (b) data analysis according to
equation (2), (c) data analysis according to equation (3); Cpy = 1.71x10* M; Crewr from O to 5.44x104 M (but
data above 4x10* M suffer precipitation and cannot be used in the analyses); acetate buffer 0.1 M, pH = 4.5,
25°C.
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Figure S8. Absorption spectra of the platinum complex 2 in the presence of increasing amounts of the RNase A
protein (from blue to red) (a) and relevant binding isotherm at 410 nm (b). Relevant data analysis according to
eq. (2) and (3) are also shown as panels (c) and (d) respectively; Coy = 1.30x10* M; Cruase from O to 4.36x10% M;
acetate buffer 0.1 M, pH = 4.5, 25°C.

PART 4: MASS SPECTROMETRY
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Figure S9. Deconvoluted ESI-Q-TOF mass spectra of HEWL 107 M incubated for 48 h at 37 °C with (A) complex 1,
(B) 2 and (C) 3 (1:3 protein/complex ratio) in ammonium acetate solution 2 x 103 M (pH 6.8).
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Figure $10. Deconvoluted ESI-Q-TOF mass spectra of HEWL 107 M incubated for 24 h at 37 °C with (A) complex 2
and (B) 3 (1:3 protein/complex ratio) in ammonium acetate solution 2 x 1073 M (pH 6.8).
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Figure S11. Deconvoluted ESI-Q-TOF mass spectra of RNase A 107 M incubated for 24 h at 37 °C with (A) complex
1, (B) 2 and (C) 3 (1:3 protein/complex ratio) in ammonium acetate solution 2 x 1073 M (pH 6.8).
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Figure S12. Deconvoluted ESI-Q-TOF mass spectra of RNase A 107 M incubated for 48 h at 37 °C with (A) complex
1, and (B) 3 (1:3 protein/complex ratio) in ammonium acetate solution 2 x 1073 M (pH 6.8).
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