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Figure S1. (A) DEER primary data of the initial time domain decay (solid black line)
and background correction (dashed in red) and (B) the corresponding L-curve obtained
for the analog [Cys MTSL-TOAC"IN-t(DH) in DPC micelles. The blue dot represents

the regularization parameter (100) chosen in the L-curve.
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Figure S2. (A) DEER primary data of the initial time domain decay (solid black line)
and background correction (dashed in red) and (B) the corresponding L-curve obtained
for the analog [Cys”MTSL-TOAC’IN-t(DH) in POPC liposomes. The blue dot

represents the regularization parameter (100) chosen in the L-curve.



