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Chip-analysis of loss-of-resistance mutants
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Allelic series of deletion mutants
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Antagonistic reactions for NLB and rust resistance

Common Rust
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Northern Leaf Blight
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Genetics + breeding

Parent 1&2 [CML | CML | TZMi | TZMi TZMi | CML | CML
312 384 102 711 712 204 373

Self

Self

Self

Self

 Diallel study of GLS resistance
* F,.; and BC,F, lines pending

* Promising hybrids identified CML 312 x TZMi 712 )
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