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Abstract

:

To understand the molecular mechanism of drought tolerance in sweet sorghum [Sorghum bicolor (L.) Moench], we found the genetic loci associated with single nucleotide polymorphism (SNP) markers and explored drought-tolerance candidate genes. A genome-wide association study (GWAS) of sweet sorghum was performed using the general linear model (GLM), mixed linear model (MLM) and the fixed and random model circulating probability unification (FarmCPU) method in R. Mean productivity (MP), relative drought index (RDI) and stress-tolerance index (STI), based on plant height under two water treatments, were obtained from 354 sweet sorghum accessions from home and abroad. These plant-height drought-tolerance indices showed continuous quantitative variation. Except for the RDI, the others were close to normal distribution. A total of 6186 SNPs were obtained from the resequencing data after quality control and filling. The marker densities on chromosomes 9, 10 and 5 were higher than those on other chromosomes, which were 40.4, 16.5 and 10.0 SNPs within 1 Mb, respectively. The GWAS results showed that 49, 5 and 25 significant SNP loci were detected by the GLM, the MLM and FarmCPU, respectively, many of which were detected by two or more models. Two candidate genes of drought tolerance were annotated: Sb08g019720.1, homologous to the gene encoding the early flowering MYB protein transcription factor in Arabidopsis thaliana; and Sb01g037050.1, homologous to the gene encoding the basic leucine zipper transcription factor in maize. The results of this study can facilitate the cultivar development of drought-tolerant sweet sorghum.
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1. Introduction


Southern Xinjiang experiences a dry climate and slight rainfall. The annual average evaporation is 1000–2000 mm, 7–20 times more than the annual rainfall. Because Southern Xinjiang is the main producing area of cotton and fruit trees, water resources have a great demand for agricultural development. However, water resources in Xinjiang are in a state of ecological deficit, and the situation is likely to worsen [1]. Soil salinization is also severe in Xinjiang, with about 1/3 of the total area of cultivated land affected by different degrees of salinity or alkalinity. Therefore, developing saline–alkali and drought-tolerant crop varieties that can be grown in Xinjiang has broad prospects [2]. As a common sorghum variety, sweet sorghum has strong stress resistance. Because of its resistance to drought, aridity, salinity and alkalinity [3], it is an ideal model crop in studying stress resistance mechanisms. In addition, sweet sorghum as a roughage source has broad prospects in feed development in Xinjiang, where animal husbandry is also being developed. Therefore, it is of great theoretical and practical significance to strengthen the evaluation, identification and mining of the excellent genetic resources of sweet sorghum, especially for arid and saline areas.



Drought, an essential abiotic factor, affects the growth and yield of crops, thus restricting agricultural production. Cultivating and planting varieties with excellent drought-tolerance genes are effective ways to solve this problem. Much research has been conducted to understand the drought-tolerance mechanism of crops and explore drought-tolerance candidate genes. With the rapid development of molecular biology, molecular genetics and bioinformatics, genome-wide association studies (GWASs), based on the natural population and linkage disequilibrium, can detect genetic variation polymorphisms in the whole genome and conduct population-level statistical analysis of the genotype and phenotype, which can efficiently detect genes associated with traits, making it more convenient to mine genes that control the drought-tolerance traits of crops and identify excellent genetic variation materials. With the reduction in sequencing costs and the completion of most crop gene sequencing, GWASs have been widely applied in the drought-tolerance research of rice [4,5,6,7,8], wheat [9,10,11,12], maize [13,14,15], soybean [16,17], sorghum [18,19], cotton [20] and other crops, and many significant marker–trait association loci and candidate genes related to drought tolerance have been revealed, some of which are related to transcription factors (TFs) [7,8,10,16,18]. The quantitative trait locus identified by GWAS contains candidate genes with functions related to osmotic stress regulation, such as the basic leucine zipper (bZIP) protein gene OsbZIP80, which plays an important role in the tolerance of or adaptation to abiotic stress and is considered a rice-dehydration stress-inducible gene [8]. A dehydration response element-binding protein TF identified by a GWAS, related to drought tolerance in wheat, plays a transcriptional activation role in abscisic acid (ABA)-independent drought stress responses by binding to the dehydration response element [10]. A GWAS, using high-density phenotypic genomics, was conducted to study the height, leaf area and biomass of 648 sorghum cultivars under drought and well-watered conditions. High-quality, repetitive and conserved gene associations have been revealed, which included many strong candidate genes encoding heat shock proteins and antifreeze proteins involved in stress response [18]. Hence, drought tolerance is a complex trait regulated by many genes and it involves a variety of drought-response signaling pathways and metabolic networks. It is a long-term evolutionary process of plants and an adaptation mechanism to the adverse environmental conditions of drought. Under drought stress conditions, genes or TFs related to drought resistance are activated to regulate the expression of target genes at the transcriptional level, thereby regulating plant growth and physiological metabolism. There are many kinds of TFs in the plant kingdom. According to the structure of the DNA-binding domain, TFs can be divided into many different families, such as MYB TF family proteins, bZIP proteins, etc. MYB TFs, one of the largest TF families in plants, play a crucial role in abiotic stress responses [21]. GmMYB52 encodes a typical MYB TF in soybean that can bind MYB cis-acting element motifs, indicating that this TF may be related to abiotic stress and the ABA signal transduction pathway of soybean [22]. Genes encoding bZIP TFs significantly increase the tolerance of Arabidopsis and cotton to multiple abiotic stresses [23].



