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Wheat is an essential staple food, and its production and grain quality are affected by extreme temperature events. These effects are even more relevant considering the increasing food demand for a growing world population and the predicted augmented frequency of heat waves. This study investigated the impact of simulated heat wave (HW) conditions imposed during grain filling on starch granule characteristics, endosperm ultrastructure, and transcriptomic modulation of genes involved in starch synthesis and degradation. All these evaluations were performed with four different genotypes, two commercial wheat varieties (Antequera and Bancal), and two traditional landraces (Ardito and Magueija). Starch granule size distribution and shape were significantly altered by HW treatment, revealing an increase of A-type granules in Ardito and an opposite effect in Magueija and Bancal, while Antequera remained stable. Analysis of the largest (LD) and smallest (SD) granule diameters also revealed genotype-specific changes, with Magueija showing a shift toward more spherical A-type granules after the HW treatment. Scanning electron microscopy confirmed alterations in endosperm morphology, including increased vitreousness in Bancal and substantial increase of endosperm cavities and grain size reduction in Magueija under HW stress. The transcriptomic analysis confirmed the stability of Antequera under HW, in contrast with the other genotypes where differential gene expression related to starch metabolism was detected. These effects were particularly severe in Magueija with the downregulation of genes encoding for enzymes involved in amylopectin synthesis (both starch synthases and starch-branching enzyme) and upregulation of α-amylase-encoding genes. These findings contribute to the understanding of heat stress effects on wheat grain quality, emphasize the importance of genetic diversity in HW responses, and suggest potential avenues for breeding climate-resilient wheat varieties.
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1 Introduction

Wheat is the third most-produced cereal in the world with an annual production of 810 × 106 t and represents a major global food supply equivalent to 1.5 × 109 kcal according to the latest Food and Agriculture Organization Corporate Statistical Database (FAOSTAT) Food Balance for 2022 (Food and Agriculture Organization Statistics [FAOSTAT], 2022). Wheat grain comprises three components: the embryo (germ), the endosperm, and the outer layers (bran). The most abundant is the endosperm (80%–85%), which consists of the outer aleurone layer and the starchy endosperm, where starch accumulates within an extensive proteinaceous matrix (reviewed in Zhou et al., 2018). From the wheat whole grain composition, starch stands out, reaching 65%–75% (Shewry, 2009), contributing to its nutritional value and influencing the technological properties of wheat final products (Maningat and Seib, 2010). This polysaccharide is essentially composed of two different glucose polymers—amylose (~20% to 30%) and amylopectin (~70% to 80%)—and its biosynthesis and storage occur in amyloplasts forming insoluble particles called reserve granules (Shewry, 2009). In addition to being actively involved in carbohydrate metabolism, amyloplasts have also been implicated in other functions, namely, stress response, defense, and transport processes, affecting grain characteristics with an impact on yield and quality (Ma et al., 2018). Starch granules are classified into two categories: A-type starch granules, larger than 10 µm in diameter, presenting a lenticular shape and containing more amylose, and their biosynthesis is more precocious, beginning 4 days after anthesis (DAA); B-type starch granules, which are smaller than 10 µm in diameter and predominantly spherical, start to develop 10–12 DAA (Shewry et al., 2020; Ma et al., 2018). Amylose and amylopectin are two glucan polymers that differ in their structure: amylose, consisting of predominantly linear chains of α1–4 glycosidic linkages, and amylopectin, which has a branched structure with both α1–4 and α1–6 glycosidic linkages (Hurkman et al., 2003). The first step in starch synthesis is the conversion of glucose-1-phosphate in ADP-glucose by plastid-located ADP-glucose pyrophosphorylase (AGPase; EC 2.7.7.27), the substrate for starch synthases (SS; EC 2.4.1.21). Six starch synthase isoforms have been identified to date: SSI, SSII, SSIII, and SSIV, which are involved in amylopectin synthesis, each with a specific role in starch biosynthesis; and two granule-bound starch synthases (GBSS), GBSSI and GBSSII, mainly involved in amylose synthesis in storage and non-storage tissues, respectively. Starch-branching enzyme (SBE; EC 2.4.1.18) introduces new branches on starch molecules, mainly amylopectin, by cleaving the internal α-(1→4) glycosidic linkage of a branch chain and creating a new α-(1→6) glycosidic linkage (reviewed in Wang et al., 2014; Zhang et al., 2015).

