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QTLs Associated with Agronomic Traits in the Cutler A— AC Barrie Spring Wheat Mapping Population
Using Single Nucleotide Polymorphic Markers. PLoS ONE, 2016, 11, e0160623.

High Density Single Nucleotide Polymorphism (SNP) Mapping and Quantitative Trait Loci (QTL) Analysis
in a Biparental Spring Triticale Population Localized Major and Minor Effect Fusarium Head Blight 2.4 32
Resistance and Associated Traits QTL. Genes, 2018, 9, 19.

Mapping QTLs Controlling Agronomic Traits in the 4€"Attilad€™ A— 4€°CDC Goa€™ Spring Wheat Population und§r8
Organic Management using 90K SNP Array. Crop Science, 2017, 57, 365-377. :

Genome-wide association mapping of genomic regions associated with phenotypic traits in Canadian

western spring wheat. Molecular Breeding, 2017, 37, 1. 21 30

Genomea€wide Association Study of Agronomic Traits in a Springd€Planted North American Elite Hard Red
Spring Wheat Panel. Crop Science, 2018, 58, 1838-1852.

Population Structure and Genomewide Association Analysis of Resistance to Disease and Insensitivity

to Ptr Toxins in Canadian Spring Wheat Using 90K SNP Array. Crop Science, 2017, 57, 1522-1539. 1.8 24

Durum wheat genomics comes of age. Molecular Breeding, 2014, 34, 1527-1530.

Three previousl?/ characterized resistances to yellow rust are encoded by a single locus Wtk1. Journal

of Experimental Botany, 2020, 71, 2561-2572. 48 23



20

22

24

CuRrTIS POzNIAK

ARTICLE IF CITATIONS

Physical mapping of QTL associated with agronomic and end-use quality traits in spring wheat under
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