g X
I.M 2
. H2CHA S Hi
m. HAPAA
v. & 3 &
v.d =
A DNES
JGRxE
LM &

Watson® Crick™°] DNA(deoxyribonucleic
acid)®] 2% YXTZ2E ¥ oldl F43A
s FAAESS At FAE(human nu-
clear genome)ell W3k f-HZRo HHAHQY &
Yo Ry dAHdez Axg F4%1 e
DNA9 #4& 7}53tA sttt 28 22x, &
A g AHete] g & Wy fH4
9] F2Y 71%E B AZUA olsiE 4 A
HAx ozt 9 g BofdFe Ao HAS
M gen, 53 ogtHog 27t AR HE
I} & X3 2HE ool o el A
o ol & fthd] g8 AMgE T JdnBT Y
o)A s A Hel = theFatAl 2 gstm AT

#Z9o] DNAEA 9] ety §8-2 Jeffrey
§9Eo] DNAS] @71 F2olM 2k A A ket
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o] &3} short tandem repeat
AE g

" HlE

MZ & §3 A AFEL FEYE &
AHrestriction fragment length polymorphism
pattern ; RFLP pattern)& @231 Alge |
T3 o] BE MAZE dolFE B ol FA
AR B(DNA fingerprint)ol2tz HHgdo sy
AlZtE| ). ol & DNARY-E 5§ EAAEE
A & Hejghiolo glojA §AA QL4
4, 7tEAA9 79 22ln A4 2P S
AFHoR o] &H1 gt

dubR o2 §AR FEA AHgenetic marker)S
o] 83 Aol F2 2ole EAABESH WY
22% %719 Southern-hyhridization®d*#* s}
1980 ) Sute] AR S¥ELuHY (poly-
merase chain reaction ; PCR), PCRE & $43%
minisatellate variant repeat-PCR¥* (MVR-
PCR), mitochondrial DNA sequencing'"® S-9]
At ARl Aol o] BEYH 7] ThiAH
ApY Brh & tidAde] RFLP-VNTR (vari-
able number of tandem repeat)¥} Southern
-blot71¥ & o] 83 DNAZAIgEe €4 o &3}
Ao}, 1A Py FHodq ot
RFLPZHAE B2 A|7te] A8 5™ Ao
el F &g A3E dohfr] HAdted = Southern
~hybridization'§ | A & t}&¢] 298 (multi-
locus probe)& o] &8l 4-¢ wedH el vlzH
B2 4o BAHA ¥e 28 DNAZF 293t
3 ©zbe] Z 2 -$H(singlelocus probe)& o]&
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& 739 4+ ngo] DNAZF B 83tA €. ujet
A Hegty g ARl glo] &, B Ep
2712k Aaste] HojE Xope Zo] FA%9
DNA¥%te] F&H&e Z$e old3d FHAAE
Hg A gspr7t 2dsAGY. 28U PCRY
< 4] ngoldte] DNAZR 83| &4 /4
g BME 4 gl7] dfFel 71&9 Southern-
hybridizationgd 2.2+ E7l53 BAS &
Qe & FAagolet AR

Mullis Sl 98 ztd PCRYE EAYE
g1 71 F AFAH? Sojiel M e
DNA®AH Y sz, 4EA9 AF DNA
(genomic DNA)Z5H 539 DNA AALE
Aol M Moz BEAstn FETCR
A, BAZE ol B4 fAAE ddg e
A5t FAA di FEE dojie 71
olth, PCR 71, Al¢k 12im o] w3 o
Bol ZZ g DNA 2o tig G714 E £4 ¢
BH3E oy FokoM PCRYY EHol4dx &
0] &2 FUtH 3 o, #A PCRE o] &
3 DNAQ7IME #4 & £4dlole] 4 74,
#A2 ©3 A (polymorphism) 4, DNAY 7]
o] MgtA Wzt Ao A ANS 2
98" Ak o gits] 491 UG, o
3 PCRE<S Yot Eoldl HLHo F2
VNTR %34 & Yellle 53 fFAz9T 5
Z ArldEstd FZEH HolvhdE A (ampli-
fied fragment length polymorphisms, AMP-
FLPs)Z AAstmZa AFuhyd ol Aol
AR B2 Azte] 229UD FH South-
ern bloty ol Bl&] ¥lwA 7tetAl VNTR +4
el AL A 5 A AP

