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5-6 of the DNA working group of the European Network of Forensic Science Institutes (ENFSI) and the 5 81
Scientific Working Group on DNA Analysis Methods (SWGDAM). Science and Justice - Journal of the

A perspective on errors, bias, and interpretation in the forensic sciences and direction for
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recover null alleles. Forensic Science International, 2003, 133, 220-7 26 68

2222

High sensitivity multiplex short tandem repeat loci analyses with massively parallel sequencing.
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First all-in-one diagnostic tool for DNA intelligence: genome-wide inference of biogeographic

ancestry, appearance, relatedness, and sex with the Identitas v1 Forensic Chip. /International Journal 3.1
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2013, 7, 204-8
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direct automated electrospray ionization mass spectrometry. Analytical Chemistry, 2009, 81, 7515-26
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Reconstructing the population history of Nicaragua by means of mtDNA, Y-chromosome STRs, and
autosomal STR markers. American Journal of Physical Anthropology, 2010, 143, 591-600
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Massively parallel sequencing-enabled mixture analysis of mitochondrial DNA samples.
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Clinics of North America, 2006, 20, 455-73, xi
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Evaluation of the precision ID mtDNA whole genome panel on two massively parallel sequencing 5
systems. Forensic Science International: Genetics, 2018, 36, 213-224 43 5
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Improved Y-STR typing for disaster victim identification, missing persons investigations, and
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D5S2500 is an ambiguously characterized STR: Identification and description of forensic
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7,e37474
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2014, 5, 11

64 On doctors’ accountability and flight deck safety. Croatian Medical Journal, 2015, 56, 385-6 1.6 4
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