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Fig. 1. ClustalW alignments of nucleotide binding site-leucine-rich repeat (A) and kinase (B) containing resistance genes. Arrows identify the
conserved motifs used to design primers. Positional identities of amino acids are highlighted in gray and dashes indicate computer generated
gaps needed for alignments.
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Fig. 2. ClustalW alignments of amino acid (aa) sequences from the nucleotide binding site (NBS) RGAs cloned from Jagger and TA2460. These
clones were compared with three NBS sequences from wheat Yr10, Cre3, and KSUD14, Xa1





MALEKI ET AL.: RGA CLONE MAPPING IN WHEAT 665

lack of intergenomic polymorphism or the comigration
of fragments.

The greatest number of fragments were assigned to
the B genome (48%), followed by the D genome (28%)
and the A genome (24%). Group 1 chromosomes con-
tained the largest number of RGL loci with chromo-
somes 1B e



666



MALEKI ET AL.: RGA CLONE MAPPING IN WHEAT 667





MALEKI ET AL.: RGA CLONE MAPPING IN WHEAT



670 CROP SCIENCE, VOL. 43, MARCH–APRIL 2003


