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1 Folding rates and topological parameters

In this section we present the logarithm of the experimental folding rate as
a function of the Writhe of the two-state and multi-sate proteins. We also
present the normalized vy and Awv, for two-state and multi-state proteins.



m? o
‘e ° L -

44 2% 000 44
- Qe o - .
Y - N
Y, -y ol i ~

o
c Pyl c
= 27 2% e = 2
3 ° 3 [ Z
© [ ] () ° L] ©
s .. o’ .
o of e ® o 04
c oo =
Ke] ® k=]
<) o
w5l o,
@® Two-state protein @® Two-state protein
=== r=0.213 === r=0.403
—44 @ ® p=0.367, p-value = 1.4e-03 4] @ ® 0p=0.402, p-value = 4.3e-04
5 0 5 10 15 20 25 ~0.0250.000 0.025 0.050 0.075 0.100 0.125
Wr Wr/N

Figure S1: The protein folding rate as a function of the writhe (left) and
normalized writhe (right) for two-state proteins in the data set.

Multi-state protein Multi-state protein
-—= r=-0.276 === r=0.214
41 e p=-0.147, pvalue = 4.1e-01 47 o p=0262, p-value = 1.3e-01
&3 T 3
£ £
= L] SN
[T A o | T e -
= = e -
I A AN RN
[ ) I e L [ N I S
S |7 Te | & T £ -
S of+—fF— o Trea T o
&) ()
[N [V
—1 -1
-2 )
s 0 5 0 15 20 ~0.025 0.000 0.025 0.050 0.075 0.100
Wr Wr/N

Figure S2: The protein folding rate as a function of the writhe (left) and
normalized writhe (right) for multi-state proteins in the data set.
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Figure S3: The protein folding rate as a function of the normalized second
Vassiliev measure for 2-state (left) and mutli-state proteins (right).
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Figure S4: The protein folding rate as a function of the normalized absolute
second Vassiliev measure for 2-state (left) and mutli-state proteins (right).
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