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Supplemental Figure S1. Graphics shown the relative luminescent units (RLU) obtained with different concentrations of plasmids pair (A) or rapamycin (B). 

Additional details were shown on Experimental Procedures.
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Supplemental Figure S2. Graphics shown the relative luminescent units (RLU) obtained with the indicated concentrations of cpp (a), VFD7 (b) or VFD10 (c). Note 

that none of the peptides were capable to alter the RLU compared to control rapamycin (Rapa) alone (a-c). Both VFD7 and VFD10 without the cpp covalently 

bound were also unable to inhibit the RLU induced by Rapa. Peptides VFA7, VFE7, VFD6, VFD5, VFD4, EVE5, or AVE5 have similar lack of activity without the 

presence of cpp covalently bound (data not shown). Additional details were shown on Experimental Procedures.
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Supplemental Figure S3. Prediction of disordered regions for each peptide, aligned with respect to the last residue, obtained 

with the IUPred2A server. Relatively long disordered regions are predicted to exist between residues 1 to 5 and 13 to 18, except

for the VFD6-TAT peptide, for which the predicted probability of disorder is higher than the decision threshold throughout.
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Supplemental Figure S4. Disordered region prediction from the DisEMBL server for indicated peptides. These 
results were in broad agreement with each other and with the results from the IUPread2A server.
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Supplemental Figure S5. Secondary structure prediction results from the PEP-FOLD3 tool for VFD7. The common C-terminal region is predicted to be 

helical from the first arginine residue onwards with high confidence. The varying N-terminal region shows corresponding greater variability for the first 5 

residues, with different degrees of helical or extented propensity, followed by a probable coil conformation for the (L)LYG fragment.
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Supplemental Figure S6. Selected models for selected VFD7 derived peptides.



Quality control chromatograms from peptide synthesis are 

following below 

Supplementary chromatograms from peptide synthesis analyses






