The Earth’s climate continues to evolve; it is clear that global warming is causing a range of adverse effects that may ultimately lead to an imbalance in food security (IPCC, 2023). Therefore, it is imperative to understand how thermal stress affects major crops such as wheat. Wheat is currently produced across the globe in different environmental conditions, and its yield and quality are affected by several environmental factors, including temperature. An editorial published in 2023 on Frontiers in Plant Science (Aloisi et al., 2023) pointed out that the implications of climate change on wheat production are particularly severe, which is more worrying given the need to expand its production to meet increasing global demand. Indeed, Guo et al. (2024), anticipating the consequences of 1.5°C and 2°C warming targets on the global sustainable distribution of wheat, suggested an increase in the supply–demand disparity. Some of the main effects of temperatures higher than the optimum (12°C to 22°C; Porter and Gawith, 1999) imposed during wheat grain development have long been studied, reporting the decrease in the number of grains per spike, grain shrinkage, grain development shortage, decrease of starch synthesis, and increase in the grain-filling rate (Farooq et al., 2011). Altogether, it has been estimated that for each degree Celsius above the ideal temperature for anthesis and grain filling, amylose and amylopectin syntheses are strongly affected, reducing wheat production by approximately 4%–6% (Liu et al., 2016). However, recent field studies evaluating a single wheat cultivar suggest that a warmer growing season may result in higher grain yield and protein content (Yu et al., 2023). The assessment of the performance of the European variety Axona under daily high temperatures from anthesis through grain maturation revealed a decrease in starch content at harvest associated with reduced activities of the enzyme involved in endosperm starch deposition (Harris et al., 2023). The controlled imposition of 4 days of heat treatment reaching 35°C during the day revealed that earlier treatments after anthesis induce loss of grain yield, while later treatments induce a decrease in starch quality (Liu et al., 2023). The effect of a 0.32°C post-anthesis temperature increment resulting from late sowing was estimated to induce a 1.2% decrease in total starch content (Zhang et al., 2023a). However, Kino et al. (2020) conducted an analysis through RNA sequencing of grains subjected to post-anthesis high-temperature treatment and found a significant downregulation of pericarp genes that regulate cell wall expansion, which may be related to endosperm growth restriction. These reports suggest that the plasticity of wheat plants in a changing climate may be complex, depending on the wheat genotype considered and the particular thermal condition studied. RNA sequencing of developing grains from Australian genebank genotypes subjected to heat stress 3 days after anthesis identified different sets of responsive genes in tolerant vs. susceptible genotypes (Rangan et al., 2020). Genotypic variability in heat response was also revealed by studying different commercial and traditional bread wheat varieties submitted to heat wave-like treatments (Tomás et al., 2020a; b; c). Heat waves are periods of five or more consecutive days with a daily maximum temperature of at least 5°C higher than the average maximum temperature, as defined by the World Meteorological Organization (World Meteorological Organization [WMO], 2023). In these works (Tomás et al., 2020a; b; c), different parameters related to grain yield and quality were studied in the same commercial and traditional varieties of bread wheat evaluated in this report. Several significant effects were observed, such as a decrease in ten-grain weight in landrace plants treated with heat (Tomás et al., 2020c) as well as a decrease in protein content in the commercial variety Antequera and the opposite effect in Ardito (Tomás et al., 2020b). Furthermore, the transcriptional levels of puroindolines (puroindoline a and puroindoline b) and the relative protein composition (globulin, glutenin, and gliadin) of commercial varieties were also assessed, for which only significant differences were observed in Antequera, showing a globulin and glutenin increase and a decrease in the gliadin/glutenin ratio in grains from treated plants (Tomás et al., 2020a). Evaluation by RT-qPCR of transcription levels of genes encoding high-molecular-weight glutenins, granule‐bound starch synthase, and puroindolines revealed a high intervarietal diversity, although no significant variability was induced by heat wave-like treatments (Tomás et al., 2020a). Whole transcriptome profiles of developing wheat grains of commercial varieties and landraces subjected to heat wave-like treatments during grain filling (Tomás et al., 2022) showed that old traditional varieties had significantly more differentially expressed genes (DEGs) in comparison with the commercial ones. Moreover, commercial varieties of major DEGs were associated with RNA and protein synthesis and metabolic changes, whereas in landraces, upregulated genes encoded heat-responsive proteins such as heat shock proteins. In addition, a NAC transcription factor, which negatively regulates starch synthesis and grain yield, was upregulated in most of the genotypes studied (Tomás et al., 2022).

Since the latest IPCC report reinforces that the frequency and intensity of hot extremes such as heat waves will continue to worsen worldwide (IPCC, 2023), this work aims to discern more deeply the effects of heat waves during grain filling, particularly on the starch fraction, evaluating its effects on starch granule conformation, endosperm ultrastructure, and transcription patterns of starch synthesis and degradation-related genes in different commercial and traditional varieties, contributing to the characterization of relevant bread wheat diversity.




2 Materials and methods



2.1 Plant material and heat wave treatment

In this study, four genotypes of bread wheat (Triticum aestivum L.) were analyzed: two commercial varieties, Bancal (NLI/AGR/ES/TRITI_AES/227602) and Antequera (NLI/AGR/ES/TRITI_AES/227284), and two old Portuguese landraces, Ardito and Magueija (Vasconcelos, 1933). The selection of the genotypes studied resulted from previous works published by our research team (Tomás et al., 2020a, b, c). Seeds of commercial varieties were provided by ANSEME (Associação Nacional dos Produtores e Comerciantes de Sementes, Portugal), and seeds of landraces were obtained from the EAN Germplasm Bank (PRT005, Oeiras, Portugal). The seeds used in this work were obtained after 2 years of controlled propagation to discard any performance differences resulting from epigenetic memory phenomena and were germinated and maintained in growth chambers with 8 hours of darkness at 20°C and 16 hours of light at 25°C for 3 weeks. The plants were then transferred to soil pots and grown in a field greenhouse. When the plants reached anthesis (first anther visualization in the first spike), they were returned to the growth chamber with the above-mentioned conditions, and after 10 days, 10 plants remained in these control conditions, and another 10 were subjected to a high-temperature regime mimicking a heat wave (HW) with a daily maximum temperature of 40°C during 4 hours for 1 week. At the endpoint of the maximum temperature period of the seventh treatment day, two immature grains were collected from the middle of the first spike of each plant grown in control conditions and submitted to the HW treatment. The collected immature grains were stored at −80°C for subsequent RNA extraction. After the treatment period, plants were maintained in the field greenhouse until the end of the life cycle, and all mature grains were collected individually from the first spike of each plant and stored at −20°C. It must be emphasized that both immature grain (for RNA sequencing) and mature grain analyses were performed exclusively in material collected from the first spike of each biological replicate to guarantee identical developmental stages during HW treatments. A schematic representation of the whole assay detail is presented in Supplementary Figure 1.




2.2 Starch granule evaluation

For starch granule quantification, mature grains of each variety/condition were cut transversely to separate the embryo region from the endosperm. The endosperm regions obtained were individually ground using Cryomill (Retsch GmbH, Haan, Germany). The resulting flour was used to make spreads in 45% acetic acid, and after preparation quality assessment, coverslips were removed using carbon dioxide. Air-dried spreads were stained with 30 μL of a 1:10 Lugol’s dilution (1.0 g of bi-sublimated iodine, 2.0 g of potassium iodide, and 300.0 mL of water) at room temperature for 10 minutes. After washing with distilled water and air-drying, the spreads were mounted in immersion oil and observed using an epifluorescence microscope (Leitz Biomed, Wetzlar, Germany), and photographed using the ZEISS Axiocam image acquisition system. For each genotype/condition, at least two wheat flour spreads (technical replicates) of grains from three different plants (biological replicates) were analyzed.

