FIVAWAIUNTTETT TN 29 auN 3 wa.-R.8. 2554 Songkla Med J Vol. 29 No. 3 May-Jun 2011

Review Article

o Q o

lilsunsagIuayadnsuNITAIBIMAIN G
® a

Tusmasrafganddwanvidangasans

¢
AU szaanigaw*
ANAWN ﬂszqﬁ)mmﬁm
a 6 a a
gane L’%aanmmaqa

Database Software for Analysis of Statistical Values in Forensic DNA

Typing.
Sukone Pradutkanchana, Jintana Pradutkanchana, Suwit Rueangkittisakul

Department of Pathology, Faculty of Medicine, Prince of Songkla University,
Hat Yai, Songkhla, 90110, Thailand

*Email: mitojinelive.com

Songkla Med J 2011;29(3):143-153

unaaga;
51mmﬁtﬂumsﬁwLauaTﬂSLmsuﬁmgmﬁaQaEJmmafLmiﬁﬁ'@umlﬁﬁmwmm:am&m%’uﬁwmm
mmaaﬁaﬁugmmaﬁaLﬁ‘ﬁmamﬂmmmmﬁgaﬁaLSuLa ldun (1) nIamafigatienansaiyans
(2) MIATIIANNFNRUTNE-]N WIB Wi-gn (3) mMITIAMAFNRREANaInTHTIuNaua i A w
(full sibling) TaeBiaz#a1n autosomal short tandem repeat (STR) (4) MIATIIANUFNWRUSA - B4
nadiiwalisanuidauazial Wis NLGEINUUGAUATHE Wi ANNFNRUTY -naw WiD H-nau
WD AN-Na% wa0 BNE-RA% wae §9-nan wae {h-naw wie W-waw wie en-naw (half
sibling) 18310312910 autosomal STR (5) MIATIAIANNFURUTN UM BLTEATINLTINY JHELU]
1@821% (maternal lineage) lag3iaTz®a1n mitochondrial deoxyribonucleic acid (DNA) (6) mM3aT1a
AMUFURUTNITLIREATINLITWY T BWaIGIY (paternal lineage) lasTiamziann Y-STR uaz
(7) MIaTRANUEIRUIA -tasfidunengeanadoaiu wieanuduiusin-nanuana lagdiamed
91n X-STR IﬂiLLniuﬁaﬁmmLﬁwﬂ’aa_ﬂagﬂLLUU@LS%L@"L@T%mwﬁ@ léun autosomal STR, Y-STR,
X-STR uaz mitochondrial DNA uanmnftﬂ'ammm’[‘ﬁﬁumﬁa;&aﬁaaﬂﬂam‘nﬁlvl,é]” Tusunsuihmanzsmsy

MAITINLIBINGT AmzUNNgFEAT AMIINYINLHIVAIUAIUNS B.AlKa 2.89BA1 90110

o o o A o A fo A
SUAURTUINA 11 Awian 2554 SURIGRNWIUNA 28 nsngIAN 2554

143



o @ a 3 aa ¢
Tﬂmnsummn m'mwgwfﬁ Lamammm’mmam‘f Qﬂ%ﬁ ﬂi$Q%ﬂﬂmu%%1 hasanee

o . aa Aaa a A & P o @ Ao a
ﬂ’]iﬂquqmﬂqﬁﬂ@lﬂqﬂu@]L?ﬁﬂqﬁ@ﬂuﬂquﬂij'ﬂwgﬁ]u@LauLaluﬂ'iz"D"]ﬂivLﬂF;l Luad‘ﬂ’lﬂlﬁgﬁuma;&aﬂ’nunaaaa
maﬂﬂiz%qﬂivlﬂﬂ W%ﬂuﬁﬂgﬂa’]lﬂiﬂi’]UﬂquwaﬂqiﬁqujmﬂqﬂﬁaaﬁLﬁEl')il/aﬂ LLN:LL‘iJaNaﬂ’l’iﬁ’m’amtﬁmﬁu"[ﬁ

ea v a

aEa: msm’mﬁga‘»fﬂa—@nﬁmm—Qﬂ, m’smnﬁgwwuao, ddwia, lusunsn, PSU CalPat

Abstract:

New database software for calculating statistical values in forensic deoxyribonucleic acid
(DNA) typing is presented. This software can be applied to various tasks including (i) person iden-
tification, (ii) paternity testing or maternity testing, (iii) full sibling testing using autosomal short
tandem repeat (STR), (iv) half sibling testing using autosomal STR, (v) maternal lineage testing
using mitochondrial DNA analysis, (vi) paternal lineage testing using Y-STR analysis and (vii)
sibling analysis of two females having the same biological father or relationship testing between
paternal grandmother and granddaughter by using X-STR. Various DNA data such as autosomal
STR, Y-STR, X-STR and mitochondrial DNA can be stored in the database. DNA data can be
searched by sorted name or sorted family code. This program is suited for estimating statistical
values in the Thai population because the Thai allele frequency database is used for background
calculations. In addition, the printout from this software can be used as a DNA typing report. All

necessary forensic statistical values and fundamental interpretation are also included in this report.
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