ey VNTR 439 tigdzre] Zolrt
- & AF FEo| BT ¥ olE 1k
o] DNA7F Z23dx DNA7I 9 &3H AMP-
FLPA A &At%o] 2k dHfFdae FE5Y
A ] & e e FE5A g4 =
RFLP¢} o]l DNAS ®Ad gg WA g
¥ DNA7} ol=A % WA= dae VNTR #3
AR FA4ge] AL H-Fdzs FFo] 7t
8t7] wgel oleigt wHE JJETY 1t
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He FAAAE FuAl st 77t JYPHA
M Aol7t 3~7971789 &L wE MEE &
& 8% 9l 4=mke short tandem repeat(STR
) FAFY 7 A 1 o3 e STR - HFAA=
AR AEZA DNA A EHAL AAAE, A
AR 34 B wEsl A4 ok

Azt AlES <F 500000712 STRE Z#ettn
Prlsln glon®® oTR gsxztgdE A
Azl Tdstzn FxaA x50 A,

STR #3439+ 52 34 FAAEA 9
o] 0] @i PCREE0] 7537 wiFol e
A A 4 L FAANE AT At
o, g VNTR FH139] o vlated 27171 7]
7ol AESH AAZEEH F£2T & e
DNA7Z} A gtslo] $IA Y DNAZE fEdog %
AL o BH f85059 wa gutmo
2 SEA89] A7]71 3509714 ol AN
o2 VNTRY 9Bt PCRS & 2% DNA 2E
F8A0 Eu AVEE F AALEAE 39
B8l HAEFo|Ade] 71&9 ethidium bro-
mide G4Y Bt} 31 27PEAMIH (autora-
diography) 2t} A gA17to] For WA F4
Qe A1 gole He FHel Yot
2813 STR #3&9 AL Sold dE#
AAL A 2 specific allelic marker)E &7 A}
£33l FAAFHR HFAao] thedta A GH &
A28 gzt VNTR-Southern hybridization'd
o g FesiA P At HMo] 7h53t
q_6,43).

Edwards $'9& DNAZAL 2 #342 A&z

g 43 FARe Wizt F¥ F84 £ A
gL 98te] A2 trimeric, tetrameric STR&
A7sted STR HA#971 i $ 3 Ae] &1
FASHA A=Y fA Azl #8351
t}5%3H g 293 (multiplexed PCR)°] 7Hs g
< 231819 3, Hurbert & STR #4297}
Hals Bz o|u denaturing A& AMESEA] &
1 gd Ao BAME + glen STR #4
oo GAAE FAo] Fdghe] ek g o)
S o] AL FH3 oE DNA AAGY
Hojghan Al FHd fEsittn 3



Stewart 57& 443 184 STR F4AE
o] &3ta] FHAY Fof st Wilson B ol A
At AHAL Ao R ZEE DNAE o] &3 o
SA4AE 99%013e FFHE ZHE Aolgtn
B3stgdd, ®3 Hammond S 13709
STR f4# ¢4 PCRE o] &3l DNA #HA}
£ A3t STR FA297F 1247, el g
A g g oojskd g Yt Al iz
st AT et WA A e,
Alford 52 971¢] STR #AHE o] &3 2
ARAHE A#sd STR FA2907F 7129
VNTR #3&9& o] &8 iy §84, %
g4, vizkde] w1 4143 e At
Bastgdrk Schmitt $°'& Hoata HAo ¥
g A% FAA HAPg ] el VNTR STR
o dEy e vmetg e M Ve gl
STR E4Ae] DNA 8 &40 @8] Ead
v} gich. E$ Nishimura %2 FI3B ¥
D1S53, Zulinai $°%- LPL, Wane $& AC-
TBP2, Watkins £ ACTC, Hearne £%%
& HPRT 2 CRYGI, Puer 222 HUMTHO!
3l FI3A01, Lorente £23 Kimpton 5%&
HumvWA, Edwards 5”& Human CD4, Po-
lymeropoulos 7 & CYP 19, TH, FI3Al,
HMGI4 9@ TRMI, Bodfish $'”¢ SPTAL,
Anker Y& hTPO, Grangvist & GLUTZ,
g =Weo THOI® CD4, HumvWA, HUM-
THOL, B Y& CSFIPO, TPOX, THOl 5 <&
STR Az el dig dd 214 2 FH23
o By # AFE Bt

