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Established method to synthesize thiol peptides Testing dimerization reaction
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Synthesis of dimer library and screening against thrombin
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: In total a library of 853 471 dimers was screened.
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 New method to easily and purification-free synthesize
peptide libraries.

* Alibrary of 853 471 peptides was screened against the
model target thrombin.

Large screen: Transfer of 10 pmol per peptide = screening concentration for each individual dimer ~ 100 nM

Deconvolution: Transfer of 2.5 pmol per peptide = screening concentration for each individual dimer ~ 170 nM * Nanomolar thrombin inhibitors were identified.
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