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hIREla LD wild-type hIREla LD E102R  hIREla LD Y161R

Kp [nM] 2.14 6.35 5.433

Kp 95% confidence 1.809 to 2.528 5.835 to 6.959 4.296 to 7.095
interval [pM]

R? 0.9918 0.9992 0.9851

Goodness-of-fit parameters of binding curves of MPZ1-N-2X peptide to hIREla LD for
fluorescence anisotropy experiments.



