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21 autosomal STRs. To corroborate the presence of repeated individuals, the genetic profiles were incorporated in «c.m:pm.mng et haaretty i:...','u,.@,.,mc..,..,..y_gw_.,
GENis (http://www.fundacionsadosky.org.ar/genis), an open-source software developed in Argentina for storage
and comparison of DNA profiles. After this confirmation (no matches were found in high stringency), we performed a searching strategy with low stringency, often used to find pa-
rent-child relationships. As opposed to what was expected, four (4) adventitious matches were found (Table 2, Fig. 1). To investigate if this result was caused by a specific genetic

characteristic of the Jujuy population (e. g., endogamy), we performed a simulation-based approach to test the hypothesis that adventitious matches arose at random.

Material and Methods

DNA from 500 buccal swab samples were extracted with DNA IQ™ Casework Pro Kit for Maxwell® 16 (Promega). Samples were genotyped for 21 autosomal STR with GlobalFi-
ler™ PCR Amplification kit (Applied Biosystems). The bias from Hardy-Weinberg equilibrium (HWE) from the Jujuy province database was estimated by means of the exact test
in Arlequin 3.5 [3] and allele frequencies were estimated in GenAlEx 6.502 [4, 5]. Forensic population parameters were estimated with the software PowerStats v 1.2 [6]. One hun-
dred (100) populations were simulated with 500 random genetic profiles each one using the observed Jujuy province allele frequencies. For this purpose, the forensim package [7]
for R [8] was used and every population was analyzed with GENis with a low stringency search strategy. The results from GENis were recorded and its distribution was described.
Finally, this distribution was compared with the observed value obtained in the Jujuy province database.
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