ImageJ was used to measure the largest and smallest diameters of the starch granules. Image quantification was conducted in raw images by manual selection of the linear measures to obtain. The ratio between the largest and smallest diameters of each granule was calculated afterward to infer the shape of the granules. Mean values and standard deviation were determined for the largest and smallest diameters and their ratio for each variety/condition. A similar number of granules of each genotype/condition were quantified and classified according to their largest diameter: A-type between 10 and 35 µm and B-type <10 µm (Shewry et al., 2020). The mean values obtained were compared using Student’s t-test, and the frequency distribution of starch granule types was calculated and compared using the chi-squared test. Significant differences were considered at p-value <0.05.




2.3 Endosperm analysis through scanning electron microscopy

Evaluation of endosperm ultrastructure was performed using scanning electron microscopy (SEM). The endosperm regions of mature grains of each variety/condition, transversely cut as described, were placed in a desiccator for 24 hours prior to SEM observation. Endosperm cross sections were analyzed using the SEM HITACHI TM3030Plus tabletop microscope at different magnifications using energy-dispersive X-ray spectroscopy (EDX) and Mix (mixing image) specifications. This analysis aimed to evaluate the shape and texture of the wheat grains as well as detailed structural aspects of the endosperm starch granules. For each genotype/condition, grains from three different plants (biological replicates) were analyzed, and the figures presented are raw SEM images without any digital processing.




2.4 RNA sequencing and differential gene expression analysis

Total RNA was extracted from individual immature grains using the Spectrum™ Plant Total RNA Kit (Sigma-Aldrich, Inc., Madrid, Spain) to obtain three biological replicates per genotype/condition, each consisting of a pool of RNA extracted from three immature grains obtained from three different plants. RNA library preparation and sequencing were performed by the Genomics Unit of the Instituto Gulbenkian Ciência (Oeiras, Portugal) as described in detail in Tomás et al. (2022). Libraries were prepared using the SMART-Seq2 and Nextera protocol, and sequencing was performed on the NextSeq500 Illumina® sequencer using the 75 SE high-throughput kit. Raw reads were trimmed to the longest continuous segment of Phred quality (threshold of 30 or higher) to improve overall base quality and remove adaptors, and trimmed reads were mapped to the T. aestivum genome (ftp://ftp.ensemblgenomes.org/pub/plants/release-48/fasta/triticum_aestivum/dna/Triticum_aestivum.IWGSC.dna.toplevel.fa.gz) using hisat2 with default parameters.

Read mapping to genomic features and gene expression quantification were performed using featureCounts, control vs. HW differential gene expression was tested using DESeq2, and a search of gene ID and encoding products was made in Ensemble Plants BioMart. The R software was used to obtain hierarchical clustering of samples for all varieties and conditions showing the relationships between the list of differentially expressed genes of all varieties and conditions. Gene Ontology enrichment analysis was conducted using the AgriGOv22 web-based tool with the following parameter settings: Fisher’s test with Bonferroni multi-test adjustment method, 0.05 significance level, five minimum mapping entries, and complete Gene Ontology. The GO database3 was used to analyze GO term enrichment of DEGs, and the Kyoto Encyclopedia of Genes and Genomes (KEGG) database was used to identify the enriched metabolic pathways, as well as the enzymes involved. The RNA sequencing data analysis pipeline, including all software versions and key parameters used, is further detailed in our previous article (Tomás et al., 2022). The expression levels of genes assessed by the whole transcriptome analysis were validated by RT-qPCR assays performed on the exact same RNA samples for several genes, namely, genes encoding for enzymes involved in starch synthesis, using four endogenous reference genes with stable expression across a wide range of developmental and environmental conditions: ADP‐ribosylation factor, ubiquinol‐cytochrome C reductase iron‐sulfur subunit, superoxide dismutase [Cu‐Zn], and glyceraldehyde 3‐phosphate dehydrogenase (Tomás et al., 2020a).





3 Results and discussion



3.1 Intervarietal diversity in starch granule changes induced by HW treatment

Since the size distribution of starch granules affects the physicochemical properties of starch and consequently modulates the quality of wheat dough and final product (Guo et al., 2023), the effect of heat waves on the number, dimension, and shape of starch granules was evaluated in grains from control plants and plants subjected to HW treatment (Supplementary Figure 2). Granules with a diameter of 10–35 µm were classified as A type, and those with a diameter of <10 µm were classified as B type (Shewry et al., 2020; Brouns et al., 2012). Since it was previously shown that the distribution of starch granules depends on the position of the grain on the wheat spike (Yu et al., 2014), it must be emphasized that all grains analyzed here were collected from the same median region of the first spike of each plant studied. The relative distributions of the different granule types are summarized in Figure 1 (detailed in Supplementary Table 1) and showed significant differences between grains from plants kept in different temperature conditions in all genotypes studied except in the commercial variety Antequera. In Bancal and Magueija, grains from plants subjected to HW treatment showed a reduction of A-type granule number more pronounced in Magueija landrace (16%) than in Bancal (2.67%), and reciprocal B-type granules increase. A reduction in A-type granules has previously been observed in commercial wheat varieties submitted to a daily average temperature of 40°C for 3 days (Liu et al., 2011), as well as in field experiments in late sowing, especially in heat-sensitive lines (Li et al., 2018). However, the opposite was observed in Ardito, where treated plants showed a 1.06% increase in the number of A-type granules and a consequent reduction in the number of B-type granules. Similar increases in the A-type granules were obtained under a 28°C night and 37°C day regime imposed from anthesis to seed maturation, compared to the 17°C night and 24°C day treatment through the evaluation of cv. Butte 86 (Hurkman et al., 2003; Hurkman and Wood, 2011). One of the effects of high temperatures in wheat is the acceleration of grain development with premature grain ripening (Farooq et al., 2011). Consequently, since the initiation and development of B-type starch granules start later in endosperm formation (reviewed in Ma et al., 2018), heat wave-like treatments during the grain-filling stage may induce a relative decrease in B-type granules. However, Liu et al. (2011) observed smaller granules after 1 hour at high temperatures in both susceptible and tolerant genotypes, although the effect was more accentuated in the former. The differential effects of HW-like treatment on the proportion of A- and B-type granules observed in different genotypes also corroborate the report of Rakita et al. (2023), who evaluated eight different cultivars in field experiments.