Helstz Zjolade] ZYA o]&H1 e
STR #3&9 % 34 Fi13A01 FHAE 4
A A 6p24-p25el] #*]18H+E human coagulation
factor XIII A subunit F+3224 [AAAG]E
e A7IMEE 7R o EA 32, 4,5 6,
7.8,9, 10, 11, 12, 13, 14, 15, 169] % 147) W
27 g en 72t gy Rty dole
181bp(base pair)ol A 5-E 231bpoll & @5 wT+
o] ¥lEe FAARYE Fo] HaHIoy 3t
ool A o] o] the AFw= Ha Had v} gl
.

Hejgha dad 9 AXAZLFHA] VNTR
3 STR #4399 o8 FAxE HEsld 2
A& AYstA =Hed ol & HalMe A 747
of fAztel it PR LH, FHAY
o] Wik, ety Sl g 7| ZAEE HHste
Aol Magsglojol g} ulely B AFaE
STR 429 F13A019] o83 o] &8 93}
of el Aol A FI3A019 thE Rl Hx
2 FHAAE EXE Pt B UFoA e 29
W el vyl AA AFHA N2AER &
st B A+E st

O K70 U
A 00

Mz QA Qe FFd AFste T
A A 205EE JdTUNLE o Ay
1.5m¢~2miE Af¥ate] ALE-3H L

B. ¢iai

1. DNA %%

AEE AE 1.5m0~2meo] 3~4me] A7 &
8] 2+ 4(0.16M ammonium chloride : 0.17M
Tris = 9 : 1, pH 7.2 & &%38led shaking
water bath(Mono-tech co.)ollA ¥Hg-(37C, 15
EIHAIZ o A4 E21(1,500rpm~2,000rpm,
15% : HA-1000-3", Hanil Science Industrial
Co.) ¥ AY 77t &3l 4E5HE A A D 6~
mie AT el dE dof oA T A E
A& Belshe 34 & HHES T o gA dolA
WE T dolgl & 2me] phosphate-buffered sal-
ine (0.01M phosphate buffer, 0.0027M potassium
chloride, 0.137M sodium chloride, pH 7.4 at 25C
; Sigma™) o2 Al H (1,500rpm ~2,000rpm, 10%)
sttt Ao FH Aol 5008 nucleolysis buffer
(10mM Tris-Cl, 0.IM EDTA, 05% SDS, pH
809} 1548 Proteinase K(10ug/ut ; Gibco BRL
®yz "rlste] & 881 shaking water bath
ol 4 wFe-(55T, 2A1ZDAIZ] & Y4 E=1(1,500
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rpm~2,000rpm, 18)3tth A2 HAA A 2
ZHZ 33l AEE eppendorf tube (1.5m¢ ;
eppendorf®)o] &7 @3tk AT FEolo)
20040 5M NaCl(Sigma®)&9-& go] & 3E
I A4 E2(12,000rpm, 10% ; Centrifuge 5415
C, eppendorf®) & T & A2dL oA ga
eppendorf tubeoll &711L o719 100% o &g 1
nS Wolx & EFSAUT. oW dojA DNA
712E 1m$ pipette tipg o] &3t Nz $
eppendorf tube2 &371 thg 70% A &-&2 A3
(12,000rpm, 108)3+d 1Z7)(model : SDO -2,
Sae-Kwang Scientific Co.)ollX #AZ(70C, 15
BIANZI 20008 B SFFE F7IeI.
2% DNAVI 2348 S50 2 =
shaking water bathell A ¥+2(37°C, 242 7H)A] 7
F BARH s

2. DNAS % 23

PCRE 3l7] Ao +%44€ DNAS 279 357
5 1008 A3 ohg 29 E37)(Ultro-
spec® 2000, Pharmacia Biotech)Z o] &3t 260
nmell A &} &34 % (optical density)<t 280nmol) A1<]
325 289 DNAS 1 1009 ¥lg2
HMF e A4A9 Ao ma dolx)
€ 260nm, 280mme} FFE=FXE DNASE 2
TEFEE ALY THDNA ¥ = =260nm0.D/0.023
X 8 Ml &, DNATSFE=260mm0.D/280nm0.D).
T& % DNAFTEZE o] 43l 10ng/ulo]} 20ng
/e 73 DNAE RHE0] ol & A AWHS I
o] 83} o},

