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Molecular Weight Estimation and Protein Patterns
of Panax ginseng, Codonopsis lanceolata and
Platycodon grandiflorum by
Polyacrylamide gel Electrophoresis

Sang Deuk Ahn¥, Chan Moon Chung*, Woo Saeng Kwon#*,
Eung Ryong Son**, Yong Sae Lee*** and Kyeung Eun Yoon***

ABSTRACT

This study was carried out to identify the protein patterns and to estimate molecular weights of the ginseng

and other plants,

Polyacrylamide gradient 2-30% gels for identification of protein patterns and 11% SDS polyacrylamide gels
for molecular wejght estimation of various plants were used,

Proteins extracted with distilled water and phosphate buffer were most clearly separated.

Although minor bands were a little different according to kinds of buffer, major bands showed similar pat-

tern,

Major protein bands were two bands of 45,000, 66,000 in Panax ginseng, 3 bands of 32,000-39,000 in
Codonopsis lanceolata and one double band around 39,000 kd in Platycodon grandiflorum.
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Fig. 1. Photograph and diagramatic representation of protein patterns extracted with phosphate buffer(0.025M,
pH 7.2) of Panax ginseng(l. fresh ginseng, 2. red ginseng, 3. white ginseng), Codonopsis lanceolata(4)
and Platycodon grandiflorum(5) by 2-30% polyacrylamide gradient tube gel electrophoresis. 6. Bovine
serum albumin(BSA)

sodium dodecy! sulfate® H71& 11.0% polya-
crylamide tube gel & & Fisty o)
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Fig. 2. Photograph and diagramatic representation of protein patterns extracted with water(D.W.) of Panax
ginseng (1. fresh ginseng, 2. red ginseng, 3. white ginseng), Codonopsis lanceolata(4) and Platycodon

grandiflorum(5) by 2-30% polyacrylamide gradient tube gel electrophoresis.
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Fig. 3. Photograph and diagramatic representation of protein patterns extracted with Tris-HCl buffer(0.1M,
pH 7.5) of Panax ginseng (1. fresh ginseng, 2. red ginseng, 3. white ginseng), Codonopsis lanceolata(4)
and Platycodon grandiflorum(5) by 2-30% polyacrylamide gradient tube gel electrophoresis.

H, A7195stct(Fig.1-6). Phosphate buffer 2 i1 & @ do] A AZE
Yol EHQE pattern band B 7 Bol HLlkE OKE, #1328, AZE)YlAE 45000 3 66,000 Kd off

B ERE B dESU £ Eol UEhlE 4 major band 7} RAE YoYU AFEHAHE 29
58691 band ) 98] E3o) HEEsH ek band 7} #|AE A ggich PpEAAE 32 000~39,
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Fig. 4. Photograph and diagramatic representation of protein patterns extracted with Tris-borate buffer(0.125M,

pH 8.9) of Panax ginseng (1. fresh ginseng, 2. red ginseng, 3. white ginseng), Codonopsis lanceolata(4)
and Platycodon grandiflorum(5) by 2-30% polyacrylamide gradient tube gel electrophoresis.

2%

2%

30%

30%

Fig. 5. Photograph and diagramatic representation of protein patterns of white ginseng(l), mixed(2) and
Codonopsis lanceolata(3) by 2-30% polyacrylamide gradient tube gel electrophoresis,
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2 BEHAG(Fig. ).
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"2 (Fig.2).
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e &

2%

30%

1 2 3

#z o] HEHE pattern2 buffer & B A gl
o] 45,0005+ 66,000Kd sl A 2 {Hel band 7} H3
H g% thE band & HAEHA @t ol HE
BER — ZAHE] &N 98 dAHAAT @
2 9E=Z BLR AR HACL

29 ohE EEl dAAME buffer EHol ek
minor band®l fIE S SREE 4] ZE I
A&# major band £ FE—31A #AEHAE HA

2%

30%

1 2 3

Fig. 6. Photograph and diagramatic representation of protein patterns of white ginseng(1), mixed(2) and
Platycodon grandiflorum(3) by 2-30% polyacrylamide gradient tube gel electrophoresis.
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Fig. 7. Comparison of molecular weight of 7 dif-
ferent polypeptide chains in the molecular
weight range from 14,200 to 70,000 with
their electrophoretic mobilities on SDS gel.
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Fig. 8. Photograph and diagramatic representation of molecular weight patterns of protein of Panax ginseng
(1. fresh ginseng, 2. red ginseng, 3. white ginseng), Codonopsis lanceolata(4) and Platycodon grandi-
florum(5) by 11% polyacrylamide SDS gel electrophoresis. 6. molecular marker protein,
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