A4 o) 8] 2)
1. of. Const. Med.
Vol.8. No.2. 1996.

FAAATHE o] &8 AP
R4 24 AT

MR -FEX - BHE"-HREIZ

2 ¢

VNTR % STR #42 $422 2% (DNA fingerprinting) oM AH&sle dhioz 74xe 48 §&
EX0o2 ste WHSFA L 7Iet f1E 4 AFoA Bo] 23 Ae FHH BA et E AFE
AP A Bdol ojaja BFE ZH AAE0] FAROE Ho|7t UsAE 2AKIY] sl zH A2l A
% DNAE W22 VNTR ¥ STRY B4& AAstedr At Zelgte] Aust 9 1 85 B
43 A58 AFEE BEHoE FAHUG 2 AFdA AAF MCTI18, YNZ22 locusE °] &3
VNTR #4eAe 4482 Jepd alleled] £E F3o] tfed ¥ut ohjet 7} AoX el alleled)
EENES AAE2 foFHQ Aol & BolA| it wbA VNTRE £4& ol&stdse AHdAA Wl
7HA AA 2ge dg fAF FAG L 28T FAA ol E A3 WVt o2l AR AlsHUT
34 alleled} $F7F A2 w2l 2 £ Aol VNTRe viaiA thedabr] &2 STR FollM & dFelA
£ THO13} vWA locusol thit ¥4& HAlgded 2 27 vWA locusdiMe 7 allele No. o X% ¢
Aol HAYE oA g Jehg

¢ GERBSTRT
T REAS ECB
Tt BEAEME BERRE MRBEH
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.M B

18943 T olA|npd Aol oJste] Ftd Apte]
gt Abge] AAE ", 4% He, 239 it
A2 ERstn 2z Ao dig e, ¥y, A
Y, A8 Gl o277 ME AAE Z3
olg YAl & F e AMEE WS AAE}
T SltH(1). @3 Ale RE dAL SR
Ho] met Yepvke Aoln, APl EolA #Ajshe
AR £4 QA KA A Fo WA)sof
Ue FA4olet & F Ut AP gy Adse
ARG HhHe AAAQ] W o 2A Tkt
ol A|AIso] Jlovt A@AYT} HEAJo] Hojag
g Ao B d7e 4 A3 S AAFAES
ol HollM HEsIm ZARst AAE ol 2 4
BAE Fol B3, AEF AAE A4 7
£ vtz A=

olzigt ATE AT #HH ¥4 ¥ Foe
DNA fingerprinting® (2)ollAl iE2 22 A}4-3]
£ Amp-FLP(Amplified fragment length
polymorphism) g (3)°] Sledl ° ¥wie A
A g HA PCR(Polymerase chain
reaction) 7' & ol&ste Roz2 A fAA
intervening sequencetio]l Za3+= tandem
repeat? Zo| t¥@A & EAMste el o
tandem repeat® YA core sequence?
repeating unit2 o|FojA Ued o} core
sequence?| WHE2 5o whe} do] gFAS Vel
ot oA F{H=2Z VNTR(Variable number of
tandem repeats)® STR(Short tandem
repeats) & 5 4 Sledl 2 AFdMe 7 AAS
FH3AQ ol AEs7] AsA APFA ARGy
o o3t ¥HE He, 2%, 229 2Ed gl
A Amp-FLPY ©]£% VNTR 2 STR B4&

AAEad.

I. =2 U oY
1. AMMHZY T ¥ HY MEo M

AVdAA e Aslgd FMFHAAATD
Aol 1996\ 4958 74970 UL E-1E o
2o IFFAYATAL JAATEY A3 dstn
o FohEte] At gndo] FFoR Yl
FH2 24 A7 AH8E QAT L I
7L A TFTe A dgn FejFdidte AL
Agtadois AAR A o] YX 799
MAEZ BE] 7 2mAd a3 st ALespdch

