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A

Leuw &) 3
- & % ) &1
sel - P
[T-TR 260
333 \ L
_ LEU
L e FHE g
34{ ) P - zs)x e 3 =
4RG E
e PHE
o = 2 N
/ LEU e
& - L 28 -
ey 7 [} |
— & RO (&L
k- PHE b 255 12( Gy &
\_ arcy ey
288 %
i LYS,
- %3/

Supplementary Figure S2

ARG, TRP
10 Gy
o 1510 = M)sm =
1421 ~psp
1587,
LY - Ing
THR
[ W
Y - 1523 AR
PHE hass) 26~ ; - N
/427 rr LE, M Wl
T Gl
P Lx 13150 1584 uss\ks
TR 9
- I O o\ Ars7
= t s
gsp L b
(S sp il Vi
1279 WN_er  PHE_ B
<2y 1421 150 35
| ‘1582 1251
\ RE
o loor——a |
PHE 1559 T E
& 1355
PHE
1427

TRP
1369

u
Lo
¢
8
LEU
F:= 28
LE
P LEU
280
i 3
eu
3q|n
1E
2 %)
SER
342
/
GLy <
58 E ILE
w26 ~i¥8)
263
13
MET 249
£

T
“T an
1561
@y
1568
e (5o
1552,
THe
1586



Supplementary Figure S3
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Supplementary Figure S4
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Supplementary Figure S5
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Figure Legends (Supplementary Figures)

Figure S1(Sl). Predicted poses of (a) D, (b) D3G, and (c) D3G5G in the active site
of the PPAR-g ligand-binding domain. Non-polar amino acids are colored in green,
polar residues in cyan, basic in blue, and acid in red. Hydrogen bond interactions
are depicted as arrows and 1T-11 or TT-cation interactions as dot-ended lines.

Figure S2(Sl). Predicted poses of (a) D, (b) D3G, and (c) D3G5G in the active site
of the a-glucosidase. See Figure 1-Sl for coloring interpretation.

Figure S3(Sl). Predicted poses of (a) D, (b) D3G, and (c) D3G5G in the LBD of
PPAR-a. See Figure 1-Sl for coloring interpretation.



Figure S4(Sl). Predicted poses of (a) D, (b) D3G, and (c) D3G5G in the active site
of the a-glucosidase. See Figure 1-Sl for coloring interpretation.

Figure S5(SI). RMSD variations during MD simulation of delphinidin and its
glycosylated derivatives complexes with (a) PPAR-a, (b) PPAR-y, and (c) o-
glucosidase.



