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Macau has been a Chinese territory under Portuguese administration for more than four centuries. A sample of unrelated
individuals was typed for nine STR loci using “AmpFlSTR™  Profiler Plus™  PCR Amplification Kit”.

Allele distributions were calculated for tetranucleotide markers: D3S1358, VWA, FGA, D8S1179, D21S11, D18S51,
D5S818, D13S317 and D7S820. The data were analysed in terms of Hardy-Weinberg equilibrium and forensic informative
value.
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