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Abstract

The current report determined full-sibling relationship based upon 15 autosomal STR loci in
Thai individuals using statistic values of likelihood ratio (LR). There are two groups of the samples
studied. The first group is true full sibling (related group) (n=226 related pairs) and the second group
is unrelated group including shuffled pair group (n=145 pairs) and random pair group (n=200 pairs).
The results demonstrated three ranges of combined likelihood ratio (CLR) values including (1) true
relationship group: CLR is greater than 49.6034, (2) uninterpretable group: CLR is between 0.0011 -
49.6034 and (3) non-related group: CLR is less than 0.0011. For summary, this study proposed CLR
ranges for determination of full-sibling relationship that is useful for DNA investigation in forensic

genetics.
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