For a GWAS on the drought tolerance of sweet sorghum, phenotypic data, genotype data, software and good analysis methods are required. Phenotypic data are needed to accurately reflect the difference in drought tolerance. Some studies have indicated that drought-tolerance indices, such as the stress sensitivity index (SSI) and the stress-tolerance index (STI), evolved from traits under drought and normal conditions and could provide useful information in GWASs. The genotype data in this study were obtained from the resequencing data of sweet sorghum materials. When phenotypic and genotypic data are available, the most important thing is the selection of analysis methods. Although a GWAS is advantageous in detecting important genes, false positives, computing speed and statistical ability are the main concerns for researchers. Therefore, they have developed a series of models and related software packages to deal with these concerns. With the continuous improvement of computing models and the development of software packages, GWASs have been greatly improved in terms of computing speed and statistical effectiveness [24,25,26,27]. The general linear model (GLM) is used to reduce false positives from population stratification by treating the population structure (Q) or principal components (PCs) as fixed effects [28]. Subsequently, the mixed linear model (MLM) uses genetic markers covering the whole genome and introduces the genetic relationship between individuals to control false positives, which is effective in controlling Q and genetic relationships [29,30]. However, the challenge for the MLM is dealing with the workload of large data sets. To solve this problem, many algorithms, such as the compressed mixed linear model (CMLM) and the enriched CMLM, have been proposed. The CMLM method is based on the genetic relationship of individuals, and varieties or individuals are clustered and grouped to obtain the optimal number of groups. The genetic coefficient between groups is used instead of the genetic coefficient between varieties as the random effect of the MLM [31]. By finding the optimal combination of the clustering method and the between-groups kinship (K) coefficient algorithm, the CMLM is an optimized MLM method [32]. Such algorithms improve the calculation speed of the MLM, but the statistical ability is the same. Subsequently, the MLM transitioned from a single point to a multiple loci mixed model (MLMM). Based on the MLMM, a fixed and random model circulating probability unification (FarmCPU) model has been developed. The idea is to use two models for iteration. One model is the MLM which contains covariates, such as random effects and Q related to K, and the other is the GLM. The latter contains a test tag and Q as a covariate. FarmCPU provides increased computing speed and statistical power compared with the MLMM [33]. In this study, the GLM, the MLM and FarmCPU were used for the GWAS.



In this study, 354 sweet sorghum accessions were identified for drought tolerance in fields under regular irrigation and drought stress treatments. The objectives of this study were to identify significant SNP loci associated with drought-tolerance traits through a GWAS, using the GLM, the MLM and FarmCPU, to explore candidate genes for drought-resistance traits in sweet sorghum, and to better understand the molecular mechanisms of the drought adaptation of sweet sorghum in order to facilitate the cultivation of drought-tolerant varieties.




