158

NFensiawadasnunisunvduaggann
it 112Ul 2 e - Siquiey 2569

ﬂ']i‘l/l‘UVI’J‘U’JiiﬂJﬂii&laﬁi"I\‘lL‘ﬂui&‘UULﬁlEJ’JﬁUﬂ'ﬁﬂi%Lﬁﬂﬂ?ﬁﬂﬁﬂﬁﬂﬁ‘LLUUﬁﬁaﬂi"JﬁJﬁﬂ’]%l']iﬂ'ﬂu&’]uﬁa
eneanslagly Autosomal STR waz Likelihood Ratio
A Systematic Review of Full-Sibling Relationship Assessment in Forensic Genetics Using
Autosomal STR Markers and Likelihood Ratio Methods.
(Received: April 10,2026 ; Revised: April 19,2026 ; Accepted: April 21,2026)

o ¢ o v ¢l Ay ¢ = 2
UINY ANUITTNUS ™ AITAU YeAnanIY

Anurak Khamprapun' Sirirat Choosakoonkriang”

UNAnED

msfnniliingusvasdiionumusaunssuiidetestunislian LR lumsUssifiuaruduitusiuuy Full-siblings
wazeuendnmasunildlunuidiugmand uenanddninauenisUszgndlilusunsa Abetter LIMS Tunsiinsiz
ANNFTUSVDIYARAADITIBIINTBLA autosomal STR 313 23 duvis Tngldnsiesngsiuuy siblingship analysis way
complex kinship analysis

HANMTIATIEAUUU siblingship analysis 1AY CLR winfiu 9.79 x 10% flauunaziduminiudesas 68.90 Wwideatu
MTAATIEIUUY complex kinship analysis 197 CLR winiu Featfuayuasfgiunisiienuduiudindn wenanil ile
Amnaandeya autosomal STR $1uru 15 dumnla Tfen CLR winfy 381.2666 Fs8snsaiivayunuduiusuuy Full
siblings

aa o s

Adfey: AnuduiusLuuitossndanun; Likelihood ratio; Autosomal STR; Hifiugeans

Abstract

This study aims to review relevant literature on the use of LR in assessing full-sibling relationships and describe
the calculation principles used in forensic genetics. Furthermore, it presents the application of Abetter LIMS software to
analyze the relationship between two individuals from 23 autosomal STR loci using siblingship analysis and complex
kinship analysis.

Siblingship analysis yielded a CLR of 9.79 x 10* with a probability of 68.90%, similar to complex kinship analysis,
supporting the hypothesis of full-sibling relationship. Additionally, calculations from 15 autosomal STR loci yielded a CLR
of 381.2666, further supporting a full-sibling relationship.

Keywords: Full-sibling relationship; Likelihood ratio; Autosomal STR; Forensic genetics
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