2, §Yo22H M= DNAY E2|

g 2mioll 4mi®) RBCL #%£%(Red blood
cell lysis buffer ; 10mM Tris-Cl{pH 8.0),
10mM NaCl, 10mM MgCl2) & ¥2 & 42 o
< 3,000 rpmells YA RG] HYFE A A}
2 AREY RYFE FeiHd YIF AAE
lysis buffer(10mM Tris-Cl(pH 8.0), 1mM
EDTA, 100mM NaCl, 1% SDS, 200ug/ml
proteinase K)1ml& ¥ 56ColA 2-3 Alzt o)
gtk 1ml9l phenold #718ld 2 5o £
o 8,000rpmeollA H4dEeisid AFHE Fst
1, 97]°l phenol W4l phenol-chloroform&
7hta 9] whg & wHEsit. 1 Ad dojd 4
Z99) 2ml9 cold ethanol¥ ¥z 42 do
DNAS HAdEo] 47l RS #A&Ud. DNA
AAEE #8] Zd2 2 Zo] eppendorf tubecll
&2 g dAZAAM 100-20049) 32 FF5l
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LAY, 29 DNAT Minifluorometer
(Hoefer Inc., TKO0100 model) & At&sle] A
ST

3. Amp-FLPROI 28t B4 HhY
(1) VNTR typing

2 AFdMe VNTR 4L Ystd MCT118
(D1S80) & YNZ22(D1785) locus?| alleles A}
a3t
2f8t PCR =
£ st AL primerd] A

oM

N HEsSE =
=
[+

MCT118¢

5-GAA ACT GGC CTC CAA ACA CTG
CCC GCC G-3' (forward)

5-GTC TTG TTG GAG ATG CAC GTG
CCC CTT GC-3' (reverse)

Reaction mixturet 10ng® blood DNAE
template® A3t F 2049 reaction volume
o2 g3 o] HEUG:

10mM Tris-Cl(pH 8.3), 50mM KCl,
1.5mM MgClz, 0.2mM dNTP, 0.3#M each
primer, 1 unit AmpliTaq polymerase(Perkin
Elmer Co.)

PCR 21& v23 2

A}4-717] : Thermalcycler (Perkin Elmer
model 2400)

Cycle condition : 95T 10 sec, 67T 10 se,
70T 30 sec, 27 cycles

Genotype 2% XA DNAZ 2ol& allelic
ladder= Perkin Elmer®l D1S80 Allelic ladder
g Fda AHgstg

=

22X O

YNZ229 &
< g 2o

5-CGA AGA GTG AAG TGC ACA GG-
3’ (forward) ,

5-CAC AGT CTT TAT TCT TCA GCG-
3’ (reverse)

Reaction mixturex 10ng9 blood DNAE
template2 AH23t1 % 2049 reaction volume
02 37 Zo] BHENUG:

10mM Tris-Cl(pH 8.3), 50mM KC],
1.5mM MgCl2, 0.2mM dNTP, 0.3#M each
primer, 1 unit AmpliTaq polymerase(Perkin
Elmer Co.) :

PCR & ta# 24

A}£717] : Thermalcycler (Perkin Elmer
model 2400)

Cycle condition : 95¢ 15 sec, 63T 10 sec,
72T 2 min 30 sec, 30 cycles

Genotype Z& <l B2 DNAZ 2] allelic
laddere sample DNAZ %€ F33sld A4319
.

Hate] A" primersl MY

2) Wolds ¥ A
A719%52 5 Zo] vertical gel systeme
AH8-8tg
Gel: 7%T, 2%C(MCT118),
3%C(YNZ22) 60mM

polyacrylamide gel, lmm thick

9%T,
Tris-formate

Running Buffer : Tris-Borate buffer

Gel Apparatus : Hoefer Model SE400(16cm
long)
A719F0] B F gel silver staining®.2 &

DNA band® ##&dth. & geld F75l
Ak ooflA 582 A,

AR

Ty

washing 3 ¥ 1%



— Akto|Eta|x| MIBA X2& 1996 —

oA FHF Aﬂ’-‘ﬂ & @ % silver nitrate £ (2g/1)
A 158¢ &S0 ¥ Fol, FFFE AAsn
sodiurn-carbonate-formalin £ (30g/1-0. 5ml/)

o2 walAlA DNA band7t BY w712 E50] F
Ack. 10% acetic acid2 ¥$S P33 FHFE
AH % gel dryer2 28 gels BH3lQch

(2) STR tying

2 AFdqMe STR EAHE& 9349 THOI
(TC1D) = vWAKVWE) locus® alleleS ZANSIY
t},

) H7|1gEE st PCR 3F =
THO19] $&< 93k AH2¥ primerd A9
23 oo

5-GTG GGC TGA AAA GCT CCC GAT
TAT-3" (forward)

5-AAT CAA AGG GAT TCT GGG CTC
TGG-3' (reverse)

Reaction mixturex 10nge blood DNAE
templateZ AH3-3lq % 2049 reaction volume
o2 g3 o] BEUY:

10mM Tris-Cl(pH 8.3), 50mM KCl,
1.5mM MgCl2, 0.01% Gelatin, 0.2mM
dNTP, 0.5#M each primer, 0.1-0.2 unit
AmpliTaq polymerase (Perkin Elmer Co.)

