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Forensic Applicability of Short Tandem Repeat (STR)

Genotyping by Fluorescent Detection
(F3742 4] 23 STR markere] +443 $49] W3] 284)
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o] A}&HY oy PCRo] 75 ™A PCR-sequencing®lY} polyacrylamide gel #7143
E& o]8£8 AMP-FLP, allele-specific oligonucleotides (ASOs)E ©| &% dot-blot
hybridization 5°] AH&5o] gttt A2 Orita Fo] 18 @ ¥wAY ©r7td DNAY
TFZA<l W3zle] ZAZ SSCP (single strand conformation polymorphism) ¥E o2
22 7] g o EgelE: HAEH Wz Aok gy fFHEEY A2 7Y
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2 PAG A719 %0 9% A7t dA &d9] o|FoAn gt}
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(dG-dT)n dinucleotide repeat sequence®] A& 21748 STR wtAE W3] genomic
DNAE ¥3oZ FAES primerE ol &dtd FZHsxm I AEE 672 Genescan
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o v By P 359 {84 (informativeness)S #4135l o] & genetic marker
of tig =< JBY FAH EAE Fobgtua o o STR WAEY o
4L M Ad 2 AR FAdo FE3td 1 K8 E HukstaA s

a3 FF AEY 37 2FHY d7 REES AUEE T4 9.48%9 99.83%
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FEAE AdE B 5 AdA o3 WY Y=g Hrisr] Hs 948y 34
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A48 BANE A$E 05 ngo 2 Yyt =3 A £3€ 10714 A8 F¥
DNAZHH 11709 STR ul#e] g 48 AFAE d& F Ak o HlF
ASOs hybridizationd] 93 HLA-DQe A& EHss Afd= 8714 A54A,
AMP-FLPY silver 44 uhdd] ¢ VNTRY DIS80 #HE EAMst= Z e 47t
A ANge] g3 FHAAF A 4& F YU )

Z w7 e FAAYY W o B¥zRE A Ady steAS Foks B9, 21
Aol A e Aok ¥ze fAAgeR FAE AA AT WEE 611x10"
o)A, HA HE FAAYPoz TAY AA AT WEE 685x107 #E B
oo 21709 uiFA dhE Jo9 F AAY FAAYH] £33 YAB L 227
x10%22 vepgoh E3 7+ oire] g@ A¥ge 0737¢ Jed D0S15 H9E
A9 20749 =wtA7}F 08 o)A e BAT.



21709 vbA BT w4 A HEd o fAEE B dded, 74 uhAd o
g iEUAY Wiz NE ’1‘}%% ‘_ZVF obdE AT + & s E UEhE
7t (probability of nonpaternity)S 21749 mtA s 2Fstd A9 100%Y #E B
Aok =3 ARA BAZ AGR FE T AAAM ALY 7H5A (relative chance
of paternity)e] 1071¢] STR wl# 9 §AAHd &l A9 100%S Jeb g
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