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Table 18S. Result of reproducibility test of puerarin Table 4S. Result of repeatability test of daidzein
No. Concentration of puerarin (ug mL™") RSD (%) No. Concentration of daidzein (ug mL™") RSD (%)
1 35.52 1 3.13
2 34.00 2 3.06
3 35.46 50 3 3.07 1o
4 35.03 4 3.11
5 34.22 5 3.22
6 34.21 6 3.14
Table 2S. Result of reproducibility test of daidzein Table 5S. Result of stability test of puerarin
No. Concentration of daidzein (ug mL™") RSD (%) No. Concentration of puerarin (ug mL™") RSD (%)
1 3.13 1 35.59
2 3.09 2 34.72
3 2.93 a6 3 35.79 1
4 3.07 4 35.27
5 2.95 5 34.92
6 3.06 6 34.22
Table 3S. Result of repeatability test of puerarin Table 6S. Result of stability test of daidzein
No. Concentration of puerarin (ug mL™") RSD (%) No. Concentration of daidzein (ug mL™") RSD (%)
1 35.04 1 3.06
2 35.64 2 3.07
3 35.76 . 3 2.97 10
4 34.83 4 3.04
5 34.88 5 2.99
6 35.34 6 3.02

*e-mail: mop@xsyu.edu.cn
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Table 7S. Result of recovery test of puerarin

No. Spiked (ug-mL™") Found (ug mL™) Recovery (%) Average Recovery (%) RSD (%)
1 14.48 14.94 103.0
2 14.48 14.79 102.0
3 18.35 18.84 102.5
101.3 1.9
4 18.35 18.82 102.4
5 2222 21.85 98.4
6 2222 22.09 99.5

Table 8S. Result of recovery test of daidzein

No. Spiked (ug-mL™") Found (ug mL™) Recovery (%) Average Recovery (%) RSD (%)
1 1.47 1.49 101.5
2 1.47 1.44 97.6
3 1.84 1.85 100.5
99.4 2.5
4 1.84 1.89 102.6
5 2.21 2.14 96.7
6 2.21 2.16 97.6

Table 9S. Correlation coefficient between the standard sample and 27 samples

Alignment1* Alignment2® Alignment3©
Group No. of samples fg;?il;tg? Standard deviation Sgg;lsit;? Standard deviation gs;%lfit;? Standard deviation

Al 0.9416 0.9552 0.9502

A A2 0.9498 0.0254 0.9335 0.0123 0.9502 0.0005
A3 0.9023 0.9342 0.9494
Bl 0.8853 0.8747 0.8363

B B2 0.8933 0.0041 0.8424 0.0172 0.9003 0.0345
B3 0.8911 0.8685 0.8908
Cl 0.9487 0.9221 0.9454

C Cc2 0.9472 0.0008 0.9185 0.0052 0.9399 0.0055
C3 0.9475 0.9287 0.9509
D1 0.9682 0.9685 0.9673

D D2 0.9669 0.0006 0.9626 0.0057 0.9590 0.0042
D3 0.9679 0.9570 0.9642
El 0.9379 0.9047 0.9294

E E2 0.9362 0.0049 0.9181 0.0075 0.9363 0.0038
E3 0.9454 0.9174 0.9301
F1 0.9704 0.9730 0.9671

F F2 0.9683 0.0011 0.9683 0.0035 0.9683 0.0019
F3 0.9693 0.9661 0.9708
Gl 0.9348 0.9068 0.9137

G G2 0.9281 0.0044 0.9216 0.0141 0.9066 0.0043
G3 0.9266 0.9350 0.9058
H1 0.8762 0.8361 0.8481

H H2 0.8737 0.0045 0.8374 0.0011 0.8505 0.0013
H3 0.8675 0.8352 0.8502
11 09117 0.8852 0.8917

1 12 0.9109 0.0017 0.8969 0.0060 0.8947 0.0015
13 0.9141 0.8929 0.8937

“The fingerprints were aligned at segment length=30 and slack size=15. *The fingerprints were aligned at segment length=55 and slack size=2. “The fingerprints
were aligned at segment length=55 and slack size=15.



Vol. 38, No. 1 The application of automated correlation optimized warping to the quality evaluation of Radix Puerariae thomsonii S3

o2 . , . . P
a
a o
H2 @
Gl ¢
G2 o 828 a1
F B cr e B 1400 © B3
) o 0(}C2 oA
é-‘ u
[ 4 =
@ X - AZC  gag
= A 3
" o D2 o &El
o o2 E3 o
o D1 =
Pa— | SFI
é F3Cgq 2
“ S © Standard sample
e 13
. — 25 2
2 40 0 FC1i61.079%) x1d
Time (min)
x1d°
x 10° 12 g
T T T T . a %’F
c2 O G1
962 Bopn o082
[32] O
ca act Ca3 2 81 B3
)
2
~ o A30 o A2
= x ” x D1 © E2
iy — o [t}
£ S5 A & F2g D2
= % | e — o F2 T Fy
Q Standard sample
2
2.5 2
PC160.20%) xid
Time (min} o
12
c
x 10"
2 r T T T G2 9% 63 HS%I-Q
c 95, B Hi
O 11
¢ Qgy
o %02
&o c1 QB2
i oc3
—
= i3l D2 a3
‘W - oo DAZ2
w n ol
< = A * 0 Oom OAT 5 E3
§ B A = D1 E1 D,
0 el F2
P
=3 — ::"‘ F3 OQ’H
= e A = © Standard sample
% 7 -1,§, .
- # .-.__:f:._. :_ ) —— -2.5 2
e —— C1 (60.23%) x1df
0 il YRR PN . . alis e FU. 1 o [ LA
1o 2?_. . 0 0 = Figure 2S. Score plot of PCA resulted from (a) fingerprints after Alignmentl;
e amin

(b) fingerprints after Alignment2; (c) fingerprints after Alignment3
Figure 1S. Chromatographic fingerprints of RPT samples (a) after Align-
mentl; (b) after Alignment2; (c) after Alignment3. The chromatographic profile
from bottom to up is the fingerprint of Al, A2, A3, BI ...... to I3 respectively