PCR 21 & &3 2o}

A+£717] : Thermalcycler (Perkin Elmer
model 2400)

Cycle condition : 94T 10 sec, 59T 10 sec,
72¢C 30 sec, 30 cycles

Genotype 2%l EA DNAZ 20| allelic
ladder= Promega®l THOl Allelic ladderg® +
st Apgstot.

vWAS FZ& 93t AL8€ primer?] XNEE
1250 dg=

5-CCC TAG TGG ATG ATA AGA ATA
ATC-3’ (forward)

5-GGA CAG ATG ATA AAT ACA TAG
GAT GGA TGG-3' (reverse)

Reaction mixture®] Az ¥ PCRe z=He
THO1# Tt

Genotype 2%l EA] DNAZ 2ol allelic
laddere sample DNAZ 8 £33l AL8-3l9c.

2) Woids A g4

THO1, vWAS Ad7Ng%L dgz o
discontinuous vertical gel system& A&
o

Gel : 8%T, 5%C, 60mM Tris-formate
polyacrylamide gel, 0.8mm thick

Running Buffer : Tris-Borate buffer

Gel Apparatus: Gibco-BRL Model
SA32(32cm long)

A719 %0l B9 F gel& VNTRY A% ¢
&7 silver staining®lol 2ls) 944, DNA band
g sy

I. A3 3 nF
1. MCT118(D1580)

MCT118 locuse 1% QA ¢ 9
Nakamura$(4)ol & Za7} %32 o|F g2
AFRES td2Z o] Jocusol i JTF7} o] Fof
A gk, MCT118 locust 5° GAAGA CCACC
GGAAA G 3’9 16bp(d71)E 71€ repeating
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unit2 s EAHQA VNTRY locus2M & A7
oM B, 4% 42822 £FE Z4 184 12
oo diaiA MCT1180 th¥t VNTR typingS 4
Alsted A1A 288 /A% A4 E Ak
Yutzo2 MCTI1182 16bp2 core repeating
unit7t 149 w83l R 168 FH 418 s
AL ¥4 F 2739 allele’} ZAske Aoz
Z2iA lx w2bA allelic ladder: 9 27%S ¢
a0 2 Atgstm gl

a3 1, 28 2, 28 e #He, 2% 4289
o thgk MCT1189] allele No. (repeating unit®l
R 7 Yebd 3, TE lde B, 2%,
2899 allele No.o £¥9} 1 ¥xE BAEY
. =BAA observed No. v HE, 2% 2%
zb A E 2AL Al 12964 23E MCT118
locus 9] allele No.9 ¥¥& Uehd Zolx, ¥lx
& JehllE frequencys 25 A AeldA ukg

Figure 1. Results of PCR amplification of
MCT118 locus of Taeum group
(Silver stained gel)
Lane 1—12 from left to right
M : Allelic ladder (Repeat Number 14, 16-41 from
the bottom)
example) lane 1 : repeat number 30, 31

FHXX|2YHE OIS ARdAES FHH 4 A7 ~

10 1 12

9

Figure 2. Resuits of PCR amplification of
MCT118 locus of Soyang
group (Silver stained gel)

Lane 1—12 from left to right

M : Allelic ladder (Repeat Number 14, 16-41 from

the bottom)

example) lane 1 : repeat number 18, 34

M1 23456

EE
tad

[ (lai;

e e it

Figure 3. Results of PCR amplification of
MCT118 locus of Soum group (Silver
stained gel)

Lane 1—12 from left to right

M : Allelic ladder(Repeat Number 14, 16-41 from

the bottom)

example) lane 1 : repeat number 16, 18
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Table 1. MCT118 allele distribution of Taeum, Soyang and Soum group

allele -3 (1-12) A%(1-12) £8(1-12)
observed No. | frequency(%) | observed No. | frequency(%) | observed No. | frequency(%)

