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Ty-3 resistance




an non-viral foliar disease severity of advanced
stant breeding lines as affected by genotype at t
resistance loci.

Mean Foliar DSI?

Genotype?
Ty-3 Ty-4 ty-5
+/+ 6.1 a (n = 130) 4.6 b (n=16) 5.4 a(n=174)
+/- 5.7b (n=46) 6.0a(n=05) 4.4Db (n=15)
_-/- 5.3 c (n = 346) 5.6 a (n =501) 5.7a(n=333)

1 +/+ homozygous resistant; +/- heterozygous; -/- homozygous susceptible

2 DSI disease severity index of non-viral infections (primarily bacterial spot and

early blight) based on the Horsfall-Barratt scale, lower number means less

disease; n number of plants in each group; means in column with same letter are

not significantly differentatPXX n®np o6F 4SR 2y 5dzy Ol yQa Y dz
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Spring 2009: Screened ~10,50(pkants for recombination

~300 total recombinants

100 informative recombinants
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Chromosome 6 LOD value
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Figure 2. Mapping and interval analysis of Ty-3 (map distance in ctM) among the
markers analyzed on chromosome 6; Interval analysis displaying LOD
scores along Chromosome 6 for disease severity of approximately 300
recombinant plants. Map positions between 18 and 26 cM are based
on recombination data from the present population.