Figure 1 | A-type starch granule (blue) and B-type granule (orange) distribution in grains of Antequera and Bancal (commercial varieties) and Ardito and Magueija (Portuguese landraces) obtained from plant submitted to control and heat wave (HW) conditions. *Chi-squared test statistical differences between control and HW in each genotype (p < 0.05).



To further characterize the effect of HW treatment on starch granules, their largest (LD) and smallest (SD) diameters were quantified, and LD/SD ratios were calculated; the results are presented in Figure 2 (detailed in Supplementary Table 2). The comparison of LD/SD ratios between A-type and B-type granules in each variety/condition confirms that in grains from all genotypes except Magueija control, A-type granules tend to be lenticular, and B-type granules tend to be more spherical, as previously described (reviewed in Shewry et al., 2020). Only in Magueija grains maintained under control conditions the LD/SD ratio of A-type starch granules was significantly lower (1.28) than that of B-type granules (1.38), indicating that in this genotype, the shape of A-type granules is more spherical compared to B-type granules. We can speculate that this finding can be explained by the fact that this genotype is an old landrace collected in the 1930s (Vasconcelos, 1933), which has not been subjected to modern wheat breeding programs, unraveling genetic diversity concerning grain traits related to wheat end-use products. The comparison of granule dimensions in grains from control and HW-treated plants of each genotype, in terms of the LD and SD averages and the ratio between them, showed no significant differences in the commercial variety Bancal and the landrace Ardito, in neither A-type nor B-type starch granules (Figures 2B, C, respectively). However, significant differences were disclosed in both the commercial variety Antequera and the landrace Magueija. In Antequera, B-type starch granules showed a significant increase in both the largest (from 6.42 µm to 6.80 µm) and smallest (from 4.89 µm to 5.58 µm) diameter means (Figure 2A). Conversely, Magueija A-type granules showed a decrease in both the largest and smallest diameter means (from 21.38 µm to 18.61 µm and from 17.17 µm to 14.28 µm, respectively) (Figures 2A, D). Interestingly, in Magueija, the HW treatment inverted the relative shape of the different granule types, as indicated by a significant increase in the LD/SD ratio of A-type granules (Figure 2D). In Antequera, an inverse effect was revealed by a significant decrease in the LD/SD ratio, suggesting more spherical B-type granules after HW treatment (Figure 2A). Previously, it was reported that starch granules from plants subjected to heat stress above 30°C became smaller and ellipsoidal in shape compared to control environmental conditions (18°C–28°C), an effect that was more pronounced at 40°C (Liu et al., 2011). However, Antequera’s results revealed an opposite effect, as the HW B-type starch granules increased in diameter and acquired a more spherical shape. These results suggest genetic diversity in the response to thermal stress since starch granules’ size and shape are not affected in Bancal and Ardito, but changes in starch granules were induced in grains from Magueija and Antequera. Moreover, the opposite effects of HW treatments reported in starch granules from grains of the two landraces studied highlight the putative increased diversity of this type of germplasm, compared to commercial varieties, in thermal stress response.




Figure 2 | Mean values of starch granule diameter (bottom chart) and diameter ratio (top table) in wheat grains obtained from plants developed in control (blue) and heat wave (HW) conditions (orange) ± standard deviation: (A) commercial variety Antequera, (B) commercial variety Bancal, (C) landrace Ardito, and (D) landrace Magueija. LD, largest diameter; SD, smallest diameter; LD/SD, ratio of largest and smallest diameter. *t-Test statistical differences between control and HW in each genotype (p < 0.05). Gray-colored table cells differ significantly in starch granule shape in control and HW (p < 0.05).






3.2 Variable effects of heat treatment on endosperm ultrastructure

Scanning electron microscopy was used to evaluate the morphology and structural aspects of the grains in all the genotypes studied under control and treatment conditions, and representative raw images of the three biological replicates analyzed for each genotype/condition are shown in Figures 3, 4. From a general perspective, it was possible to verify that the grains obtained from both control and treated plants of Antequera are the smallest, a difference that is particularly marked in comparison with Bancal, confirming the significant difference previously detected between these two commercial varieties in terms of ten-grain weight (Tomás et al., 2020b). In addition, the grains of the commercial variety Antequera presented an irregular shape in comparison to those of Bancal, which were the most round-shaped. Other morphological characteristics observed in both commercial varieties Antequera and Bancal were central cavities in the endosperm and uneven smooth/vitreous areas on its surface (Figures 3A, C). For the landraces evaluated, no central cavities were detected in the endosperm, but while Ardito grains had a more regular/round shape and a uniform vitreous surface, Magueija grains had an irregular shape and vitreous areas on the endosperm surface (Figures 3E, G, respectively).




Figure 3 | Scanning electron microscopy images of control and heat wave (HW) treated grains of Triticum aestivum, representative of the three replicates per each genotype and condition analyzed. Red arrows represent central cavities. Red dashed arrows represent other cavities. Yellow dashed lines represent irregular grain shape. Black dashed rectangles represent uneven areas. White dashed rectangles represent uniform smooth/vitreous areas.






Figure 4 | Scanning electron microscopy images of starch granules of control and heat wave (HW) treated grains of Triticum aestivum, representative of the three replicates per each genotype and condition analyzed.