16 1 4.17 1 4.17 1 4.17
17 1 4.17
18 6 25.00 3 12.50 6 25.00
19 1 4,17
20
21 1 4.17
22
23 1 417
24 5 20.83 6 25.00 1 417
25 1 4.17
26
27 2 8.33 1 4,17
28 1 4.17 2 8.33
29 1 4.17 1 4.17 1 4.17
30 5 20. 83 3 12.50 4 16.67
31 3 12.50 3 12.50 4 16.67
32
33
34 1 4.17
35 1 417
36
37 1 4.17 1 4,17
41 1 4,17 1 4,117

Lotal 24 100. 00 24 100.03 24 100. 03

B¢ % ¢o2 JehT o] ¥ RE THE A
AM2 ZAME 7 locusoll tialA f9h 22 Wae
2 YA 3y 9 TRl Yehd Hie} o]
B, 2%, 2599 allele?] FEE FEUAA
2ol Uehds allele No. 1804 FEHez 2
e Blad Ee Ao YegAlwt o ol
2 AAEZ FYAUA g2 BE S BolAe
& o2 Jepdd. MCT1189 7% alleled
F 2 TEYFEl dgstr] dFel MCT1189

o &2

typingg FaX= A AMAAY vtz A
3Fd AP F3H F2Y 2 28T FEF Aol

g 58 W17t ol e 2o2 Al8EUY.
2. YNZ22(D17S5)
YNZ22€ 178 Ao Hxj8le locus2A

Horn S(6)oll jaiM o84 @771 €23 | of
% genetic linkage 97, A& 74, Weg £ol
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AlA Bo] o850 4t} 7IE repeating unite
T0bpRA 2 AFolM 8E, 2%, 2802 ¥
FeE 24 2849 129 disM YNZ224 g
VNTR typings AAlstd A2 15¥ 438 4
#AdE ZAeAY. YNZ22E 70bpe core
repeating unit7h 1% ¥HERE 128 wkE7R)9)
1233 149 WE-E FA F 1329 allele?t &4
e Aoz ¥elA dxn WA allelic ladders:
9 13%< Yury oz A8t ook

1Y 4, 28 5 29 6 L TF 20 Jehd u}
o 2ol "HE, 2%, 259 YNZ229 alleled]
FXE MCT118% v|&3HA 2t Ad¥ =z 5379
TE ¥BE Rolxe ¥k YNZ229 A%
allele F/7F MCT1189] 27%d Hls) AL 13
ZFolojq Az oz MCT1189 Hls) AAY2 &
{02 ztol7t gle allele ¥XE BY 7HsAol

4
¥
Figure 4. Results of PCR amplification of
YNZ22 tocus of Taeum group(Silver
stained gel)
Lane 1—12 from left to right
M : Allelic ladder(Repeat Number 1-12, 14 from
the bottom)
example) lane 1: repeat number 1, 6

FUXXISYS 0S8 AMHTe| RAH 24 ofF —

S
v
i o

5

(L cec s

[4
-~

ui [ ] \ o
W gh ) J |
B
Figure & Results of PCR amplification of YNZ22

locus of Soyang group(Silver stained
gel) :
Lane 1-12 from left to right
M Allelic ladder(Repeat Number 1-12, 14 from
the bottom)

example) lane 1 : repeat number 4, 6

M1 23 45 6M 78 91011 12
¥ 3 > IR o

Figure 6, Results of PCR amplification of
YNZ22 locus of Soum group (Silver
stained gel)

Lane 1—12 from left to right

M : Allelic ladder(Repeat Number 1-12, 14 from

the bottom)

example) lane 1 : repeat number 5, 7
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Table 2 YNZ22 allele distribution of Taeum, Soyang and Soum group

allel g2(1-12) 2%(1-12) 2&(1-12)
observed No. | frequency(%) | observed No. | frequency(%) | observed No. | frequency(%)

