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Table 1- Number and location of Latyrus sativus accessions.
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Genotype Location of Genotype registered Location of
registered name collection name collection
IF3 Turkey IF1346 ICARDA
IF225 Slovakia IF1347 ICARDA
1F463 Ethiopia IF1872 Bangladesh
1IF478 Ethiopia IF2156 Bangladesh
IF587 Syria IF2177 Bangladesh
IF471 Ethiopia 1F2329 Bangladesh
IF1306 ICARDA IF1928 Nepal
IF1307 ICARDA Sel.289 ICARDA
IF1309 ICARDA Sel.290 ICARDA
IF1312 ICARDA Sel.299 ICARDA
IF1316 ICARDA Sel.387 ICARDA
IF1322 ICARDA Sel.449 ICARDA
IF1327 ICARDA Sel.587 ICARDA
IF1332 ICARDA Sel.B111 ICARDA
IF1341 ICARDA Sel.ETH1/299 ICARDA
IF1344 ICARDA Sel.521/B1 ICARDA
Sel.B222 ICARDA
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Table 2- Polymor physm and related indices of primers.

cas, Sl b s Lo ekl £ 55 oy & g Sl jexls
Row  Primer il Percent of ey (MI)
name ) _ polymorphism
Total  Polymorphic LR
bands bands .
(PIC)

1 IT10-1 6 6 100 0.50 3
2 IT10-2 6 4 66.66 0.79 3.16
3 IT10-3 5 4 80 0.33 1.32
4 1T 10-4 4 2 50 0.94 1.88
5 IT10-5 5 5 100 0.28 1.40
6 ETI12-25 4 4 100 0.67 2.68
7  ET12-27 4 3 75 0.89 2.67
8 ET12-29 3 1 33.33 0.81 1.62
9 ET12-30 4 3 100 0.49 1.47
10 IT 15-31 6 6 100 0.36 2.16
11 IT15-32 6 5 83.33 0.46 23
12 IT 15-34 6 4 66.66 0.52 2.08
13 IT 15-36 3 2 66.66 0.46 0.92
14 ET15-32 5 4 80 0.51 2.04
15 ET15-33 7 6 85.72 0.56 3.36
16 ET 15-35 3 2 66.66 0.63 1.26
17 ET 15-36 4 2 50 0.55 1.10
18 ET 18-1 6 4 66.66 0.87 3.48
19 ET18-2 5 5 100 0.72 3.60
20 ET18-6 8 7 87.5 0.70 4.90
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Figure 1- Dendrogram obtained from cluster analysis based on UPGMA method.
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Table 3- Eigen values, proportion of variance explained by each component and the
cumulative variance of principle coordinate analysis based on semi-random markers.
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Cumulative variance
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Eigen values

ol slaad 5o
Main components
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First component J ! 44 3
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Third component 5. 44 3+
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Figure 2- Two dimensional diagram for principal coordinate analysis in Lathyrus
sativus, using 1 SJ markers.
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Abstract

Grass pea (Lathyrus sativus L.), as one of the most important forage crop plants, has
high content of protein and Laysin. In order to assess the genetic diversity of 33 genotypes of
grass pea, 20 semi-random primers were used in the present study. DNA was extracted by
CTAB method. The ISJ data were analyzed and 77% of IT bands and 81% of ET bands were
polymorphic. The results showed that the average number of polymorphic bands per primer
was 3.95 and the highest amount of polymorphic information content and marker index was
belonged to ET18-6 primer. According to the Jaccard's similarity coefficient, the range of
similarity among studied genotypes was varied from 0.42 to 0.89. Cluster analysis based on
UPGMA method divided genotypes to 5 groups at cut of line in 0.71 similarity coefficient.
The principle coordinates analysis showed that the first three components explained 74.65%
of total variance indicating the restricted distribution of these ISJ markers at the grass pea
genome. Present study is the first report on application of ISJ markers in grass pea, as
important forage plant, which is hoped to be effective in the development of molecular
breeding programs of this plant.
Keywords: classification, grass pea, markers |SJ, principle coordinates.
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