2. Materials and Methods


2.1. Test Materials and Experimental Design


The test materials were 354 sweet sorghum accessions from China, the USA, India, and other countries, which were provided by the National Crop Germplasm Resource Platform (Beijing, China). The experiments were performed in the field at the agronomy experiment station of Tarim University in Xinjiang Uygur Autonomous Region in 2019, using a completely randomized experimental design with two replicates. The sowing date was 1 May and the sowing depth was 3 cm, with a row length of 5 m, row spacing of 0.6 m and plant spacing of 0.2 m. Three lines were arranged in one plot, with a 0.6 m space between plots for observation and data measurement. Seedlings were thinned at the one-leaf and one-heart stage, leaving one seedling in each hole. The two treatments were regular irrigation and drought stress. In the regular irrigation treatment, irrigation was applied normally during the growth period of sweet sorghum, and the irrigation amount was 50, 100, 80 and 80 mm at the seedling stage, jointing stage, booting stage and filling stage, respectively. In the drought stress treatment, irrigation was stopped after the seedling stage until grain maturity, with 50 mm irrigation at the seedling stage. The rainfall during the whole growth period was close to 100 mm [34].




2.2. Measurements and Data Analysis


Agronomic traits were investigated and collected at the ripening stage. The plants of the two treatments were continuously sampled from the middle row of each plot to prevent data deviation caused by the boundary effect. The height of the main stem of the plant, as measured with a meter scale, was the plant height (PH).    Y S    represents the PH of each accession under drought stress, and    Y P    represents the PH under regular irrigation. Mean productivity (MP, unit: m), relative drought index (RDI) and stress-tolerance index (STI) were obtained from    Y S    and    Y P    by the following formulas [35].


  M P =      Y S  +  Y P     / 2   



(1)






  R D I =        Y S   /   Y P       /         Y S   ¯   /     Y P   ¯         



(2)






  S T I =        Y S  ×  Y P     /       Y P   ¯       2   



(3)







     Y S   ¯    is the average value of all accessions under drought stress and



     Y P   ¯    is the average value of all accessions under regular irrigation.



Whole genome resequencing was performed by Beijing Nuohe Zhiyuan Science and Technology Co., Ltd. (Beijing, China). Before the GWAS, Plink software (v1.9 beta) was used for quality control, Beagle software (v5.4) was used for filling, and Plink was used again under the same conditions to control the quality of the filled data, and the unmapped data were removed. Under the premise of minimum allele frequency (MAF) ≥ 0.01 and missing rate (missing data) ≤ 0.1, 6186 high-quality SNPs were obtained. The SNP variation files obtained by sequencing were sorted according to the format required by the rMVP package.



This study used FactoMineR, a de facto software package in R (v3.6.1), for principal component analysis (PCA), extracting PCA results and data visualization. A GWAS with the GLM, the MLM and FarmCPU was performed using the rMVP package in R. Significant markers were named as SNP + chromosome + position. The 100 kb interval on both sides of each significant SNP locus was intercepted. The resulting sequences were searched with NR, NT, KO, Swiss-Prot, Pfam, GO and KOG databases using BLAST software (v1.4) to annotate gene function.





3. Results


3.1. Distribution of PH and Drought-Tolerance Indices in Sweet Sorghum


The drought-tolerance indices, including the mean productivity (MP), relative drought index (RDI) and stress-tolerance index (STI), were obtained from the formulas based on    Y S    and    Y P    under two different water treatments for each accession, which showed continuous quantitative variation (Figure 1). The drought-tolerance indices’ MP and STI were close to a normal distribution, with the standard deviation reaching 0.60 and 0.34, respectively, while the drought-tolerance index RDI did not follow the normal distribution.




3.2. SNP Marker Density Distribution


The number of SNP markers distributed on ten chromosomes was unbalanced, which resulted in different densities on each chromosome. The chromosome distribution is shown in Figure 2, in which gray represents no SNPs (gaps) in the 1 Mb range, green represents low density, and yellow and red represent medium and high density, respectively. With the deepening of red, its density increased. Chromosome 9 had the highest density with red and yellow regions, among which the yellow region accounted for a large proportion. The density of chromosomes 10 and 5 was relatively high. In addition, there were many obvious gaps in each chromosome, which might be related to chromosome structure and population composition.



A total of 6186 SNPs were obtained after quality control and filling, and filtering with the standard of MAF ≥ 0.01 and missing rate (missing data) ≤ 0.1. Compared with other chromosomes, the number and average density of SNPs on chromosome 9 were the highest, which reached 2401 and 40.1, respectively (Table 1). The next was chromosome 10 with 995 and 16.5. The number and average density of SNPs on chromosome 4 were the lowest, which were 243 and 3.6, respectively. Specific information on other chromosomes is shown in Table 1.




