DETERMINATION OF POLYMORPHISM AT 8 STR LOCI IN THE CROATIAN POPULATION USING AUTOMATED DETECTION
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Abstract


Population study was carried out on the sample of 167 unrelated donors from the wider area of the Croatia's capital, Zagreb, using the short tandem reapet (STR) loci: TH01, VWFA31, FES/FPS, F13A01, D1S1656, D12S391, D18S535 and D22S683 
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Population: One hundred sixty-seven healthy unrelated donors from the wider area of the Croatian capital, Zagreb


Extraction: Standard salting out method (1)





PCR: Amplification was carried out in a thermal cycler Gene Amp PCR System 9600 (Perkin Elmer) and it was performed according to the published primers (TH01, VWFA31, FES/FPS, and F13A01) (2). The D1S1656, D12S391, D18S535, and D22S683 loci were amplified as described by Lareau et al. (3).





Typing: Pharmacia ALFexpress sequencer using Fragment Manager program (Pharmacia Biotech, Uppsala, Sweden) and ALFexpress sizers





Results: See Table 1





Analysis of data: The results were tested for Hardy-Weinberg equlibrium using chi-square test by comparing observed and expected genotype frequencies. Power of exclusion (PE), polymorphic information content (PIC) and matching probability were calculated as described previously (4-6)





Other remarks: A comparison of the Croatian population with other European populations studied to date revealed no significant differences of allele frequencies (7-10). The only difference is the presence of two small alleles (allele 4-195bp, and allele 6-203bp) at FES/FPS locus, which have not been reported in other studies. To justify these findings it is necessery to sequence these alleles because they appeared only once. At F13A01 locus we also found two small alleles: allele 2 (175bp) and allele 2.2 (177bp) which are frequent in our population (1.5% and 3.0%, respectively) and therefore need not  be sequenced
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Table 1. The distribution of allele frequencies at 8 STR loci in the Croatian population


Allele�
TH01 N=167�
VWFA31 N=167�
FES/FPS N=167�
F13A01 N=167�
D1S1656 N=167�
D12S391 N=167�
D18S535 N=167�
D22S683 N=167�
�
2�
-�
-�
�
0.015�
-�
-�
-�
-�
�
2.2�
-�
--�
�
0.030�
-�
-�
-�
-�
�
3�
-�
-�
�
0.071�
-�
-�
-�
-�
�
3.2�
-�
-�
�
0.038�
-�
-�
-�
-�
�
4�
-�
-�
0.003�
0.103�
-�
-�
-�
-�
�
 5�
0.038�
-�
-�
0.220�
-�
-�
-�
-�
�
6�
0.232�
-�
0.003�
0.310�
-�
-�
-�
-�
�
7�
0.121�
-�
0.012�
0.141�
-�
-�
-�
-�
�
8�
0.147�
-�
0.033�
0.012�
-�
-�
�
-�
�
9�
0.209�
-�
0.036�
-�
-�
-�
0.099�
-�
�
9.3�
0.206�
-�
-�
-�
-�
-�
-�
-�
�
10�
0.026�
-�
0.194�
-�
-�
-�
0.015�
-�
�
11�
0.009�
-�
0.347�
-�
0.075�
-�
0.051�
-�
�
12�
0.008�
-�
0.239�
0.006�
0.117�
-�
0.191�
0.127�
�
12.2�
-�
-�
-�
-�
-�
-�
-�
0.021�
�
13�
0.003�
0.054�
0.117�
0.015�
0.123�
0.006�
0.311�
0.082�
�
13.2�
-�
-�
-�
-�
-�
-�
-�
0.149�
�
14�
-�
0.117�
0.017�
0.015�
0.066�
0.006�
0.207�
0.130�
�
14.2�
-�
-�
-�
-�
-�
-�
-�
0.136�
�
15�
-�
0.128�
-�
0.018�
0.108�
0.027�
0.111�
0.085�
�
15.2�
-�
0.054�
-�
-�
-�
-�
0.015�
0.036�
�
15.3�
-�
-�
-�
-�
0.177�
�
-�
-�
�
16�
-�
0.220�
-�
0.009�
0.063�
0.054�
-�
0.045�
�
16.2�
-�
-�
-�
-�
-�
-�
-�
0.012�
�
16.3�
-�
-�
-�
-�
0.069�
�
-�
-�
�
17�
-�
0.291�
-�
�
0.054�
0.102�
-�
0.027�
�
17.2�
-�
-�
-�
-�
-�
-�
-�
0.024�
�
17.3�
-�
-�
-�
-�
0.099�
-�
-�
-�
�
18�
-�
0.103�
-�
�
0.021�
0.153�
-�
0.006�
�
18.2�
-�
-�
-�
-�
-�
-�
-�
0.036�
�
18.3�
-�
-�
-�
-�
0.030�
-�
-�
-�
�
19�
-�
0.049�
-�
-�
-�
0.129�
-�
-�
�
19.2�
-�
�
-�
-�
-�
�
-�
0.024�
�
20�
-�
0.018�
-�
-�
-�
0.108�
-�
0.027�
�
20.2�
-�
0.006�
-�
-�
-�
-�
-�
0.030�
�
21�
-�
0.009�
-�
-�
-�
0.126�
-�
-�
�
22�
-�
-�
-�
-�
-�
0.120�
-�
-�
�
23�
-�
-�
-�
-�
-�
0.096�
-�
-�
�
24�
-�
-�
-�
-�
-�
0.045�
-�
-�
�
25�
-�
-�
-�
-�
-�
0.030�
-�
-�
�
Ob. H�
0.7835�
0.7772�
0.7389�
0.7554�
0.8623�
0.8742�
0.7425�
0.8545�
�
Ex. H�
0.8017�
0.8026�
0.7423�
0.8033�
0.8857�
0.8832�
0.7698�
0.8973�
�
PE�
0.9436�
0.9457�
0.9119�
0.9445�
0.9799�
0.9784�
0.9317�
0.9828�
�
PIC�
0.8135�
0.8099�
0.7436�
0.8022�
0.8933�
0.8893�
0.7819�
0.9014�
�
MP�
0.0564�
0.05433�
0.0881�
0.0553�
0.0189�
0.0216�
0.0683�
0.0172�
�
Ob. H (observed heterozygosity), Ex. H (expected heterozygosity), PE (power of exclusion), PIC (polymorphic information content), MP (matching probability)	
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