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Pin1 is a phosphorylation-specific peptidyl prolyl cis/trans isomerase (PPlase). Pinl is composed of two
independently moving domains connected by the unstructured linker, intrinsically disordered region: the
phosphor peptide binding WW domain and the catalytic PPlase domain. Pinl specifically recognizes and
isomerizes the pSer/pThr — Pro motif where is the target site for both the WW and PPlase domains. In this
study, we investigated the changes of the domain-specific binding affinity and the isomerase activity for a
series of the mutants with the different linker length or stiffness. Consequently, we found that the Pinl
isomerase activity was regulated by the stochastic dynamics of the WW domain through its intrinsically

disordered region.
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Fig. 1. Ternary structure of Pinl.
WW domain shown as light a grey; PPlase
domain as dark grey (PDBID: INMW).
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