3. PCRell €13 F13A019] =&

DNA® PCRZZ2 FI13A01#4 = Lato]d
(5"-GAGGTTGCACTCCAGCCTTTGCAA-3;
forward primer, AAAG strand®} 5'-TTCTG-
AATCATCCCAGAGCCACA-3 ;reverse prim-
er, CTTT strand; Promega®) & o| &3l PCR
7171 (Perkin Elmer DNA thermal cycler 480%)
FAA &3 2ol PCREFES +3sgt}

Zt PCR £8El+& 10ng/utol} 20ng/ul 5
=9 DNAAIRE7} 242} 25u(25~50ng)N X3
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91, 242t 1uMel primer, 001 unit® Taq
DNA polymerase/ul(Promega®), 10X Taqg DNA
polymerase buffer(500mM KCl, 100mM Tris-
HCI[pH 9.0 at 257C], 1% Triton® X-100, 15mM
MgCl,, 2mM¢] Z+z} dNTPs; Promega®)7} X
FHAeH HF £FL Hu Yt

Lo WMxHL 96TAA 287 pre-
denaturationx 2l & F 94TColA 183t dena-
turation, 64°Coll A} 1¥3} annealing, 18] 3L 70C
oA 1589 extensionHA L 108 ¢33 F,
0TCAM 18, 64Tl 18, 70CTAM 158
Z702 208 ¢t F 3038 AL A
# DNAE ZZ34dh

4. A719 %

PCRE FZ¢ DNAAE 25us T3] 2wl
%%¥ loading € 9%(10mM NaOH, 95% forma-
rhide, 0.05% bromophenol blue, 0.06% xylene
cyanol FF; Promega®& &¥sto] 95CoA] 3
¢ A F LM WA oL ™
urea(Promega®)7} E3HEl 4% denaturing poly-~
acrylamide 7 (acrylamide : bis-acylamide = 19
D173 A 40 Watts2 1413 30E-5¢ A7 A F
3t ot

A719 5 AL 2087 10% acetic acid2 13
& F g4 fH(05g silver nitrate, 500mé deio-
nized H20, 750ut 37% formaldehyde)ol} 30+,
a2l3 84 £9(30g sodium carbonate, 20044
10% sodium thiosulfate, 1000mé deionized H:O,
1.5m 37% formaldehyde)oll A} 2~5%3t 228}
o ZA4s= DNA ©H$ FI3A01 iy f4x
Eo]4d %2 AH(F13A01 ladder, Promega®) s} ¥]
wsted FI3A01 fAx99 g FAES
8k ot

5. BAEA

2 A7 E &2 2067 o s FI3A01 &
HaslelA HEse 3289 ¥t Hardy
-Weinberg Equilibriums X3 A& <ls}
7] & R FHEX) 9} Zzte] QP FAR
H2E ol &3l A& 7Rzt extol] g



Table 1. Frequency of F13A01 alleles

Number of alleles

allele observed allelic frequency
32 149 0.363
4 43 0.105
5 26 0.063
6 191 0.466
7 0 0.000
8 0 0.000
9 0 0.000
10 0 0.000
1 0 0.000
12 0 0.000
13 0 0.000
14 0 0.000
15 0 0.000
16 1 0.002
all 410 1.000
h 0.639

h ; allelic diversity value = (1- ZXi)(N/N-1)
Xi ; allelic frequency, N ; sample size(205)

oA AAE x? testE o] &3t APt
T gABA gle F A Y /14
A8E A & FES NAAEH (power of
discrimination value : PD)2.2 YEh) & d] PD
= 1- SP{ (Pj ; genotype frequency)e] &2]*810
o7 Falgon digfz X}E}"“* allehc di~
versity value)& h = (1-2Xi") (N/N-1), (Xi ;
allele frequency, N ; sample size)9] ’51} 10)0 o=