3.3. Principal Component Analysis of Genotype Data


Principal component analysis (PCA) divided the 354 strains into two subgroups by PC1. Most sweet sorghum accessions had little difference in PC1, and the genotype of nine accessions was significantly different from that of others in PC1. The boundary of accessions in PC2 was not apparent (Figure 3).




3.4. GWAS of Drought-Tolerance Indices


The genome expansion factors of mean productivity (MP) in the general linear model (GLM), the mixed linear model (MLM) and fixed and random model circulating probability unification (FarmCPU) were 2.104, 1.343 and 1.183, respectively. A total of 19 significant SNPs were detected based on MP, among which 8, 1 and 10 SNPs associated with MP were detected by the GLM, the MLM and FarmCPU, respectively. SNP-8-42803746 was co-detected by the GLM and FarmCPU. SNP-6-21397577 was co-detected by the MLM and FarmCPU (Figure 4, Table 2).



The genome expansion factors of the relative drought index (RDI) in the GLM, the MLM and FarmCPU were 1.300, 0.780 and 0.989, respectively. The RDI detected 19 significant SNPs, with six SNPs detected by GLM, three SNPs detected by the MLM, and 10 SNPs detected by FarmCPU. SNP-9-40211466 and SNP-9-40211299 were detected by the GLM and MLM, respectively. SNP-9-18625001 was co-detected by the three models. SNP-3-48129228 was detected by the GLM and FarmCPU (Figure 5, Table 3).



The genome expansion factors of the stress-tolerance index (STI) in the GLM, the MLM and FarmCPU were 1.654, 0.944 and 1.070, respectively. The STI detected 41 significant SNPs, with 35 SNPs detected by the GLM, one SNP detected by the MLM, and five SNPs detected by FarmCPU. SNP-9-21304761 and SNP-3-48129228 were detected by the GLM and FarmCPU, respectively. SNP-6-21397577 was co-detected by the MLM and FarmCPU (Figure 6, Table 4).




3.5. Gene Function Annotation


The significant loci detected by three PH drought-tolerance indices were annotated by gene function (Table 5). The significant locus SNP-8-50726311 was identified based on the MP and STI and was located in the Sb08g019720.1 gene, which is homologous to the TF LUX-like gene encoding the short anther in wild rice and the gene encoding the early flowering MYB protein (EFM) TF in Arabidopsis thaliana. The Sb01g037050.1, Sb01g037050.2 and Sb01g037050.4 genes were annotated based on the SNP-1-60603003 site identified by the MP and STI. The gene encodes the sorghum TF TGA2.2, which is homologous to the maize bZIP TF. It regulates transcription by binding to specific DNA sequences; the locus SNP-1-159169 identified based on the STI was annotated to the gene Sb01g000300.1, which encodes a sorghum transcription repressor and is homologous to the maize gene LOC100285229.





4. Discussion


Plant height (PH) is an important agronomic trait and a more intuitive and easy-to-measure experimental index. A significant positive correlation exists between PH and yield-related traits in maize under good irrigation and water stress conditions [36]. The GWAS results of maize drought resistance during flowering also showed that maize PH was significantly affected by drought stress, which was reduced by 12.47%. Additionally, maize PH under drought stress was significantly different from that of the control under good irrigation, and it was significantly positively correlated with the ear biomass at the heading stage [37]. Thus, because PH can reflect the growth adaptability of different varieties under drought conditions to a certain extent, it was selected as the index to measure the drought tolerance of sweet sorghum in this study. However, many traits reflect the drought tolerance of crops, such as grain weight, biological yield, root growth and so on. The determination of grain weight and biological yield has been completed, and the correlation analysis is being carried out (in preparation). These results can be used as a supplement and confirmation in this study. However, the determination of root growth, such as root length and root dry weight, has a large workload and requires a lot of effort and material resources. It is indeed challenging to rely solely on manual determination. Therefore, in the study of root traits to be conducted at a later stage, drought-tolerance genes at the seedling stage will be identified using an osmotic regulator to simulate drought in an artificial climate chamber.



