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ABSTRACT
This study is conducted to identify quantitative trait loci (aTls) for leaf rust

reSistance in F2 population of wheat by using bulked segregant analySis (BSA) v.ith simple
sequence repeat (SSR) markers. F2 population were resulted from a cross between the
variant line (Sll), which is susceptible to leaf rust and the resistant (CIMMYT) variety Pavon
76. F2 of 101 individuals along v.ith their parental lines were analyzed with thirty three pairs
of simple sequence repeats (SSRs) markers. The results showed that only tw:l of SSR
primer pairs (Xgwm 428 and Xgwm334) gave polymorphic DNA fragments. A simple single
marker regression analysis showed that these tw:l markers were found to be linked to leaf
rust aTl (lrD and lr A). R' explained by markers Xgwm 428 and Xgwm 334 were 43 and
55%, due to the segregation of the aTl respectively. The LrD and lrA genes, mapped on
chromosome 7D and 6A respectively, may act in a complementary interaction.
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INTRODUCTION
Leaf rust, caused by Puecinia trifieina Eriks is one of the most common

foliar diseases of bread wheat (Triticum aestivum) in the world (Mebrate et
al., 2008). Breeding for resistance is considered to be the most economical
and environment- friendly strategy for disease control.To date, more than
sixty leaf rust resistance genes have been identified in wheat (Mcintosh et
al., 2008; Samsampou et al., 2010) . Many of these resistance genes are
effective at both the seedling and adult plant growth stages and exhibit
hypersensitive reactions that facilitate the emergence of virulent pathogen
mutants, which can rapidly overcome the resistance (Lagudah, 2011). For
that reason, to obtain wheat cultivars with effective resistance for a long
period of time, novel genes from different resistant sources can be
identified, introgressed to these cultivars, and the identification of gene
combination which can lead to increase the level of resistance (Messmer at
al., 2000; Mcintosh et al., 1995; Kolmer and liu,2002; Oelke and Kolmer,
2005). A few genes confer resistance during the adult plant growth stage
and have the capacity to express slow-rusting resistance (Singh et al.,
2011). In most cases, if the gene is recessive or partially recessive, it
exhibits continuous variation in segregating populations and is under
oligogenic control (Bjarko et al., 1988). To date, 4 slow-rusting adult plant
resistance (APR) loci (resistant to leaf rust) have been identified, given
gene designations, and mapped to specific genomic locations. These 4 loci
are Lr34. Lr46, Lr67. and Lr68 (William et at, 2006; Krattinger et al., 2009;
Herrera-Foessel et al., 2011, 2012).
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