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Extended Abstract
Introduction and Objective: Water deficit stress is a serious threat to food security worldwide.
Association marpging is a suitable method to identify the location of quantitative traits based on
linkage disequilibrium, which is highly effective in describing complex genetic traits. This study
aimed to evaluate the population structure and the SNP markers association morphological traits of
spring wheat genotypes under water deficit stress conditions.
Material and Methods: In this research, genome-wide association mapping was done for 111
spring wheat genotypes. Phenotyping evaluation was done in the form of a simple lattice design
with two replications in the agricultural year 2020-2021 under non stress and water deficit stress
conditions in the experimental field of Gachsaran Rain-fed Agricultural Research Station in Iran.
Genotyping of the samples was done using SNP markers (15 K SNP array?( in Trait-Genetic
company in Germany. Each genotype was evaluated usingi 15 thousand SNP markers. The obtained
SNP data were filtered in terms of MAF indices (minor allele frequency) and missing data (Missing
data >10%). From each of the 21 pairs of bread wheat homologous chromosomes, seven SNP
markers with no missing data and with suitable distribution were selected (147 markers in total) to
determine the structure of the studied population (Q matrix) using STRUCTURE 2.3 software and
the number of ?roups (K) was identified. The studied traits were flag leaf area, number of nodes,
first internode length, number of tiller per plant, number of fertile tillers per plant, number of
infertile tiller per plant, and spike Weigiht. Genome-wide association mapping using TASSEL 5.0
software and the general linear model (GLM) method with Q matrix and decomposition into
E{rincipal components with more than 80% justification (PCA) with 52 components was used.
esults: The results of the analysis of variance showed that there was an acceptable genetic
variation in terms of all studied traits and also the reaction of genotypes was different in facing
water deficit stress.
In the water deficit stress condition, chromosome 2A had the maximum significant correlation with
39 and chromosome 5A had the minimum association marker with the trait with four. In the of
water stress conditions, three bread wheat genomes (A, B, and D) accounted for 53, 36, and 11% of
the frequency of marker-trait association, respectively. A and D genomes of bread wheat under
water deficit stress conditions ratio to non-stress conditions assigned a more prominent role for the
examined traits. In total in the non-stress and water deficit stress condition 180 and 111 marker trait
association (MTA) were identified respectively. In the water deficit stress conditions, the number of
correlations with markers for flag leaf area, first internode length, tiller of number per plant, and
spike weight were 17, 24, 10 and 19, respectively. In the water deficit stress condition, the

frequency of significant marker association more significant than in non-stress condition for traits
of first internode and fertile tiller of number per plant. Three bread wheat genomes showed an
unequal contribution for the studied traits in terms of the number of identified marker-trait
associations (MTA). Also, genome A had a significant contribution toc?raln yield under water stress
conditions with 74% of significant correlations between the marker and the spike weight trait.
Conclusion: Finally, the MTAs identified in the present study can be used in the development of
wheat dbretledin_g programs under water deficit conditions especially gene pyramiding or marker-
assisted selection.
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(IRN) ¢)l,! TRI 6129 83 (ITA) Wk TRI 4116 42 (USA) S, 5l TRI 403 1
(IRN) ¢l TRI 6148 84 (ITA) Ui TRI 4117 43 (CHN) ¢y TRI 2513 2
(MEX) ;350 TRI 10296 85 (ITA) Uk TRI 4118 44 (NPL) Jls TRI 2619 3
(BAR) 5 TRI 10297 86 (ITA) Wk TRI 4126 45 (IND) x> TRI 2656 4
(IPN) ol TRI 10311 87 (ITA) Wk TRI 4130 46 (IND) x> TRI 2679 5
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(IRN) gyl TRI 6108 82 (AFG) (lusilisl TRI 4113 41
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UNM 4 4lgs GRC 5 yoyd CYP ¢cpl5 9PN ¢ ks, BRA ¢

el RN 5yl BGR ool ESP 55151 ARG gl EST g SWE £ L CHL 5,55 SUN Ll 2l
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1- General Linear Model
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Table 2. Analysis of variance for the morphological and spike weight in spring bread wheat genotypes under non stress
and water deficit stress.
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Figure 1. Heat map of the correlation matrix between morphological and spike weight traits of bread wheat genotypes in non-stress
conditions. Flag Leaf Area (FLA); Number of Node (NN%; First Internode Length ngIL); Tiller Number per plant (TN); Fertile Tiller
Number per plant (FTN); Infertile Tiller Number per plant (ITN) and Spike Wight (SW).
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Figure 1. Heat map of the correlation matrix between morphological and spike weight traits of bread wheat genotypes in water deficit
stress conditions. Flag Leaf Area (FLA?; Number of Node (NN); First Internode Length (FIL); Tiller Number per plant (TN); Fertile
Tiller Number per plant (FTN); Infertile Tiller Number per plant (ITN) and Spike Wight (SW).
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Figure 3. Determining subgroups using Structure Harvester. The vertical axis shows the value of AK and the horizontal
axis shows the number of subpopulations
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Figure 4 . The results of the Structure harvester software show the logarithm of the maximum likelihood value for analysis
based on 147 SNP markers
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Table 3. The maximum number of significant marker-trait association on genome and choromosome in 111 bread wheat

genotypes
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Table 4. The maximum number of significant marker-trait association in 111 bread wheat genotypes based on studied
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