The comparative evaluation of grains obtained from commercial varieties subjected to HW conditions revealed a more round shape of the endosperm with fewer gaps and an increase in vitreous surface area, changes that were more accentuated in Bancal (Figures 3B, D). SEM images of grains from landraces did not reveal major qualitative differences between the control and treated endosperms of Ardito (Figure 3F). However, in Magueija, substantial changes were unraveled since grains showed not only a consistently smaller size but also a substantial increase in endosperm cavities and a reduction in vitreous surface (Figure 3H), contrary to the effect observed in commercial varieties. The large increase in the number of cavities in Magueija endosperms after HW treatment suggests the occurrence of grain-filling defects under high temperatures. This effect can be explained by insufficient starch synthesis and premature interruption of the grain-filling process previously described using SEM in shriveled wheat grains (Hennen and Brismar, 1987). Additionally, the observed increase in endosperm cavities is in accordance with the significant decrease in ten-grain weight previously observed in landraces under heat stress (Tomás et al., 2020c), although these cavities were not detected in Ardito-treated grains. These consistent changes in grain shrinkage and weight reduction were also observed in other wheat varieties subjected to high-temperature treatments (31°C/20°C) (Dias et al., 2008). Furthermore, Li et al. (2017) detected substantial changes in grain morphology, similar to those detected here in Magueija, induced by elevated temperature (28°C/37°C) imposed from 5 days after anthesis until grain maturity and associated with increased α-amylase activity during grain filling of heat-treated plants, and, as described below, a significant upregulation of α-amylase was also detected in immature grains collected from Magueija plants submitted to HW-like conditions. Additionally, the significant shrinkage induced by HW on Magueija endosperm may also be related to pericarp gene downregulation, associated with limited pericarp cell wall expansion induced by post-anthesis heat previously reported by Kino et al. (2020). These authors suggested that the reduction in mature grain weight may be correlated with gene downregulation induced by high temperature. Endosperm vitreousness is an optical parameter influenced by growth conditions during grain filling and the drying rate at maturity, which is relevant for rheological properties. This morphological parameter of the endosperm may also be related to a higher density of the protein matrix (reviewed in Edwards, 2010). Although vitreousness was observed in all varieties, its increase was more pronounced in Bancal grains obtained under HW conditions. However, Tomás et al. (Tomás et al., 2020b, c) did not find a significant variation in protein content in grains of this commercial variety, suggesting that this variation may depend on other variables.

From the scanning electron microscopy analysis, it was also possible to observe the appearance of the starch granules. In all genotypes and conditions, the starch granules had smooth and wrinkle-free surfaces (Figure 4), a specific characteristic of wheat starch granules (Hennen and Brismar, 1987). Although the above analysis of granule distribution showed that the proportion of Antequera granules remained constant under control and treatment conditions (Figure 1), SEM images showed a greater number of B-type granules in treated grains (Figures 4A, B). However, it should be underlined that the distribution of A-type and B-type granules was assessed in samples from the whole endosperm, whereas the SEM analysis was restricted to a median cross section of each grain. Due to the aforementioned substantial increase of the vitreous surface in Bancal HW- treated grains, it was very difficult to obtain an image distinguishing starch granules compared to the grains kept in control conditions (Figure 4D). Similarly, results obtained with higher magnification of Ardito endosperm did not reveal qualitative differences between grains produced in control and treated plants, while in Magueija, the granule disposition was more disorganized in treated grains compared to the control ones (Figures 4E–H, respectively).




3.3 Transcription evaluation unravels HW impacts on starch synthesis and degradation

There is strong evidence that the response of wheat plants to temperature stress situations results from complex physiological, cellular, and molecular processes with ultimate consequences on the main raw material of wheat (reviewed in Lal et al., 2021). In this context, it is imperative to evaluate the effects of high-temperature treatments mimicking a heat wave, particularly on biological processes with an impact on wheat grain yield and quality. The comparative evaluation of the whole transcriptome of immature filling grains produced by wheat plants grown under control conditions (20°C/25°C) and subjected to a heat wave-like treatment (maximum temperature of 40°C) during grain filling was previously performed (Tomás et al., 2022). That comparison identified a total of 10,366 DEGs, considered significant with an adjusted p-value (padj) <0.05, and up- and downregulated genes were obtained by filtering the log2 fold change absolute value higher than 1, as detailed in Tomás et al. (2022). This previous work reported DEGs assignment of gene ontologies (GOs) for biological processes, molecular functions, and cellular components performed (Tomás et al., 2022), showing that in terms of cellular components, the most represented class was organelle (GO:0043226), encompassing up to more than 50% of DEGs in all four genotypes analyzed, revealing a high impact of heat on cellular functions potentially relevant of starch synthesis. Significant enriched Gene Ontology terms associated with DEGs involved in starch synthesis and degradation, presented in Supplementary Table S3, clearly indicate that the genotype most affected by the HW treatment was the landrace Magueija, which may help to understand the marked changes induced in the endosperm of grains from this landrace subjected to this abiotic stress condition revealed by SEM analysis. In fact, Magueija revealed that a higher number of GO terms significantly downregulated, in contrast with the other genotypes studied, and their ontologies most significantly downregulated including categories of carbohydrate biosynthetic process, starch metabolic process, amylopectin metabolic process, and amylopectin biosynthetic process.

The aforementioned comparative analysis of the whole transcriptome was further dissected here regarding differentially expressed genes functionally annotated by KEGG to starch and sucrose metabolism pathways (Table 1; complete list and detailed in Supplementary Table S4) and specifically regarding genes encoding enzymes associated with starch biosynthesis and degradation (Table 2). A primary analysis of these data revealed that none of these genes were differentially expressed in grains from HW-treated plants of the commercial variety Antequera (Tables 1, 2). This genotype was also the most stable with respect to the distribution of A-type and B-type starch granules in mature grains after HW during grain filling, although grains produced by HW-treated plants seemed to have a more uniform shape. Regarding the other genotypes studied, the results summarized in Table 1 show that more genes related to starch and sucrose metabolism were downregulated (55.4%) than upregulated (44.6%), and the majority of thermostress-induced differentially expressed genes assigned to starch and sucrose metabolism were detected in Bancal and Magueija (46.4% and 48.2%, respectively), and only 5.4% corresponded to Ardito. These results contrast with those reported regarding the whole transcriptome assessment of the same four genotypes reported in Tomás et al. (2022) since in that case, Bancal was the genotype presenting a lower number of DEGs. This contrast is, moreover, evident since the landraces unraveled a considerably higher number of DEGs compared with the commercial varieties—86% of the total DEGs detected were assigned to Ardito and Magueija genotypes, revealing a clear, more responsive transcriptome of old traditional varieties. None of the DEGs encoding enzymes related to starch and sucrose metabolism were common to all genotypes analyzed, as most DEGs common to two genotypes were detected, with no obvious preponderant pattern (Supplementary Table S4).


