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Genetic analysis study of Sasang Constitution classification
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The main idea of Sasang medicine is that everyone has his own unique constitution.
There are four kinds of constitutions and these are Taeyang, Soyang, Teaum and Soum.
Although Sasang medicine is a unique and originative medical theory with creative ideas of
Korean traditional medicne, the classification of individual constitution mainly depends on the
methods which may nct be objectively proven and scientifically understood. This study
was carried out to establish sicentific understanding of Sasang medicine by investigating the
possible genetic difference among four constitutions. Sasang constitution classification was
performed by Sasang medicine research group in Korea Institute of Oriental Medicine and
Kyung Hee University. Genomic DNA was prepared from the blood of individuals of
different constitutions and RAPD(Random amplified polymorphic DNAs) analysis was
then carried out to investigate the possible difference among different constitutions on DNA
level. For RAPD analysis, ten different random primers were applied to Teaum, Soyang and
Soum group DNA samples and the presence of DNA markers specific for each constitution
was investigated.
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Ztil o]g el 84 & v ARE WIS AANZT YTHD. FH gy RE AL &
A9 FRd wal Jeue Aolw, Aptadtd N AAste AAH £4 94 fFAA} Ad
A WA= e £402 T £ Atk AMRYFAN AgsEe A2AY dYe AN
A o RA Tgg Byel AN Ho oy AT FFAHel FHolAnn & £ g, o
ZA FAA EAS T8 AAERY 97N E 4 2L dAFAgHY HoN HESn o
Tl A ol 2 3RS 2

olgigt AFE AT WEAY Wwog &3 DNA fingerprintingH (2l A AL48h=, DNA 4
oA DNAY 9¥AL dF738< RFLP(Restriction fragment length polymorphisms)®d (3~4)#}
RAPD(Random amplified polymorphic DNAs)¥(5) §¢] ¢, RFLPYHY #3314 EAd u}
DNA 29 ERS gr7iMde (45t dasle ATELRZ DNA 98 Ad3 § A7d%
o2 By EojHor AFE: probed o]43ta] DNAY ©@H Hol9 HoldE A=
wolal, RAPDYE F&a4a4ukg el PCR(Polymerase Chain Reaction)”| %S o] 43t
random primer2 ¢9/9] DNAE ZTEAA t¥A4S HEste Wyjolth. RAPDYEL RFLPY9)
Hlste] Hx7b zhgeln o) DNAZE EXo| 7}53t22 DNA #Hd §487 o¢d
4 QU7 o HE /A AT Fokdd ol BEHI JUTH6~9). TA B LA
= AR g 9o H AAzte AolHg DNA oA g4 AWgnd PCRY
Hlol 93k RAPD B2 A8y
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1. A gHES BE R A5 DNA 248 JF HF

ARAALY BEe AYR Y FTATYRRATAEC 19964 4958 797 H 2P ol
g 4o BRVAFATL dgd TR AHUGT BAUTS AAGRd) FFLR
FHAYTE. AAA BA Q7o 4R FAAFe FRVAFATAY AT FA
B gAY A TGN ANFE AR Dol AP A3 AAER B 2 A
ekl ALgatan,
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2. Primer &M

RAPDEA o] A43 random primers 10-mer(10-nucleotide primer)2A DNA #4712
standard phosphoramidate 28 (10)] o3& TAstHh TAHE AEE 30% ammonium
hydroxide® 53C oM 12417 Hglstn UM dx A7l Fo SFH5 594 ARG

3. M& DNAC HH
AU EGAM A DNAY %22 Blin# Stafford(11) Wie wtr, 4 A&

proteinase K2 A& 8le] AXE RA7F phenol A& &tof B2 HAA L, ethanol
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< A7tstel DNAE A4 28Uk DNAY ¢5& F3=m & §35m 9 HIER 348
°1 1 Hgo] 17 o4 A ‘2}% A4siqgd T8 228 A% DNAZ A EA2AL 08%
agarose geld o8& A7|YFoz FAsyth