Drought tolerance is the ability of crops to grow and reproduce under water-deficit conditions [38]. This complex trait is affected by many factors; thus, accurately evaluating crop drought tolerance is of great importance. To distinguish drought-resistant and sensitive genotypes, researchers have proposed algorithms based on observations of stress and non-stress conditions to derive selection indices to evaluate the response of crops to drought stress [39,40,41]. The stress-tolerance index (STI) and stress sensitivity index (SSI) can provide valuable information for association analyses of wheat drought-tolerance traits and molecular-marker-assisted selection breeding [42]. Therefore, the three drought-tolerance indices’ mean productivity (MP), relative drought index (RDI) and stress-tolerance index (STI), derived from plant height (PH) under regular irrigation and drought stress treatments, were used to distinguish the drought tolerance of different sweet sorghum accessions.



To determine the significant loci of drought tolerance, this study used three models for the GWAS. Among them, the GLM introduced population structure “Q” as a covariate to control false positives. The equation can be conceptually expressed as y = Q + si + e, where “si”, “y”, and “e” are the ith marker, phenotype and residuals, respectively. Q was represented by the PCA results of molecular markers covering the whole genome. The first three PCs were introduced in this study. The MLM introduced the Q (PCA results) and K (genetic relationships between varieties) matrices to control false positives. The equation can be conceptually expressed as y = Q + K + si + e. From the quantile–quantile (QQ) plots of the GWAS (Figure 4B, Figure 5B and Figure 6B), it can be seen that the blue line of the GLM algorithm that only considers Q began to rise from the starting position, and the genome expansion factor was greater than 1, which indicates that population stratification needs to be corrected, which is a cause of false positives [28]. In contrast, by considering the Q and K matrices, the MLM controls false positives and p-value inflation well [29,30,43]. However, for complex traits related to Q, the signals of known genes also disappear into the background, which weakens the true association [33]. The third model was FarmCPU, an algorithm that iteratively uses fixed and random effects. The equation can be conceptually expressed as y = si + S + e (fixed model) and y = u + e (random model), where “S” represents pseudo-quantitative-trait nucleotides as additional covariates, and “u” represents individual genetic effects with the variance and covariance matrix [33]. From the QQ plots of the GWAS (Figure 4B, Figure 5B and Figure 6B), it can be seen that the purple line representing FarmCPU was very close to the theoretical value, better controlled the expansion of the p-value, and the genome expansion factor was near 1. This study showed that FarmCPU had no obvious false positive or false negative values, and more micro-effect genes were captured without weakening the statistical effect. From the results of this study, 49, 5 and 25 significant SNP loci were detected by the GLM, the MLM and FarmCPU, respectively, which also demonstrated the difference in SNP detection among these three models. In addition, the results showed that many loci were detected by two or more models. The SNP-8-42803746 marker identified by the PH MP index, the SNP-3-48129228 marker identified by the PH RDI and the SNP-2130476 and SNP-3-48129228 markers identified by the PH STI were detected by the GLM and FarmCPU. SNP-6-21397577 identified by the MP index and SNP-6-21397577 identified by the STI were detected by the MLM and FarmCPU, respectively. SNP-9-40211466 and SNP-9-40211299 identified by the RDI were detected by the GLM and MLM, respectively. SNP-9-18625001 identified by the RDI was detected by the GLM, the MLM and FarmCPU. The results of these co-detected markers were relatively reliable.



In this study, based on the MP and STI analysis, the SNP-8-50726311-annotated gene, Sb08g019720.1, is homologous to the Arabidopsis MYB family TF EFM gene, and the SNP-1-60603003-annotated gene, Sb01g037050.1, is homologous to the maize bZIP TF gene, indicating that EFM TF and bZIP TF have a significant relationship with the drought-tolerance adaptation mechanism of sweet sorghum. Many plant TFs, such as MYB TF family proteins and bZIP proteins, are associated with crop stress resistance [21,22,23]. Under drought stress, they regulate the expression of target genes at the transcriptional level as a defense mechanism in response to drought. Several MYB TFs are involved in the response to drought stress in Arabidopsis, and these MYB TFs can directly or indirectly regulate the expression of multiple stress-related genes so that Arabidopsis can deal with the adverse external environment [44]. The overexpression of the MYB-related TF OsMYB48-1 can significantly improve the tolerance of rice to simulated drought caused by mannitol and polyethylene glycol. At the same time, the overexpression of this gene can regulate the expression of some ABA biosynthesis genes, early-signal genes and late-response genes, thereby enhancing the drought resistance of rice [45]. ZmbZIP4 is a positive regulator of abiotic stress in maize. ZmbZIP4 overexpression lines developed roots better under normal conditions, showing longer main roots and an increased number of lateral roots. Even under severe abiotic stress, it can still show a higher germination rate and survival rate. ZmbZIP4 overexpression regulated some stress response genes, ABA biosynthesis-related genes and key genes related to root development, thereby increasing ABA biosynthesis and ultimately leading to improved plant resistance to abiotic stress [46]. Thus, the results indicate that TFs, such as MYB and bZIP, are important for resistance in sweet sorghum. In addition, the two genes Sb08g019720.1 and Sb01g037050.1 annotated in this study may be drought-tolerant genes of sweet sorghum.




