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Introduction

Material and Method
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Population N Ho! Hg! MNA! PIC BDHW Fis
LWF 100 0.628 (0.016) 0.614 (0.048) 7.10 (2.08) 0.565 0.0000 0.051
LWM 100 0.669 (0.012) 0.688 (0.034) 7.50 (2.46) 0.641 0.3163 0.019

CM 57 0.698 (0.017) 0.692 (0.053) 6.70 (2.11) 0.646 0.2199 -0.007
PC 100 0.712 (0.015) 0.738 (0.025) 7.40 (2.59) 0.691 0.0125 0.025

Table 1. Genetic diversity within 4 pigs populations. Observed heterozygosity (Ho), expected heterozygosity (Hg),mean number of alleles per breed (MNA),
polymorphism information content (PIC), proportion of breed not complying with the Hardy-Weinberg equilibrium at P < 0.05 (BDHW), and Fis per locus.
Significance of the Fis values are indicated by asterisks (*p < 0.01)
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