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V6.502 software [16,17]. Percent polymorphism was computed based
on the following formula:

Percent polymorphism (%)=[(Number of polymorphic bands)/
(Total number of bands)] × 100

The



value. The average observed and expected heterozygosity across all the
14 SSR markers were 0.20 and 0.63 respectively. The observed
heterozygosity ranged from 0.00 (GA029 and GA055) to 0.61 (GA035).
The highest and lowest expected heterozygosity were recorded for

marker GA081 (0.70) and GA138 (0.54). The unbiased expected
heterozygosity ranged from 0.58 (GA138) to 0.77 (GA081) with 0.68



(Central Ethiopia) and Gojam populations had the highest number of
alleles with frequencies ≥ 5% (excluding rare alleles) and number of
effective alleles; however, Harerge populations had the lowest value.
There is no any private allele observed from Wellega, Illubabor and

Harerge populations. While Shewa populations remarked the highest
number of private alleles 0.43 followed by Gonder and Wollo
populations 0.36 (Table 6).

Populations

Parameters AR GON WLO ILL GO HA SHE WEL IV

Na Freq. ≥ 5% 3.86 4.57 4.57 2.36 5.14 1.5 5.5 4.64 2.29

No. Private Alleles 0.21 0.36 0.36 0 1.14 0 0.43 0 0.14

No. LComm Alleles (≤ 25%) 0.29 0.5 0.5 0.14 0.57 0 0.79 0.14 0.07

No. LComm Alleles (≤50%) 0.71 1.71 1.57 0.57 1.79 0.21 1.93 1.14 0.21

Shannon's Information Index (I) 1.16 1.54 1.46 0.78 1.64 0.31 1.54 1.4 0.75

Na=No. of Different Alleles; Na (Freq ≥ 5%)=No. of Different Alleles with a Frequency ≥ 5%; Ne=No. of Effective Alleles; I=Shannon's Information Index; No. LComm
Alleles (≤ 25%)=No. of Locally Common Alleles (Freq. ≥ 5%) Found in 25% or Fewer Populations; No. LComm Alleles (≤ 50%)=No. of Locally Common Alleles (Freq. ≥
5%) Found in 50% or Fewer Populations.



reported in previous study [9]. For proper estimation of population
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