5. Conclusions


PH traits were investigated under two water treatments (drought stress and regular irrigation), and the MP, RDI and STI based on the PH were used as phenotypic data, combined with 6186 SNPs obtained by the resequencing of sweet sorghum. A total of 49, 5 and 25 significant SNP loci were detected by the GWAS using the GLM, the MLM and FarmCPU with R software packages, and multiple significant loci were detected by two or more models.



Based on the gene function annotation of the significant sites detected by the drought-tolerance indices of sweet sorghum PH traits, two drought-tolerance candidate genes were revealed. Among them, the Sb08g019720.1 gene is homologous to the gene encoding the Athaliana EFM TF, while the Sb01g037050.1 gene is homologous to the gene encoding the maize bZIP TF. The expression of MYB and bZIP TFs led to plant stress resistance, suggesting that both genes are closely related to drought tolerance. The drought-tolerant candidate genes revealed in this study can lay a foundation for subsequent gene function verification and the analysis of the molecular mechanism of drought tolerance in sweet sorghum, as well as enable breeders to cultivate drought-tolerant sweet sorghum varieties.
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Figure 1. Density distribution of drought-tolerance indices of plant height. Density distribution of MP (A), density distribution of RDI (B), density distribution of STI (C). 
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Figure 2. Density distribution of chromosome markers. 
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Figure 3. Principal component analysis plot. 
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Figure 4. Genome-wide association study (GWAS) of mean productivity (MP). Manhattan plots (A) and quantile–quantile (QQ) plot (B). 
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Figure 5. GWAS of relative drought index (RDI). Manhattan plots (A) and QQ plot (B). 
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Figure 6. GWAS of stress-tolerance index (STI). Manhattan plots (A) and QQ plot (B). 
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Table 1. Specific information of SNPs on chromosomes.






Table 1. Specific information of SNPs on chromosomes.





	Chromosome
	Length (bp)
	No. of SNPs
	Average Density (SNPs/Mb)





	1
	72,621,628
	392
	5.4



	2
	77,923,599
	340
	4.4



	3
	74,347,826
	379
	5.1



	4
	67,928,809
	243
	3.6



	5
	61,993,318
	615
	10.0



	6
	61,563,909
	284
	4.6



	7
	64,298,007
	266
	4.1



	8
	54,875,046
	271
	4.9



	9
	59,493,343
	2401
	40.4



	10
	60,355,397
	995
	16.5







Note: Chromosome length was calculated between the last marker position and the first marker position on the same chromosome of all the test materials.
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Table 2. Marker information detected by GWAS of MP.
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	Marker
	Variant
	Effect
	p-Value
	Methods