Tatsith.
. APMN
A. F13A01 REXRIC| (HEIKESAL & KT
& Hie

2ol 2053 & e g2 FIZA0 #3395
PCRE ZZ3&to polvacrylamide 2 Aor A

Table 2. Distribution of F13A01 genotypes

Genotypes Number observed  Frequency
32-32 27 0.132
3.2-4 15 0.073
32-5 14 0.0638
32-6 65 0.317
32-16 1 0.005
4-4 1 0.005
4-5 4 0.020
4-6 22 0.107
4-16 0 0.000
5-5 1 0.005
5-6 6 0.029
5-16 0 0.000
6-6 49 0.239
6-16 0 0.000
homozygote 78 0.380
heterozygote 127 0.620
total sample 205 1.000
PD 0.804

PD ; power of discrimination value
=1-2 sz, Pj : genotype frequency

719% F AL d4¢ oo A% 25
F13A01 fA&9oA AAd gy fAdxs 32
4,5, 6,16 5 & 5707t vepsthFig. ). 2 %
HERAA 6L 101702 SANE} 7H3 B9ke
53 (0.466), P2 4& 4370(0.106), HPH-A
2+ 3.2+ 14970(0.363), th 42} 5& 2671(0.063)
ZF BRHAR, 7P 28 #AEHAY Uy R
A WA 16(0.002)°) K Table 1).
283 F13A01 #3239l B = e faat
e 2833 A (homozygote) 7} 4F0) 1L, o]¥
A &4 (heterozygote) 7t 7202 2% 11E€9]
AR FAHJT 2 FAAY FoM 32
-6 o] 65 (031728 FAAE Hwst AR
%3, 6-630°] 499(0.239), 32 328 0] 274
(0.132), 4-6%o] 229(0.107), 3.2-48°] 15%(
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Table 3. Hardy-Weinberg Equilibrium test of F13A01 genotypes

Genotypes No. observed(frequency) No. expected(frequency) x
3.2-32 27(0.132) 27.0(0.132) 0.00
3.2-4 15(0.073) 15.6(0.076) 0.02
3.2-5 14(0.068) 9.4(0.046) 2.25
32-6 65(0.317) 69.4(0.339) 0.28
3.2-16 1(0.005) 0.3(0.001) 163

4-4 1(0.005) 2.3(0.011) 0.73
4-5 4(0.020) 2.7(0.013) 0.63
4-6 22(0.107) 20.1(0.098) 0.18
4-16 0(0.000) 0.1(0.000) 0.10
5-5 1(0.005) 0.8(0.004) 0.05
5-6 6(0.029) 12.0(0.059) 3.00
5-16 0(0.000) 0.1(0.000) 0.10
6-6 49(0.239) 44,5(0.217) 0.46
6-16 0(0.000) 00.4(0.002) 0.40

homozygote 78(0.380) 74.6(0.364) 1.24

heterozygote 127(0.620) 130.1(0.634) 859
total 205(1.000) 204.7(0.998) 9.33

025 <P <050, df =13

0.073), 3.2-5% o] 149%(0.068), 5-63 °] 6% (0.029
), 4-5% o] 4%(0.020) &olH, 4-4, 5-5, 3.2-16%
o] Z+ 15(0.005) 2.2 7Fd M=rt ¥eka 4-16,
5-16, 6-16% 2 YA ekt Table 2).

B. F13A01 SEXRA0M HMC= RUAA
HICO| ZA

]l F13A01 329 FAx8 e
FRRAI 4T3, o|FHFAI TEoR
F 11%9] fHAEe] #AHY 4 FHA3
o] ¥z 000590 5E 0317712 & vrebytt
(Table 2). 8=<1 2059 thal FI3A01 A2
AellA wEEE FHAEe] ¥TrF Hardy-
Weinberg Equilibrium$ #3|8te A1 & #9213}
7] A3 frod A2 A8 A= Table 374
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2o ol@FA e TFHIAY F BFAe
12798 3} 783012, 7IhA & 247 130134 746
ojem ztzte] fAAF e wEA 9 7IRA &
Bl A3} @A} 7| A| bl & FARA 2
2 fAg Aol7t A P>0.05).