4. RAPD 242 {8t PCR A

DNA9 RAPDENES 1% PCR ZEZwrgo 50 EFdde 100mM Tris-Cl (pH 3.3),
50mM KCl, 15mM MgCl, 0.001% gelatin, 100#M #< dATP, dCTP, dGTP¢
dTTP(Pharmacia), 02¢M primer, 100zg genomic DNA 9 05 unit® 7ag DNA
polymerase(Promega)E X FAIZIth DNA SE93-2 BT, 36C 281 72CoA Z+ 184 45
AolZ2 2zl AAEgt

5. HI|YS

PCRe] 9§ FZAME-E Horizontal slab geldlA TAE(0.04M Tris-acitate, 0.001M EDTA)
HFEAE AHEdta] 1.29% agarose geldlA A714&3 ¥, agrose gels ethidium bromideZ ¢
A% Fo UV transilluminator® AHg3te] DNA Wl=2 #3s s BQ3 3% Polaroid DS-34
camera® A3 gel AlWE AUt DNA size marker2E 1kb ladder(BRL)E AH&-3tth.

. 23 ¥ u#

AR ARG dstel £7E 72 A Aolg DNAFEAA 4¥o] Ths@Ad dao]
zA 2uz A2 DNAY t¥AS& RAPDY o2 ®4sigth RAPDEA Y slgte] ol
Ae DNA bandel O84S A2 FARAATY 92 AgEHE £HOR & dFdAE e

o, &%, A899 AMZgA F23 A DNAY FAE random primer 107 (primer A
~NE *}%3}01 RAPDEA Y-S AA &%

- EAY AHS DNAT® 4¢ A Ao 74 24 4)e] DNAMEE TF ¢
ol7ld] primerg #A7bste] PCRE 4AAIE & ZZd DNAS A719%E8ko agarose gel ol W
Bt DNA bandE 28 13 2¢) EASEY 28 13 204 M2 FEAE laned DNA size
markerE Uehlilv Zolx, 19 19 A, B, C, D, E 28l 28 29 F, G H I, J2 ZA" A
< ZtZt O€ random primerE ulatn, 7 primerd]l W 29, A%, A22<¢9 DNA
‘bande 1(e]-5-Q1), 2(4£%Q), 3(51:8?1)"& Jeigleh 284 £ 4 Q%o Z primerdl 9
st} 2%d DNA bandd & di/l 84 olujelm, Asle 2%kb oldtdAN F2 HEHU
DNA bandd ZE3HE U2 259 primerd Wt 474 d=2A Jegen, primer C, D, E,
F, 1 & A43 A$os A2 22 band HAol Hl&stAl Ul ®, primer A, B, G, HE
AHER B 9ole A M7k DNA bandd ZHE F% 32 AZAEA oA Aolg 2t mia
A olFe AT ME A A DNA bande BE /% §2 HEHEZA UM Aols: vgd
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& =9 7t Ao el HA-EelH o2 AZEHE DNA bands FE o
A

Figure 1. Amplified DNA band patterns of Teaum, Soyvang and Soum samples using
primer A, B, C, D and E
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Figure 2. Amplified DNA band patterns of Teaum, Soyang and Soum samples using
primer F, G, H, I and ]
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A7A F7IM L] HHA FAaAs A

A fAAFd dPid Edety g O GrIAg
ol WA Yo sues 1 FAAT ol V5 FEA EE o= 4 daHd JdeAd
dg e gol gdA gA gk g LA 54 FAAE ddeR stof PCREY<
cHato] g2 F oA ZolF Hol: FolF ARyt ofd ERFA dud IAE
271 WS odE Aok o d olfE AFY Ao FEE TEee] T, ATH T
AA 7t FE 8 DNA band Zojd] 93 FHAA 54 9 Aol #4F 4 3= RAPDEA
qe Age AR E BEATAN 4 AR FAAA HFolF B Hato d 42
FAH Aol & 4 gon ol Ay Ad 7 % Sle #ZA-5c]2 DNA band

= ARnde BB 98 S8 248 4 9L A
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