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Table 1- Name, annealing temperature, amplified fragments, polymorph fragments,
percentage of polymorphism and polymorphism information content in studied
sunflower lines.
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Polymorphism Percent of Number of Number of Annealing ~ Primer
information polymorphism polymorph  amplified temperature
content bands bands

0.26 0.57 4 7 48 UBC810
0.33 0.83 5 6 48 UBC880
0.35 0.75 3 4 51 UBCB808
0.26 0.5 3 6 51 UBC820
0.34 0.8 4 5 51 UBCR873
0.15 0.33 1 3 41 UBC854
0.33 0.75 3 4 57 UBC849
0.34 0.8 4 5 57 UBCS881
0.40 0.8 4 5 47 UBC807
0.21 0.5 3 6 47 UBCS827
0.22 0.5 2 4 38 UBC845
0.20 0.5 2 4 39 UBCS886
0.31 0.33 1 3 38 UBCS887
0.23 0.5 2 4 42 UBCS836
0.16 0.5 2 4 42 UBC840

0.27 0.59 2.8 4.6 ol
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Figure 1- Banding pattern produced by primer UBC 810 in 29 sunflower lines.
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Figure 2- Classification of sunflower lines by using Dice similarity coefficient and
UPGMA algorithm.
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Figure 3- Determination of optimum number of groups using variation in AK values.
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Table 2- Eigen value, percentage of variance and accumulative percentage of variance related

to 10 first components.

Loy Loy )‘Jﬁﬁ 4.43}»
u-“.l-iJ‘J J‘J’Li)‘ﬁ S component
- Percent  Eigen
of value
Cumulative  y4piance
percent of
variance
12.31 12.31 0.59 1
23.14 10.82 0.51 2
32.89 9.75 0.46 3
41.08 8.19 0.39 4
48.22 7.14 0.34 5
54.26 6.03 0.29 6
59.72 5.47 0.26 7
64.46 473 0.23 8
68.88 4.43 0.21 9
72.85 3.97 0.19 10
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Figure 4- Distribution of studied sunflower lines based on 2 first components produced

from principle coordinate analysis.
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Abstract

Sunflower is one of the most important oilseed crops. Evaluation of genetic diversity
and grouping of genotypes and lines are computed as important agents for plant breeding
programms. In this study, the genetic diversity and classification of some advanced inbred
lines of sunflower developed during different breeding programs were studied using ISSR
markers. Among 21 primers, 15 ISSR primers were selected for their reproducibility. A total
of 70 bands were produced through ISSR primers which 27 and 43 bands out of them were
monomorphic and polymorphic, respectively. Results revealed that primer UBC 807 (0.4) had
the highest polymorphism information content value and primer UBC 804 (0.15) had the
lowest value. Using Dice similarity coefficient the lowest amount of genetic similarity (0.65)
was observed between breeding lines SF25 with SF278 and the highest ones (0.93) was
observed between lines HA336 and SF315. Cluster analysis using UPGMA algorithm was
divided the studied lines into 8 separate groups. Regarding to principal coordinates analysis;
each component accounts a small percentage of the total variation which emphasis on good
genomic distribution of selected ISSR primers.
Keywords: ISSR marker, polymorphism information content, cluster analysis, principal
coordinate analysis.

¥¥