V. &2 % 0

DNAZALE A7 2 Hejge A /i
A3} o] 2 gol| A Fo ZH(sample-source)] 2
A, 2 A, a28ln E5EA(pedigree val-
idation) 5l #&dH?. H2 Welgd DNA
Ao 24 713 ol o]&=5E VNTR #
STR #EA A= A& A =2, 714 4,
MAAE B fa Ao ZYA AHEE T
A% 23 e tEAe STR #azdE



< FAAEA BHE A 7
71944 e g3stm PCR
g+ 9ew™ T2 DNACA
FAAE B3] Y8 Zelolay
otutol= A A7|GEy AAredAMo] ol gg
= AH? =g 37 TR H(size marker) 2
5ol /A ZaE 88t gyaA
o] AME deEAg £ glon ol uhy
€2 Edwards 579 98] STR $H&9¢
HPRTB, HUMTHOLl 4, Puers £*¥9] o3
HUMTHOI®A 71&€ wb Ut}

FI3A0L A 29le 72 & 14709 iy
A7 dA dn 2o gyPsAxEe
I e HHEG7|qE e whEge) whaly
BHE o] & & 9 microvariant7} #Ey
£, ©] microvariante 58 ¥HEEE G719
< X¥ste dgadxe uEde]l Bus
FH 22 (flanking region)ol| Al 6702 & 77} A
A= o} (HUMF13A01 W42t ; [GAAAL 1
GAGTAAAA, €717} 2t41 € 181bpe] Wi g &4
Zb 5 [GAAAL -——---AA) A7 5 4] 34 wtE
He @719 S 2dstn 249 4717 e
HHFAATE o] 537 wEd ggsdn
323 FHET®Y, ol& 19939 wWUAdM &
¥ DNA Commission of the International So-
ciety of Forensic Haemogeneticsol) ¢l &l #| 24
STR #Az9e] ZF Fo B3 242
wE Aolt}

54 AR AP FAA} B =
BEE WHAAA ¥ (allele frequency)E &
Alshedl, o] AL 3 fAAG] SHA by
(genetic diversity)& &8 3He 71829 2| Fo|
o olE e dHFAA IS E o] g3t A<
AE7dolrie] Wolg BA3to @4 719144
AP 88 + Ut 2l 594 559
ol @A degslolol & 21 ¥ SR thy
dA LHEE= B4 FAY] gPaAx v
=7F Aol Al 283 vg Adds 1
Herk gdstA #xE%E Hardy-Weinberg
Equilibrium gefell A&7t AR o= ojof
&t ol & 9% thee] R o2 RE FAdaA

I8 o H

o4 EAjo] "y}

el 20599 A F13A01 S48 5709
HHFAAS o] P HAAEZREH BF 758
15709 F4AY 5 11719 @8] A2y
AL, EBA gl F AN 2L 54
AEE A G FEQ AAAEH L 08U
Heton fReE o) dyqgAst 127742 o
FHTEE 620%E Yl Hardy-Wein-
berg WA ZASAM A" 2o (1307,
634%)%k & 227t glgo] oAt d=9
2057 < i3l FI3A01 Aol wdg=
#+448 9 ¥l=7} Hardy-Weinberg Equili-
brium& FA8h= A& <1817 & Table 3
I ol Zk fHxgel fEA e 2t Yy
AR g o &3le] A& 7R 7te] 3}
e ol 2EE A8 10 test® & An 54
greg fFoye] ggo] WaHHp>0.05).

JHEZ E ApoM EA FES §AF
o2 A BydozRyH F2Hgon w
F @] Hardy-Weinberg Equilibrium 4}ejol} 9l

€ 7Pt & dFolA BEE fPsAA
HEgE o)&dM AAFHE HES(o]dHY
=, WEFAA oy, AQagy 598 A4t
g Ao AHgol "L A

Table 4& 2 AFr AL FZAdgA g
FI3A01 W& faxte] Wie g ¥iste o vl
S DelAM F13A01 432909 g g2 »l
EE Uehi 1 ek EdelE ddsAa) 16
< A F 1309 PP FHAE B 7MY o
FEHA HEFAAE B2 F ddm =Y =
FFAIQbA A 127], vls FhAIQkel A O7f, @A)
HAeA 870, ofrlollel A 770, D&M 6
hel olm B Afe|ME 5709 iy Apat
of #AEl g e KA theky
(0639)% BATH,