	SNP-9-46359555
	T/C
	0.259
	1.34 × 10−6
	MP.GLM



	SNP-9-32010157
	T/C
	−0.800
	5.43 × 10−6
	MP.FarmCPU



	SNP-8-54701961
	C/T
	−0.280
	5.27 × 10−6
	MP.FarmCPU



	SNP-8-50726311
	C/G
	−0.180
	3.37 × 10−7
	MP.GLM



	SNP-8-42803746
	G/A
	−0.100
	1.22 × 10−7
	MP.FarmCPU



	SNP-8-42803746
	G/A
	−0.140
	1.57 × 10−6
	MP.GLM



	SNP-7-49761327
	G/C
	−0.503
	5.68 × 10−6
	MP.GLM



	SNP-6-21397577
	T/C
	−0.776
	1.73 × 10−12
	MP.FarmCPU



	SNP-6-21397577
	T/C
	−0.745
	1.84 × 10−6
	MP.MLM



	SNP-4-1724051
	C/T
	−0.099
	3.23 × 10−6
	MP.FarmCPU



	SNP-4-12346536
	A/T
	−0.293
	2.50 × 10−9
	MP.FarmCPU



	SNP-3-71564436
	A/C
	−0.336
	2.98 × 10−7
	MP.GLM



	SNP-3-69226243
	A/G
	−0.287
	1.40 × 10−6
	MP.GLM



	SNP-3-38408072
	C/A
	−0.140
	1.63 × 10−6
	MP.GLM



	SNP-2-62168227
	A/C
	0.137
	1.72 × 10−6
	MP.FarmCPU



	SNP-1-60603003
	T/C
	0.316
	3.69 × 10−6
	MP.GLM



	SNP-10-45922678
	T/C
	−0.208
	1.57 × 10−7
	MP.FarmCPU



	SNP-10-3166515
	C/T
	0.349
	1.21 × 10−9
	MP.FarmCPU



	SNP-10-24652464
	T/C
	0.561
	5.82 × 10−12
	MP.FarmCPU
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Table 3. Marker information detected by GWAS of RDI.
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	Marker
	Variant
	Effect
	p-Value
	Methods





	SNP-9-40211466
	A/T
	−0.920
	1.42 × 10−6
	RDI.GLM



	SNP-9-40211466
	A/T
	−1.479
	5.15 × 10−9
	RDI.MLM



	SNP-9-40211299
	T/A
	−1.059
	6.28 × 10−9
	RDI.GLM



	SNP-9-40211299
	T/A
	−1.504
	8.32 × 10−10
	RDI.MLM



	SNP-9-18625001
	G/A
	−0.991
	3.42 × 10−18
	RDI.FarmCPU



	SNP-9-18625001
	G/A
	−1.059
	6.28 × 10−9
	RDI.GLM



	SNP-9-18625001
	G/A
	−1.504
	8.32 × 10−10
	RDI.MLM



	SNP-8-48976460
	T/C
	−0.237
	6.46 × 10−6
	RDI.GLM



	SNP-7-59879988
	T/A
	0.098
	8.80 × 10−8
	RDI.FarmCPU



	SNP-7-57772159
	T/A
	−0.059
	3.74 × 10−7
	RDI.FarmCPU



	SNP-7-51913862
	T/C
	0.069
	5.20 × 10−8
	RDI.FarmCPU



	SNP-7-2876065
	A/G
	−0.102
	5.05 × 10−7
	RDI.FarmCPU



	SNP-6-23330464
	C/G
	−0.064
	5.51 × 10−7
	RDI.FarmCPU



	SNP-6-153673
	A/G
	−0.091
	2.07 × 10−6
	RDI.GLM



	SNP-3-48129228
	T/G
	0.183
	3.09 × 10−8
	RDI.FarmCPU



	SNP-3-48129228
	T/G
	0.270
	1.30 × 10−6
	RDI.GLM



	SNP-2-60765047
	T/C
	−0.064
	5.09 × 10−10
	RDI.FarmCPU



	SNP-2-54990996
	T/A
	−0.076
	3.20 × 10−9
	RDI.FarmCPU



	SNP-10-7591972
	C/T
	−0.125
	1.82 × 10−7
	RDI.FarmCPU
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Table 4. Marker information detected by GWAS of STI.
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	Marker
	Variant
	Effect
	p-Value
	Methods





