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ABSTRACT

Considering the importance of maintaining the diversity in native breeds and identification of genetic resources of the
country, the genetic diversity in Azari buffaloes was evaluated using ten microsatellite markers (BoLA-DRB3,

BM1818, BM1824, CSSMO033, CSSM047, ILSTS017, ILSTS033, ILSTS058, ILSTS061 and ILSTS089). Hair
samples were taken from 70 Azari buffaloes from three regions of the northwest of Iran including Ardabil, East
Azerbaijan and West Azerbaijan provinces. Genomic DNA was extracted from the hair samples by the modified
salting-out method and for DNA amplification the polymerase chain reactions for all primers were optimized. The
results indicated that, in Azari buffalo population, all microsatellites loci were highly polymorphic, and they were
deviated from Hardy-Weinberg equilibrium (P<0.001) with an exception for BoLA-DRB3 locus. The average
observed and expected allelic numbers were 5.9 and 4.72, respectively. The observed and expected heterozygosity,
Polymorphic Information Content (PIC) and Shannon Index were 0.87, 0.75, 0.71 and 1.57, respectively. In
conclusion, the genetic variation in Azeri buffalo population is quite high and reliable.
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Table 1. Characteristics of microsatellite markers tested in Azari Buffalo population

Locus Location Accession

Size of observed alleles

Annealing  Allelic

Temp. (°C) range References

ATCCTCTCTCTGCAGCACATTTCCT

BOLADRB3 2 DQIBTI0 Ao iAo 59.5 285380 (Mool etal., 2001)
BM1818 23 G18301 AGCTOSSARTATARCCANSSe 58 246291  (Navani etal,, 2002)
BM1824 1 G1839%4 gﬁ?fé%%‘i&%?gg%@ﬁéc 57 180-198  (Navani et al., 2002)
CSSM033 17 U03805 gég;%%ﬂgiggﬂ;ﬁ%ﬁ%ﬁ 58 147-176 (Aminafshar et al., 2008)
CSSMO047 8 ol [CICTeTCT A A A CCC 585 132161 (Aminafshar etal, 2008)
ILSTS017 X Loasgr STCCCTAMMATCOAAATECC 59 120-137  (Navani etal., 2002)
ILSTS033 12 137213 Lﬁég’;%’;%&%ﬁﬁ?ﬁg;g%% 57 144-168  (Navani etal, 2002)
ILSTS058 17 Laras SSSLIACIACCATITCCACE 58 115-150  (Navani etal., 2002)
ILSTS061 15 137267 ﬁééggﬁléggffggﬁgé%? 57 142-181  (Navani et al., 2002)
ILSTS089 5  L37239 AATTCCCTGGACTGAGGAGC 58 117-133  (Navanietal., 2002)

AAGGAACTTTCAACCTGAGG
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Table 2. Parameters of genetic variation in Azari buffalo population

Locus Na Ne Ho He I’ PIC”
BoLA-DRB3 4.00 1.73 0.51 0.42 0.83 0.40
BM1818 6.00 5.48 0.98 0.82 1.75 0.79
BM1824 5.00 4.40 0.97 0.77 154 0.74
CSSM033 5.00 2.33 1.00 0.57 0.97 0.48
CSSMo047 7.00 5.34 0.68 0.81 177 0.78
ILSTS017 5.00 4.39 0.97 0.77 154 0.73
ILSTS033 5.00 4.84 0.87 0.79 1.59 0.76
ILSTS058 7.00 5.63 0.99 0.82 1.83 0.80
ILSTS061 9.00 7.29 0.77 0.86 2.08 0.85
ILSTS089 6.00 5.68 0.97 0.83 1.78 0.81
Mean 5.90 4.72 0.87 0.75 1.57 0.71
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*: Na: Observed number of alleles, Ne: Effective number of alleles, H,: Observed heterozygosity, He: Expected heterozygosity, I:

Shannon's Information index, PIC: Polymorphic Information Content.
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