Table S3: Estimated secondary structure content of purified AGT variants.
Protein
Helix [%]
Strand [%]
Turns [%]
Unordered [%]

wt
35 ( 3
19 ( 3
20 ( 2
25 ( 2

A328W
32 ( 1
18 ( 1
20 ( 0 
29 (1

Y330A
24 ( 10
22 ( 5
25 ( 2
29 ( 2

Y330W
36 ( 3
19 ( 1
19 ( 0
25 ( 3

G170R
38 ( 2
19 ( 7
18 ( 3
26 ( 7

V336D
31 ( 3
24 ( 3
20 ( 2
25 ( 5