	SNP-1-60603003
	T/C
	0.122
	3.11 × 10−6
	STI.FarmCPU



	SNP-9-21304761
	G/C
	0.169
	1.26 × 10−6
	STI.FarmCPU



	SNP-9-21304761
	G/C
	0.210
	5.34 × 10−6
	STI.GLM



	SNP-8-50726311
	C/G
	−0.112
	9.58 × 10−8
	STI.GLM



	SNP-8-43496503
	A/G
	−0.136
	7.33 × 10−6
	STI.GLM



	SNP-8-42803746
	G/A
	−0.068
	9.16 × 10−7
	STI.FarmCPU



	SNP-8-41546525
	T/C
	−0.161
	2.65 × 10−6
	STI.GLM



	SNP-8-38378608
	G/T
	−0.157
	9.75 × 10−7
	STI.GLM



	SNP-7-14894170
	T/C
	−0.198
	2.70 × 10−7
	STI.GLM



	SNP-6-24638786
	T/C
	−0.116
	6.40 × 10−6
	STI.GLM



	SNP-6-24155091
	C/G
	−0.119
	4.23 × 10−6
	STI.GLM



	SNP-6-23766693
	G/C
	−0.120
	1.90 × 10−6
	STI.GLM



	SNP-6-23020118
	T/C
	−0.114
	6.21 × 10−6
	STI.GLM



	SNP-6-22967016
	C/T
	−0.114
	4.32 × 10−6
	STI.GLM



	SNP-6-22966971
	A/G
	−0.120
	1.86 × 10−6
	STI.GLM



	SNP-6-21397577
	T/C
	−0.398
	1.07 × 10−7
	STI.FarmCPU



	SNP-6-21397577
	T/C
	−0.426
	7.49 × 10−6
	STI.MLM



	SNP-6-18184340
	T/C
	−0.138
	2.78 × 10−7
	STI.GLM



	SNP-6-16486758
	T/C
	−0.147
	1.48 × 10−7
	STI.GLM



	SNP-6-153673
	A/G
	−0.108
	7.35 × 10−7
	STI.GLM



	SNP-4-47497728
	T/C
	−0.178
	3.13 × 10−6
	STI.GLM



	SNP-4-22602002
	A/G
	−0.249
	5.12 × 10−8
	STI.GLM



	SNP-4-11561108
	T/G
	−0.164
	1.44 × 10−6
	STI.GLM



	SNP-4-11561107
	G/C
	−0.164
	1.44 × 10−6
	STI.GLM



	SNP-4-10100565
	G/C
	−0.206
	1.98 × 10−6
	STI.GLM



	SNP-3-73977961
	C/A
	−0.145
	9.30 × 10−9
	STI.GLM



	SNP-3-73977959
	T/A
	−0.145
	9.30 × 10−9
	STI.GLM



	SNP-3-73977947
	T/A
	−0.145
	9.30 × 10−9
	STI.GLM



	SNP-3-71564436
	A/C
	−0.246
	2.12 × 10−10
	STI.GLM



	SNP-3-70162204
	A/G
	−0.165
	6.51 × 10−7
	STI.GLM



	SNP-3-69226243
	A/G
	−0.201
	1.24 × 10−8
	STI.GLM



	SNP-3-63949295
	G/C
	−0.213
	8.63 × 10−8
	STI.GLM



	SNP-3-48129228
	T/G
	0.240
	4.95 × 10−8
	STI.FarmCPU



	SNP-3-48129228
	T/G
	0.293
	4.99 × 10−6
	STI.GLM



	SNP-2-75743471
	G/T
	−0.159
	4.57 × 10−8
	STI.GLM



	SNP-2-54990998
	T/C
	−0.120
	5.33 × 10−6
	STI.GLM



	SNP-2-54990996
	T/A
	−0.120
	5.33 × 10−6
	STI.GLM



	SNP-2-53243721
	C/T
	0.486
	3.35 × 10−7
	STI.GLM



	SNP-2-49409474
	C/G
	−0.176
	3.93 × 10−6
	STI.GLM



	SNP-2-39852357
	A/G
	−0.205
	1.67 × 10−6
	STI.GLM



	SNP-1-159169
	G/T
	−0.182
	4.54 × 10−6
	STI.GLM
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Table 5. Annotation information of significant sites of drought-tolerance indices.
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SNP

	
Genes

	
Gene Function Annotation






	
SNP-1-159169

	
Sb01g000300.1

	
transcriptional corepressor Leunig-homolog-like [Sorghum bicolor],




	
Zea mays LOC100285229 (pco116270)




	
SNP-1-60603003

	
Sb01g037050.1

	
TF TGA2.2 [Sorghum bicolor],




	
Zea mays putative bZIP TF




	
(LOC100274089)




	
SNP-1-60603003

	
Sb01g037050.2

	
TF TGA2.2 [Sorghum bicolor],




	
Zea mays putative bZIP TF




	
(LOC100274089)




	
SNP-1-60603003

	
Sb01g037050.3

	
TF TGA2.2 [Sorghum bicolor],




	
Setaria italica TF HBP-1b(c1)-like (LOC101767047),




	
transcript variant X1, mRNA




	
SNP-1-60603003

	
Sb01g037050.4

	
TF TGA2.2 [Sorghum bicolor],




	
Zea mays putative bZIP TF




	
(LOC100274089)




	
SNP-8-50726311

	
Sb08g019720.1

	
TF LUX-like [Oryza brachyantha],




	
Sorghum bicolor hypothetical protein, mRNA,




	
MYB family TF EFM, Arabidopsis thaliana
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