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1) Deprotect: 20% piperidine, DMF
2) Couple: Fmoc-AA¢ or FAM, HOBt,
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NHOAIIOC_>

O%EF\m;V W\[r W)% )\ﬂ/]/ jg/VNHOAIIoc

1) Alloc deprotect: Pd(PPhgz)s, PhSiH3, DCM
2) Couple: Fmoc-AA,, HOBt, DIC, DMF
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AA¢= L-Arg(Pbf), D-Arg(Pbf), Lys(biotin), R1= Arg(Pbf), R, = Lys(biotin),
6-Aminohexanoic acid, R3=Tyr, R4 =Leu, Rs=Arg
FAM = 5(6)-Carboxyfluorescein
AAx=Tyr, Leu
Figure S1. The Synthesis of TCpABP
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Figure S2. HPLC and ESI-MS spectra of TCpABP and CpFABP.
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Figure S3. MS2 spectra of peptides (DFSAYNFR (A, B), HFPQSQAGVSVK (C, D)

O A )
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and TGNTPYWM*VR (E)) derived from cathepsin O.

Assignment of b (red) and y (blue) ion series in MS/MS scan confirms identification

of peptides.
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