o
® —— NON_MUT
— G1491A
S | — G1491U
- —— U1495C
U1406C/U1495A

average y [deg]
-60 0 60
|

-120
]

hgpitid] Mwwwwwww{pww W'M%M%

. o M s a1 s el

-180
]

| | | | |
0 5 10 15 20

simulation time [ns]

Figure S12: Average glycosidic torsion angle y, calculated for all the residues in each simulation per each frame. The
scale on y axes spans the possible range of x (-180, +180); compare with Figure 6 in [Banas, P. et al., Journal of Chemical
Theory and Computation. 2010, 6, 3836-3849].



