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mafnuniidumsitededmanuudounds Tnslidoya allelic profie ngutoyaesujifinmedanusmant $1um
30 ¢ woadunguilfessaudniunsan 15 ¢ uaznguyanadlusianuduiusiu 15 ¢ ¥innsdiuaue Combined
Likelihood Ratio (CLR) uagdiasievitayameaifidanssaiul n1svageu Mann-Whitney U test Taufisnsudasdeyaly
U log o(CLR) waznsinsgsidulAsiasuniliueu (Receiver Operating Characteristic; ROC) Woussiudsyansam
Tumsduun

NANSANWINUIT A1 CLR maamjuﬁﬁaﬁ'mﬁmmamﬁmqaﬂdﬂﬂdmﬁlﬂﬁmmﬁmﬂ’uﬁ‘adwﬁﬁaﬁwﬁzyvmaﬁﬁ (p
< 0001) IngAnsisegIuvesngy full-siblings 1wty 8.24 x 10% vauzdingy unrelated ity 9.39 x 107 uaglinwuns
Houvivveseyasywinsaeingu Msnszatevesan logg o(CLR) wandliiiunmsuennguegnadaau waznsiasei ROC
TieiiulHIAS (area under the curve; AUC) i 1.000 SsustFarmuansnsalumssuunlussdufidon
Fndndiny: Aanuinasd; STR; Adestaudnunie; Swusmans; msdniusmaeieqnd

Abstract

This study aimed to evaluate the effectiveness of likelihood ratios (LR) in discriminating full-sibling
relationships using 23 autosomal Short Tandem Repeat (STR) loci in a Thai population. A survey research by
retrospective study was conducted using allelic profile data obtained from a forensic DNA database. A total of 30
pairs were analyzed, comprising 15 full-sibling pairs and 15 unrelated pairs. The Combined Likelihood Ratio (CLR)
was calculated for each pair, and statistical analyses were performed using descriptive statistics and the Mann-
Whitney U test. Additionally, logq-transformed CLR values and Receiver Operating Characteristic (ROC) curve
analysis were used to evaluate discriminatory performance.

The results showed that CLR values in the full-sibling group were substantially higher than those in the
unrelated group, with a statistically significant difference (p < 0.001). The median CLR for full-siblings was 8.24 x 108,
whereas that for unrelated individuals was 9.39 x 10_6, with no overlap observed between the two groups. The
log10(CLR) distribution demonstrated clear separation, and ROC analysis yielded an area under the curve (AUC) of
1.000, indicating excellent discriminatory power.
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