1 4 16.67 4 16.67 5 20.83
2 1 4.17 1 417 2 8.33
3 3 12.50 1 4,17
4 3 12.50 5 20.83 3 12.50
5 3 12.50 5 20.83
6 3 12.50 4 16.67 2 8.33
7 1 4,17 1 417 1 4.17
8
9 2 8.33 1 4.17 1 . 4.17
10 1 4,17 2 8.33 2 8.33
11 2 8.33 3 12.50 1 4.17
12 1 4,17 1 417 1 4.17
14 1 4.17 1 4,17

total 24 100.01 A4 100.02 24 100. 00

de Aoz Jidstg oy dA] uizka AR i
{2 ¢&d7ldde alleled FF 2 2 ¥
o] g Rez Vel ti¥-F9 VNTR loci
A% o] MCTI18 ¥ YNZ22E alleled} 25
7} B2 7t allele®] £ 4ol thdsld st
AEg A 544 2AYozE APsht, 4749
a2 YA HAL §FHFH AolE {33
W7lelE alleleel £F 2 I ¥/ YT dgsidd
VNTR® typingg ol &skdA e AMEx A |7}a]
A 28 g fHA Y L 28T §8R 4
oldE 5l W7}t ogE Hog AlE ST

3. THO1(TC11)

THO1 locuse 11 €44 Human tyrosine
hydroxylase geneol] &jste o8 Wz o,
Puers 5(6)S F&dM B Ao sy &
T=o] 4k, THOI locuse 5° AATG 3'9

4bp(H71) & 71& repeating unitZ 3= HEA
ol STRY locus2M & AFolA &S, 2%, 2%
oz ¥RYE Z a8Y¥ 12U WidllA THO1l
i3t STR typings AAIEH] A4 288 /34
FaE ARG gebEdog THO1L 4bpe
core repeating unit’t 5% ¥HE-RE 114 uHE7
A 759 allelert EAlsle ez %A 3z
a2 allelic ladder® 73S ¥utzoz 143}
1 gt

a8 7, 2% 8, 1Y 9olle HE, 2%, 239
o tg THO19l allele No.7} Ueht 3, &8
e 82, A%, 42599 allele No.o %9
a2 YEE BAEAT. 28 R SHo Jehd vis}
2ol HE, 2%, 2299 alleled ¥EE allele
No. 994 Z§¥o2 1 NE7} ofF & e
eI 1 oj9jelle 7 MY FdUA o
2 Y S BolNE @& Aoz YeHyY,
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0|83 ApatxiE el

SHH A A7 -

Figure 7. Results of PCR amplification of
THO1 locus of Taeum group(Silver
stained gel)

Lane 1—12 from left to right

M : Allelic ladder(Repeat Number 5-11 from the

bottom)

example) lane 1 : repeat number 9, 9

8 9 10 1112

Figure 8. Results of PCR amplification of
THO1 locus of Soyang group(Silver
stained gel)

Lane 1-12 from left to right

M : Allelic ladder(Repeat Number 5-11 from the

bottom) '

example) lane 1 : repeat number 9, 10

M2 34 6N 7T 8 9 10012

Figure 9, Results of PCR amplification of THO1
locus of Soumn group (Silver stained gel)
Lane 1—12 from left to right
M : Allelic ladder(Repeat Number 5-11 from the
bottomn)
example) lane 1 repeat number 7, 9

4. vWA(VWF)

vWA locuse 12¥ 944 Human von
Willebrand factor gene9] intronell #3lsk= A
2 #83om, Kimpton $(7) & TM B2
/\].al_‘?—_o“ &M I polymorphismol AFEo &

Figure 10. Results of PCR amplification of VWA
locus of Taeum group(Silver stained gel)
Lane 1—-12 from left to right
M : Allelic ladder(Repeat Number 13-20 from the
bottom)
example) lane 1: repeat number 16, 17

th. vWA locus® 5" ATCT 3'9 4bp(871) & 7
E repeating unit® 3= STRY locus2A 2
ATolA Hg, 2%, 25022 2FE 4 154
1290 dislA vWAel g STR typingS 24
o] A 2§ fAFE 2R E 2B o
WAooz yWAE 4bp9 core repeating unit7t

— 159 —



— Apoigte|x| MgA XMi2Z 1996 —

Table 3. THO1 allele distribution of Taeum, Soyang and Soum group

alleld Ha(1-12) £%(1-12) £25(1-12)
observed No. | frequency(%) | observed No. | frequency(%) | observed No. | frequency(%)

5
6 2 8.33 3 12.50
7 3 12.5 2 8.33 5 20.83
8 1 4.17 1 4,17
9 18 75.00 15 62.50 18 75.00
10 1 417 3 12.50
11

total 24 100. 00 24 100. 00 24 100. 00

Table 4. vWA allele distribution of Taeum, Soyang and Soum group
llele e (1-12) 2%(1-12) £8(1-12)
observed No. | frequency{%) | observed No. | frequency(%) | observed No. | frequency(%)

