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Figure 2 SE33 Locus and Stem Loop Structure with Location of SNPs The SE33 locus is shown with SummaryFigure 2. SE33 Locus and Stem-Loop Structure with Location of SNPs. The SE33 locus is shown with 
the location of the “Polymeropoulos primers” (4) indicated in green italics The repeat structure is in bold Summarythe location of the Polymeropoulos primers  (4) indicated in green italics. The repeat structure is in bold 
with the underlined portion representing the region used for determining allele number (above sequence is

Both the PowerPlex® ESX and ESI Systems released by Promega in September 2009 to
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a 25 2 allele) Inverted repeat responsible for stem loop is indicated by blue arrows below sequenceBoth the PowerPlex® ESX and ESI Systems released by Promega in September 2009 to a 25.2 allele). Inverted repeat responsible for stem-loop is indicated by blue arrows below sequence. 
Bases in red (in sequence and stem loop) indicate location of SNPs (60 61 and 68 bases downstream ofmeet the requirements for the new expanded European Standard Set (ESS) of loci are • “Wild-type” SE33 amplicons contain a sequence capable of forming a stem-loop in
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