Table 1 | Differentially expressed genes functional annotated through KEGG to Starch and Sucrose Metabolism pathways in filling grains of commercial varieties Antequera and Bancal and landraces Ardito and Magueija.




Table 2 | Differentially expressed genes involved in starch synthesis and degradation in filling grains of commercial varieties Antequera and Bancal and landraces Ardito and Magueija.



Hurkman et al. (2003) revealed by Northern blotting a general decrease in transcripts of all genes encoding enzymes involved in starch synthesis resulting from high temperature imposed from anthesis until seed maturation, studying only one bread wheat variety. However, our results showed that more restricted heat conditions mimicking a heat wave induce more limited effects that vary in different genotypes. In fact, a more specific analysis of DEGs involved in starch synthesis and degradation, presented in Table 2, revealed both up- and downregulated genes differentially detected in Ardito, Bancal, and Magueija. However, only one upregulated gene and one downregulated gene encoding for enzymes involved in starch synthesis were detected in Bancal—starch synthase II and starch synthase III, respectively. Thus, starch biosynthesis in commercial cultivars is considerably less affected by heat than in old traditional varieties. These results may be in line with the stability regarding ten-grain weight under HW (Tomás et al., 2020b) and the lack of negative effects on endosperm ultrastructure observed in the commercial varieties studied here. However, one of the 10 more downregulated genes detected in Bancal commercial varieties encodes for a sugar major facilitator transporter (TaSTP10, TraesCS1D02G221100; Tomás et al., 2022). This DEG belongs to the wheat sugar transporter family, which showed variable expression profiles in wheat seedlings under different abiotic stresses (Liu et al., 2020; Prasad et al., 2023) with a decrease in the expression levels after heat stress (Prasad et al., 2023). However, this facilitator transporter family has also been shown to be involved in carbohydrate partitioning and ultimately in rice grain filling (Sun et al., 2022). To our knowledge, this is the first time that changes in wheat sugar transporter expression induced by heat stress have been identified during developing grains.

In contrast to the limited detection of DEGs encoding enzymes required for starch synthesis in commercial varieties, both traditional genotypes studied have a greater and similar response to HW treatment, with a much higher number of DEGs associated with the starch synthesis pathway detected in immature grains, most of which were downregulated. Lu et al. (2019), evaluating the effects of heat stress (22°C/32°C) during grain development in a local Chinese wheat variety, showed also that most genes encoding key enzymes required for starch biosynthesis were downregulated. In the traditional genotypes Ardito and Magueija, three genes encoding glucose-1-phosphate adenylyltransferase (AGPase) are downregulated, implying that HW treatment has an overall detrimental effect on starch synthesis by potentially reducing the number of glucose units since AGPase is a major limiting enzyme in seed starch biosynthesis (Smidansky et al., 2006). Indeed, Rangan et al. (2020) also observed the downregulation of AGPase-encoding genes as a result of heat stress during seed development and associated this trait with heat-susceptible genotypes. Considering starch synthase-encoding genes globally, both landraces revealed the same effects, mainly downregulated genes. Moreover, the results obtained in Ardito and Magueija suggest that the amylose:amylopectin ratio may be increased due to thermostress because SSI, SSII, and SBEI- and SBEII-encoding genes, involved in amylopectin synthesis, are downregulated and GBSSII-encoding genes, required for amylose synthesis, are upregulated. These support the work of Liu et al. (2011), who reported a decrease in starch content due to lower amylopectin synthesis in grains obtained in plants subjected to temperatures above 30°C during 3 days and also with SS downregulation associated with starch content decrease disclosed after 1 hour at 37°C or 40°C (Kumari et al., 2020). In addition, the structure of amylopectin may be different in both genotypes, as SSII is more affected in Ardito, whereas SSI is more affected in Magueija, with putative effects on branch size (reviewed in Wang et al., 2014).

Regarding the enzymes involved in starch breakdown, a much greater number of genes encoding amylase, both α- and β-amylase, were downregulated in the Bancal commercial variety compared to the other genotypes studied. These differences induced by HW on the transcription of amylase genes in filling grains, which affect starch dynamics, may have reverberated in mature grains since in this variety more round-shaped endosperm with fewer gaps was observed by SEM, suggesting a more efficient grain filling. Regarding the old traditional varieties studied, in Ardito, only one gene encoding β-amylase was upregulated; in Magueija, one gene encoding β-amylase was downregulated, and one gene encoding α-amylase was upregulated after HW-like stress. β-Amylase enzymes (EC 3.2.1.2) release β-maltose from polyglucans produced during grain filling, which are major proteins of wheat starchy endosperm (Zhang et al., 2023b). β-Amylase has been much less studied than α-amylase, and to our knowledge, this is the first time that heat-induced modulation of the expression of genes encoding these starch-degrading enzymes has been reported. The relevance of α-amylase upregulation for grain development, which may ultimately affect wheat yield, has been previously reported and is consistent with the association of α-amylase upregulation and a substantial alteration in endosperm morphology that was disclosed in Magueija, specifically with a large increase in the occurrence of endosperm cavities. In fact, α-amylase function during seed germination is obvious, while its activity may be detrimental during grain development, assuming late maturity α-amylase increasing relevance in wheat breeding (reviewed in Zhang et al., 2022). This prematurely produced α-amylase may be conserved throughout grain maturation, resulting in a low falling number and quality decline and may depend on genotype and abiotic stresses like temperature (Derkx and Mares, 2020). This concern is aggravated by the increase in α-amylase associated with grain size reduction detected in a broad panel of wheat landraces for wide geographical distributions including those in Portugal subjected to a 10-day treatment with a maximum daily temperature of 36°C imposed 20 DAA (Barrero et al., 2020). Paul et al. (2022) found heat-responsive genes encoding enzymes involved in several molecular processes, including also starch synthesis pathway during grain filling, highlighting among them an α-amylase inhibitor that protects starchy grain reserves from degradation. Upregulation of this gene has been suggested to be involved in heat stress tolerance (Paul et al., 2022), but in the genotypes assessed here, this gene was not differentially expressed in none of the genotypes studied here. The upregulation of the α-amylase gene disclosed in Magueija together with the downregulation observed in genes encoding enzymes involved in amylopectin synthesis (both SS and SBE), which constitutes the majority of the starch composition (~ 70% to 80%) (Shewry, 2009), may be responsible for the marked endosperm alteration revealed by SEM in this old traditional variety, which is reflected in a reduction of the vitreous surface, grain size, and substantial increase in irregular endosperm gaps. Conversely, the absence of adverse effects of HW stress observed in Antequera regarding starch granule distribution, endosperm morphology, and DEGs involved in starch and sucrose metabolism pathways, particularly in starch synthesis and degradation, point to this variety as a potentially stable one to be used in global warming scenarios.

