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The occurrence of mutations in germ cells is passed on to offspring and can affect the results of
DNA paternity tests. Due to the high degree of polymorphism, resulting from their high
mutational rate, STRs are widely used as markers for paternity testing. For the estimation of
these rates is possible to identify the correct genetic profile of individuals and determine the
minimal number of mutations that can be regarded as cases of exclusion of paternity. The
present study had the aim to estimate the mutation rates at 20 STR autossomal loci in
Araraquara population, Sao Paulo State, attempting to generate a genetic database of interest
for statistical calculations, such as in paternity tests. We collected blood samples on FTA cards
(Whatmann) and used one punch (1.2 mm) directly in PCR amplification with PowerPlex 21
System (Promega); the analysis was carried out in ABI3500 (Applied Biosystems). Germline
mutation of 20 STR loci was studied for 9,120 parent-child transfers from 228 paternity testing
cases, all of them carried out in Araraquara, Sao Paulo State, from January to December of
2013. The mutations occurred at least in 7 loci (D7S820, Penta D, Penta E, D12S3911,
D13S3172, D8S11792, D1S1656), but more loci are expected. The results are in processing to
estimate the mutation rates and the origin of the mutation, if maternal or paternal, if there was
loss or gain of units repetition, and the number of mutations per loci mutational rates.



