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INTRODUCTION

The use of short tandem repeat loci for population genetic studies, genetic analysis of
inherited diseases and individual identification purposes requires the stablishment of databases for
each reference population. Some groups have reported a number of STR's loci amenable to
Polymerase Chain Reaction (PCR) analysis, as Edwards et al. (HUMTHO1, HUMARA),
Polymeropoulos et al. (HUMPLA2A), Kimpton (vVWF) or Sharma (D21S11 or VS17T).

In the present study we have analysed the variability at three STRs loci (HUMARA,
HUMPLAZ2A and VS17T), in a representative sample of the Spanish population.

METHODS

SAMPLES: Blood samples were obtained from 180 volunteer donnors belonging to the
Spanish population. DNA was extracted following the perchlorate protocol. The geographical
distribution of the donors is similar to that given in Valverde et al.

PCR REAGENTS: All amplifications were performed in a final volume of 50 ul in a Perkin
Elmer thermocycler. Each reaction contained 2-200 ng of genomic DNA, 10 mM Tris-HCI (pH 8.3), 50
mM KCI, 1,5 mM MgCl, and 1.25 U AmpliTaq Polymerase. One of each pair of primers was end-
labelled with *P-y-ATP.

PRIMER SEQUENCES:

HUMPLA2A:
5 CTAGGTTGTAAGCTCCATGA3’
5 TTGAGCACTTACTCTGTGCC3’
VS17T:
5’ GTGAGTCAATTCCCCAAG3’
5’ GTTGTATTAGTCAATGTTCTCC3’
HUMARA:

5 GCTGTGAAGGTTGCTGTTCCTCAT3’
5" TCCAGAATCTGTTCCAGAGCGTGC3’
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CYCLE TEMPERATURES: 95 °C (1 min), 54 °C (1 min) and 72 °C (1 min), 28 cycles. Prior to
the first cycle the DNA was denatured at 95 °C for 10 min, and after the last cycle an additional
extension at 72 °C for 10 min was performed.

RESULTS

Figures 1, 2 and 3 represent the allele frequency distribution of 180 unrelated Spanish
individuals for the VS17T, HUMPLA2A and HUMARA loci respectively, and the table gives some
statistical parameters.

Figure 1. VS17T (Spanish Population)
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- Figure 2. HUMPLA2A (Spanish Population
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exclusion
HUMARA 0.744 0.506
HUMPLA2 0.743 0.504 :
VS17T 0.859 0.714 nuee*

Figure 3. HUMARA (Spanish Population)
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