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Microsatellite DNA testing for sibling determination in northern Thai population
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Abstract

In this study we analyzed and compared microsatellite DNA profiles of D3S1358, D5S818,
D8S1179, D10S2325, D13S317, D16S539, D19S253, THO1, TPOX and vWA from 100 sibling
sample pairs and other 100 unrelated sample pairs randomly selected from the general population
in the northern part of Thailand. DNA typing of each sample can be determined by method using
polymerase chain reaction and polyacrylamide gel electrophoresis. To identify the difference of
DNA profiles between sibling pair from unrelated pair, we proposed 5 indices as predictors as
follows:

1) Number of exclusion locus

2) Allele sharing score

3) Number of shared allele

4) Likelihood ratio

5) Relative index
We found that all 5 indices were useful in differentiating sibling pair from unrelated pair. However,
the difference in efficiency of each index was also observed. When compared the efficacy of these
indices, we found that likelihood ratio was as effective a predictor as relative index but better than
number of exclusion locus. The number of exclusion locus was better than number of shared allele

and the allele sharing score was the least effective index.
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