+ AN e Q@ aA= 7 8 9 10, 11, 12,
13, 14, 15°] #&HA] sk} a2} 2o
A BAE A Gdd WY HAR 8RE 1574 =
OE ISR o}F e viva BaswglA
U #2354 G B oA gaEx

e AR $71 Be ogE AN
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Table 4. Allelic frequency of F13A01 locus in 7 race groups

race Korean Gem?n Amen';an Blacks Mexif:an— Asians Japanese
allele Caucasians  Caucasians Americans
32 36.3 55 33 11.1 254 2718 32.8
4 105 1.8 20 57 10.1 87 9.8
5 6.3 187 192 34.0 16.1 103 2.8
6 46.6 325 345 146 199 50.8 54.3
7 0 3.9 325 20.3 26.2 0.8 0.1
8 0 1.2 06 7.7 08 0 0
9 0 0 0 11 0 0 0
10 0 0 06 0 0 0
11 0 0.3 0.3 11 0 0
12 0 0.3 0 0.3 0 08 0.1
13 0 09 20 08 0 0
14 0 0.6 09 1.1 0 0
15 0 1.2 1.7 03 05 0 0
16 02 09 0 0 0 08 0
all 206 163 348 350 366 126 392

o] FAA A Aol H Y KA ¥
3 BAE ®ES £71 A0 dEolgtm FA
He o B2 =<l FdelM e FI3A01 #34%
Aol g A dastela Algdct

H AP 32, 59 7oA 7+ AEF G
o] & zpol7l #AFH = P FAHA 329 HE
£ vlns] EH 5d 37HAeH65%), vl 27}
A1eH83%) 2 EQ1(11.1%) e 2tx] &2
%2 HEE BYot " :1(254%), oot
91(27.8%), YE21(32.8%) L 3+3<1(36.3%) 91 A
e 433 52 HEE Bien gy sAa 7
9] B¢ =Y FFAIHEBI%), vis A7
(325%), %0(20.3%), =HAIFA(26.2%)M =
FL HEE H uk ookl M E 0.8%, U
BoloMe 01%Y WEE Bgdn +=2A0%)
oM AR Ltk 53 5Y R2IPAISH
He dE A2 70] F13A01 4 =gjolA 7}
e HEE Jelyou B d39] =2l
M AE LAEA g T UELY & Aol 2

}igic}_Zl,?B)
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Y FAR g & @303 5 ZIAIL
A 0639 ¥ 0.731Z, o JFAHAIEE 0620 2
07402 2 Jeh F13A01 A ZS A &9l
< 5 ARG Y {AR g3 o
AP $e Ao eyt

2 A7 #2d P A o] EHE
=8 EdZ B o, 71&9 g2 dFedA YE
b Og& BEEe] fHxdoezr By dedleE e
71 & FFUAET fFAR 0 Z thiskE o 9l
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- ABSTRACT -

Genotype and allele frequency of the short tandem repeat
F13A01 locus by polymerase chain reaction in Korean

Young-Su Lee, D.D.S. Chang-Lyuk Yoon, D.D.S., M.S.D., Ph.D.
Dept. of Oral Diagnosis and Forensic Odontology, College of Dentistry, Chosun University

Allelic frequency and genotype distribution of short tandem repeat(STR) FI13A01 locus was analysed by polymerase
chain reaction, polyacrylamide gel electrophoresis and silver staining from human genomic deoxyribonucleic
acid(DNA) was extracted from 205 unrelated Korean to be applied to forensic identification and parentage testing as
a database.

The results were as follows :

1. 5 alleles and 11 genotypes of F13A01 locus were detected and heterozygosity value was 62.0% and the observed
each alleles and allelic frequency was 3.2(0.363), 4(0.105), 5(0.063), 6(0.466), 16(0.002).

2. The allelic diversity value was 0.639 and the power of discrimination was 0.804.

3. Compared with observed number of alleles and allele frequency in ethnic difference, result was appeared to be
similar to that of Japanese and Asians, while was appeared to be much different to that of Blacks and Caucasians
in the observed number of alleles and frequency of allele 3.2, 5, 7.

From the above result of this investigation, the allelic frequency of STR F13A01 locus in the Korean was considerd
to be useful for individual identification and parentage testing as a database.



