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Fandotnl: Mpip-Npip-Mbsa-MNser-Mlys-Npip-Nbsa-Nlys Fandotn?: Mhsa-Npip-Mlys-Mser-Nbza-Neer-Nbsa-Mpip

—
Fandotn3: Mhsa-Mlys-Mpip-Mser-Nhza-Neer-Mall-Nlys Fandotnd: Mhsa-Nhsa-Mall-Nser-Mall-Mpip-Mall-Mpip
P

Fandotn5: Mall-Mall-Mbsa-Nser-Miys-Mbsa-Mzer-Mall Fandotné: Miys-Mlys-Nser-Nser-Npip-Mall-Mbsa-Nser

FRandotn?: Mlys-Mlys-Nser-Nser-MNpip-Mbsa-Mall-Mbsa Fandotnd: Mall-Mlys-Nser-Nzer-Mbsa-Meer-Miys-Nlys
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Fandom?: Mpip-Nlys-Mall-Mser-Mbsa-Mser-Mbsa-Mall Fandotnl0: Mbga-MNlys-Npip-Mser-Nbea-Neer-Mall-Mlys

Fig. 1. Edman traces of 10 random beads picked from the 78,125 compound library.



Fandom]: Mirp-MNffa-Ntrp-INhsa-Mapp-Npip Fandom2: Mleu-MNhza-Nlys-Mapp-Mirp-Mleu

Fandom3: Mmba-Nleu-Mapp-Nmba-Nhsa-Nffa Fandom4: Mlys-Nrmea-Mtrp-Mapp-Mleu-Nlew

Fandom?: Mapp-MNinea-Nrba-Mpip-MNffa-MNffa Fandom10: Mleu-Npip-Nbsa-Nmea-MNiba-MNmea

—

Fandom?: Mmea-Npip-Mmba-Nffa-Mapp-Mleu

Fandom?: Mffa-MNleu-Nnea-Mpip-Nlys-Nlew Fandoms: Mpip-Mmea-MNmba-Napp-Nleu-Mapp

Fig. 2. Edman traces of 10 random beads picked from the 531,441 compound library.
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Fig. 3. HPLC and MALDI-TOF of a representative mixed sequence 8mer, NSer-Nlys-Nall-Nlys-
Nbsa-Npip-Nbsa-Npip-CONH,, employing all the monomers used in the 78,125 compound
library.
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Fig. 4. MALDI-TOF spectra of mixed sequence 6mers, Ntrp-Nmea-Npip-Nlys-Nffa-Nmba-
CONH; and NH-Nbsa-Niba-Napp-Nffa-Nmea-Npip-CONH;, from Fig.7 in the main text.
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Fig.5. Solution binding studies of peptoid*GST complex by Isothermal Titration Calorimetry
(ITC).

Eetention time

Amine (min. )
Mzer 6.4
Iall 13.9
lys 18.4
Hpip 209
Mbsa 12.5
HMleu 19:5
Htrp 21.3
Nman 16.1
Mamp T
MNmba 218
Mapp 10.0
Hifa 17.0
Nmea 11.3

Table 1. Retention times of hydantoins derived from Edman sequencing.



