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Subtelomeric assembly of a multi-gene pathway for antimicrobial defense compounds in cereals.
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Arecombined Sr26 and Sr61 disease resistance gene stack in wheat encodes unrelated NLR genes.
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NLR-parser: rapid annotation of plant NLR complements. Bioinformatics, 2015, 31, 1665-1667. 4.1 108

Strategies for transferring resistance into wheat: from wide crosses to GM cassettes. Frontiers in
Plant Science, 2014, 5, 692.
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