SI Table 3: Kinetic parameters from fitting chevron plots for CTPRa2 fit to a 2 state model and CTPRa3 to CTPRal0 proteins fit to 3 state
sequential folding model.

CTPRa2 fit to a two state folding model

CTPRan k= (s mey (M) k50 (s) mes (M) *AG{?° (kcal mol™)
2 2080 + 400 2.1+0.2 14+ 4 1.2+0.1 2.840.4
CTPRa3 to CTPRal0 proteins fit to 3 state sequential folding model
CTPRan kui () my (M) k(s muMY) k(s min (M) kni (s7) my (M) | PAG{Y (keal mol™)
3 1.8x10°+2.4x10* -23+06 14+9 1.0+0.2 490+48 -0.6+0.1 0.06 + 0.09 2.9+0.6 9.1+2.1
4 2.6x10*+29x10* -23+04 28+24 06+0.2 275+15 -0.2+0.1 0.007 + 0.01 3.2+0.6 9.8+2.2
5 7700 + 5700 -1.9+0.3 5+4 1.0+0.2 210+9 -0.1+0.05 0.002 + 0.01 3.5+0.8 10.6 +2.7
6 1.3x10*+6500 -2.1+0.2 6+2 09+0.1 2209 -02+0.04 1.2x10°+3.1x10° 56+0.8 15.0+2.6
8 3800 + 850 -1.540.1 3.0+06 1.0+004 190+6 -0.03+0.04 9.9x10°+26x10° 7.3+0.7 18.6 +2.6
10 6400 + 1800 -1.7+0.1 29+0.6 09+0.04 150+6 0.04+0.04 2.6x10™+9.5x10™ 9.0+1.0 22.2+3.7

The errors reported are from the fitting of the experimental data. Data fitted to either two or three state on pathway model as per SI Appendix. °Calculated from AGH® = -RTIn(k!°/kf0): *Calculated
from AGl = -RTIn(kj %k / k(i ki)
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