Globally, our results suggest that starch amount and composition can be strongly affected, mainly in traditional genotypes, and these results can be contextualized by broader effects deciphered in Tomás et al. (2022), showing that within the pathways correlated with downregulated genes, carbohydrate metabolism was the most affected in Bancal and both traditional genotypes. The overall variable consequences induced by heat stress in wheat landraces contrastingly with the more similar response observed in commercial varieties highlights the potential usefulness of the biodiversity contained in old traditional wheat genotypes facing climate change. Moreover, the discrepancy of molecular adjustments between commercial and traditional genotypes in pathways involved in heat response contributes to understanding the relevance of genetic diversity to cope with these extreme events. In the future, we intend to extend the present study through NMR, which is used to monitor the structural and functional starch granules (Wang et al., 2024) related to physicochemical properties important for wheat end-use products, to further study changes induced by HW. This analysis will also allow a deeper interpretation of the SEM endosperm/granule assessment performed in this study. Moreover, the present study was limited to the starch fraction of wheat grain, which is its major compound with crucial nutritional and technological implications. However, in the future, we intend to additionally evaluate HW treatments’ impact on other wheat grain compounds with food value implications. We are especially interested in the assessment of food contaminant modulation by heat during grain filling, namely, in acrylamide that is produced from free asparagine during high-temperature processing. In fact, the effect of abiotic stress on free asparagine levels continues to be a relevant scientific topic (Oddy et al., 2023), and we are particularly interested in the exploitation of wheat intraspecific variability regarding this issue. Finally, this work addresses the effects of a single abiotic stress condition under strictly controlled conditions, but it will ultimately be mandatory to assess complex situations with different simultaneous stress conditions simulating what occurs in wheat fields.





4 Conclusion

This study investigated the effects of HWs imposed during grain filling on starch granules, endosperm ultrastructure, and gene expression in different bread wheat genotypes. Interestingly, our results revealed intervarietal diversity in the HW response, highlighting the potential of genetic resources contained in old traditional varieties to diminish the adverse effects of climate change. HW treatments induced changes in endosperm ultrastructure, starch granule distribution, size, and shape, especially in the landrace Magueija. Whole transcriptome analysis revealed a complex HW response affecting the expression patterns of genes involved in starch synthesis and degradation. Overall, traditional landraces showed a more pronounced transcriptional response to HW than commercial varieties, suggesting their potential for adaptation to changing environments. The results obtained in this work emphasize the importance of screening wheat genetic diversity to identify genotypes with enhanced resilience to abiotic stress, suggesting also that further investigations are needed to explore the underlying molecular mechanisms of wheat plasticity under abiotic stress.





Data availability statement

All RNA Sequencing data is available in Sequence Read Archive (SRA), with the project ID PRJNA750265 (https://www.ncbi.nlm.nih.gov/bioproject/750265) under the accessions SAMN20447565, SAMN20447566, SAMN20447567, SAMN20447568, SAMN20447569, SAMN20447570, SAMN20447571, SAMN20447572.





Author contributions

RP: Writing – original draft, Investigation, Formal analysis, Visualization. DT: Methodology, Writing – original draft, Validation, Investigation, Formal analysis. MS: Writing – review & editing, Supervision, Resources, Project administration, Methodology, Funding acquisition, Conceptualization, Writing – original draft, Validation.





Funding

The author(s) declare that financial support was received for the research, authorship, and/or publication of this article. DT was funded by a Fundação para a Ciência e a Tecnologia, Portugal (FCT), doctoral scholarship (SFRH/BD/93156/2013). This work was funded by national funds through FCT—Fundação para a Ciência e a Tecnologia, I.P., under the projects UIDB/04129/2020 of LEAF-Linking Landscape, Environment, Agriculture and Food, Research Unit and LA/P/0092/2020 of Associate Laboratory TERRA.




Acknowledgments

We would like to thank Teresa Quilhó and Cristiana Alves (Forest Research Centre, ISA-ULisboa) for providing all the support in the scanning electron microscopy (SEM) analysis.





Conflict of interest

The authors declare that the research was conducted in the absence of any commercial or financial relationships that could be construed as a potential conflict of interest.





Supplementary material

The Supplementary Material for this article can be found online at: https://www.frontiersin.org/articles/10.3389/fpls.2024.1459283/full#supplementary-material




References

 Aloisi, I., Yacoubi, I., Gadaleta, A., Schwember, A., and Marcotuli, I. (2023). Editorial: Exploiting wheat biodiversity and agricultural practices for tackling the effects of climate change. Front. Plant Sci. 14. doi: 10.3389/fpls.2023.1257502

 Barrero, J. M., Porfirio, L., Hughes, T., Chen, J., Dillon, S., Gubler, F., et al. (2020). Evaluation of the impact of heat on wheat dormancy, late maturity α-amylase and grain size under controlled conditions in diverse germplasm. Sci. Rep. 10, 17800. doi: 10.1038/s41598-020-73707-8

