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Background: Short tandem repeats (STR) are highly polymorphic microsatellites markers
and widely used for making a diagnosis of Down syndrome (DS) by Quantitative fluorescent
PCR (QF-PCR).

Objective: to determine the most appropriate STR markers for making a diagnosis of DS
with QF-PCR in northeastern Thai people.

Material and method: The authors analyzed 26 blood samples of DS patients by QF-PCR
and determined the most informative results. Blood samples from 191 normal northeastern
Thai people were also analyzed to document the highest polymorphism.

Result and discussion: Among 6 STR loci, the top 3 informative STR loci were D21S11
(92.3%), D21S1411 (84.6%), and D21S1442(84.6%), respectively. The STR loci with
highest coefficient of variation (CV) were D21S1444, D21S1437, and D21S1411,
respectively. The top 3 informative STR loci can make a diagnosis of DS with a sensitivity
0f 96.1% that equal to the top 3 STR loci with highest CV. But D21S1437 and D21S1444
loci had allele with highest frequency 33.3 and 28.3%, respectively. So, the most appropriate
STR loci are D21S11, D21S1411, and D21S1442.

Conclusion: The D21S11, D21S1411, and D21S1442 are the most appropriate STR loci
for making a diagnosis of DS in Northeastern Thai people.

Keywords: Short tandem repeats (STR), QF-PCR (Quantitative fluorescent PCR), Down
syndrome
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