13
14 1 4,17 8 33.33 3 12.50
15 1 4.17 1 4.17
16 8 33.33 4 16.67 6 25,00
17 3 12.50 5 20.83 10 41,67
18 8 33.33 5 20.83 3 12.50
19 3 12.50 2 8.33 1 4,17
20

total 24 100. 00 24 99.99 24 100. 01

139 ¥hERE 208 WHEZRQY 8% allele’t &
Aoz 22 Uz wetA allelic ladder
8% YWtH o2 A4t et
1@ 10, 28 11, 28 120l& &L, 2%, 22
ool tig vWASQ allele No.7F Ueht 9z, &8

ZH 3t

4ol &

o /\oh
j=X1]

]
a5

9] allele No.o ¥X9}

2 ¥N=E FAEY 2y € = yehd uie)
S 2%, 2399 allele

2ol yWAS 7%=
X7t 2 AAYE vay g
oM & allele No. 16 W=7} £& AL
+<& allele No. 14% &

o Hs
2 UepgA 2909 3

X s BA

[¢] O \
+9 3

o
L

9

()

allele No. 17¢] 2 ¥l=7} 714 ¥
Aoz Z+2} Jepgt). olYolx 7} allele No.
X o] AAEE i g2 Jepde

VNTR % STR #42 DNA flngerprlntmg

Hollq M5

oz QAe A 5 2Ho

2ake HASA 2 V18 #38 BY Q70N B
o zolx glth. & AFE LA Bl o3
A ¥58 4 AAE0] FAR2 Aot AT
zA817] 93l VNTR 2 STRe) ¥4 4xla}
oAM Apgeistel Aust 2 1 Y4E5A BE &
84 ARE NTYL 24z 2. 1 2
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Figure 11. Results of PCR amplification of
vWA locus of Soyang group
(Silver stained gel)
Lane 1-12 from left to right
M : Allelic ladder{Repeat Number 13-20 from the
bottom)
example) lane 1 : repeat number 16, 18

3 VNTRY A%< alleled 77} %12 2
alleled] &% @do] ttokstd VNTRY typingg
ol&sldM e AMEA A W7k AF 2§ dig
AR FEAH € 2R 438 BoldE 39
W7i7h oel e Aoz AlgsHdzn, Adxez
alleled 77} Ax watq 1 BE ¢4
VNTRel Bl&iA thesta] @& STR FollA vWA
ot 20| 7 allele No. 9 X o] AA¥=2 o
& o924 vehde STR locusE AHesta] A2y
sample & 1007} o]4 dAdd STR tyings
A Fo 2 A3E FAAY &9
heterozygosity (123 Ex) 2 FAFPB g
4% 4% Yetw s PIC(Polymorphism
Information Content)%t & Zt MAY=2 1=
st M RPN AL AAH AolE AL &
F AL Aoz 7igqdd

ZHA| g5

2 9472 gad Be 588
4 BB F45AL9 SN A2l

8 ARAIEIS| RHA BA 017 —

6 M 7

8 9 1011 12

Figure 12. Results of PCR amplification of
VWA locus of Soum group(Silver
stained gel)

Lane 1-12 from left to right

M : Allelic ladder (Repeat Number 13-20 from the

bottom)

example) lane 1 : repeat number 14, 17

Soll =g,

g2 g 8
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Abstract

Genetic Analysis study of Sasang Constitution Classification by
DNA-fingerprinting methods

DongWuk Cho, HwangSung Cho
Korea Institute of Oriental Medicine
ChangSoo Lee
Depart ment of Biochemistry, Kon-Kuk University
ByungHee Ko

Department of Oriental Medicine, Kyung-Hee University

VNTR and STR DNA typings are typical genetic anaiysis methods which are widely used in DNA-
fingerprinting for forensic science and other genetic research purposes. In this study, genomic DNA of
different constitutions(Taeum, Soyang and Soum) were analyzed by VNTR and STR DNA typing to
provide scientific and objective references for Sasang Medicine. It was found out in this study that
VNTR-MCT118 and YNZ22 loci showed too many different variation of allele distribution and numbers
for each constitution. Therefore, it is thought that VNTR typing can not be used for genetic
classification study for Sasang Constitution which classifies human body into 4 groups. However, vWA
locus, one of the STR loci investigated in this study, showed slight difference in allele distribution for
each different constitution.





