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The Costa Rica Central Valley population (CCVP) is the major population in this country,
accounting for over 60% of the Costa Rican inhabitants concentrated since colonial times in a
2,500 km? intermontane region. shows its location and a detail of its major urban
centers. Interesting historic, demographic and genetic characteristics of this hybrid population
have attracted researchers interested in testing genetic associations for various diseases.
However, no study describing Human Leukocyte Antigen (HLA) frequencies by molecular
methods had been performed. We have recently described low resolution HLA allele group
and haplotype frequencies in a sample of this population. In this report, we extend our study to

high resolution by sequence-based typing of exons 2, 3 and 4 for HLA class |, and exon 2 for
HLA-DRBH1.

A total of 37 HLA-A, 61 HLA-B, 24 HLA-C and 38 HLA-DRB1 alleles were seen in this sample.
The five most frequent alleles for these genes are A*02:01:01, A*24:02:01, A*03:01:01,
A*01:01:01, A*68:01:02, B*07:02:01, B*35:01:01, B*40:02:01, B*44:02:01, B*14:02:01,
C*04:01:01, C*07:02:01, C*03:05, C*06:02:01, C*07:01:01, DRB1*13:01:01G,
DRB1*04:07:01G, DRB1*15:01:01G, DRB1*03:01:01G, and DRB1*07:01:01G. Principal
coordinates analysis based on HLA-A and —-B allele group frequencies reveals that this
population clusters closely to Iberian populations ( ). Preliminary haplotype estimation
results show, as a proxy for admixture proportions, that 68% of the extended haplotypes are
Caucasian, while 23% are Amerindian in origin and 9% are clearly Sub-Saharan African (
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The CCVP has an important Caucasian component. Principal Coordinates
Analysis (PCO, 57.4% cumulative variance) of the CCVP and 60 ancestral populations from
Sub-Saharan Africa (upper left quadrant), Iberia (lower left quadrant) and America (right
quadrants) based on 47 HLA-A and HLA-B allele group frequencies.
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