 Brouns, F., Hemery, Y., Price, R., and Anson, N. M. (2012). Wheat aleurone: separation, composition, health aspects, and potential food use. Crit. Rev. Food Sci. Nutr. 52, 553–568. doi: 10.1080/10408398.2011.589540

 Derkx, A. P., and Mares, D. J. (2020). Late-maturity α-amylase expression in wheat is influenced by genotype, temperature and stage of grain development. Planta 251, 51. doi: 10.1007/s00425-020-03341-1

 Dias, A. S., Bagulho, A. S., and Lidon, F. C. (2008). Ultrastructure and biochemical traits of bread and durum wheat grains under heat stress. Braz. J. Plant Physiol. 20, 323–333. doi: 10.1590/s1677-04202008000400008

 Edwards, M. A. (2010). Morphological features of wheat grain and genotype affecting flour yield (Doctoral dissertation, Southern Cross University, Australia). Available at: https://citeseerx.ist.psu.edu/document?repid=rep1&type=pdf&doi=82e954c0977d07f3b4180b0d2db2f27a0a6f8e81.

 Farooq, M., Bramley, H., Palta, J. A., and Siddique, K. H. M. (2011). Heat stress in wheat during reproductive and grain-filling phases. Crit. Rev. Plant Sci. 30, 491–507. doi: 10.1080/07352689.2011.615687

 Food and Agriculture Organization Statistics [FAOSTAT] (2022). Food Balances. New Food Balances. Available online at: http://www.fao.org/faostat/en/data/FBS (Accessed September 1, 2024).

 Guo, L., Chen, H., Zhang, Y., Yan, S., Chen, X., and Gao, X. (2023). Starch granules and their size distribution in wheat: Biosynthesis, physicochemical properties and their effect on flour-based food systems. Comput. Struct. Biotechnol. J. 21, 4172–4186. doi: 10.1016/j.csbj.2023.08.019

 Guo, X., Zhang, P., and Yue, Y. (2024). Global wheat planting suitability under the 1.5°C and 2°C warming targets. Front. Plant Sci. 15. doi: 10.3389/fpls.2024.1410388

 Harris, P. J., Burrell, M. M., Emes, M. J., and Tetlow, I. J. (2023). Effects of post-anthesis high-temperature stress on carbon partitioning and starch biosynthesis in a spring wheat (Triticum aestivum L.) adapted to moderate growth temperatures. Plant Cell Physiol. 64, 729–745. doi: 10.1093/pcp/pcad030

 Hennen, W. K., and Brismar, K. (1987). Scanning electron microscopy of mature grains of rye, wheat and triticale with emphasis on grain shrivelling. Hereditas 107, 147–162. doi: 10.1111/j.1601-5223.1987.tb00280.x

 Hurkman, W. J., McCue, K. F., Altenbach, S. B., Korn, A., Tanaka, C. K., Kothari, K. M., et al. (2003). Effect of temperature on expression of genes encoding enzymes for starch biosynthesis in developing wheat endosperm. Plant Sci. 164, 873–881. doi: 10.1016/S0168-9452(03)00076-1

 Hurkman, W. J., and Wood, D. F. (2011). High Temperature during Grain Fill Alters the Morphology of Protein and Starch Deposits in the Starchy Endosperm Cells of Developing Wheat (Triticum aestivum L.) Grain. J. Agric. Food Chem. 59, 4938–4946. doi: 10.1021/jf102962t

 IPCC (2023). “Climate change 2023: synthesis report,” in Contribution of Working Groups I, II and III to the Sixth Assessment Report of the Intergovernmental Panel on Climate Change. Eds.  Core Writing Team, H. Lee, and J. Romero (IPCC, Geneva, Switzerland), 35–115. doi: 10.59327/IPCC/AR6-9789291691647

 Kino, R. I., Pellny, T. K., Mitchell, R. A. C., Gonzalez-Uriarte, A., and Tosi, P. (2020). High post-anthesis temperature effects on bread wheat (Triticum aestivum L.) grain transcriptome during early grain-filling. BMC Plant Biol. 20, 1–70. doi: 10.1186/s12870-020-02375-7

 Kumari, A., Kumar, R. R., Singh, J. P., Verma, P., Singh, G. P., Chinnusamy, V., et al. (2020). Characterization of the starch synthase under terminal heat stress and its effect on grain quality of wheat. 3. Biotech. 10, 531. doi: 10.1007/s13205-020-02527-4

 Lal, M. K., Tiwari, R. K., Gahlaut, V., Mangal, V., Kumar, A., Singh, M. P., et al. (2021). Physiological and molecular insights on wheat responses to heat stress. Plant Cell Rep. 41, 501–518. doi: 10.1007/s00299-021-02784-4

 Li, R., Hou, L., Zhang, A., Lu, Y., Song, W., Tadesse, W., et al. (2018). Heat stress in filling stage confers distinct effect on starch granules formation in different thermotolerant wheat accessions. Pakistan J. Bot. 50, 913–920.

 Li, C. Y., Zhang, R. Q., Fu, K. Y., Li, C., and Li, C. (2017). Effects of high temperature on starch morphology and the expression of genes related to starch biosynthesis and degradation. J. Cereal Sci. 73, 25–32. doi: 10.1016/j.jcs.2016.11.005

 Liu, B., Asseng, S., Müller, C., Ewert, F., Elliott, J., Lobell, D. B., et al. (2016). Similar estimates of temperature impacts on global wheat yield by three independent methods. Nat. Climate Change 6, 1130–1136. doi: 10.1038/nclimate3115

 Liu, P., Guo, W., Jiang, Z., Pu, H., Feng, C., Zhu, X., et al. (2011). Effects of high temperature after anthesis on starch granules in grains of wheat (Triticum aestivum L.). J. Agric. Sci. 149, 159–169. doi: 10.1017/S0021859610001024

 Liu, Y., Hou, J., Wang, X., Li, T., Majeed, U., Hao, C., et al. (2020). The NAC transcription factor NAC019-A1 is a negative regulator of starch synthesis in wheat developing endosperm. J. Exp. Bot. 71, 5794–5807. doi: 10.1093/jxb/eraa333

 Liu, X., Zhou, D., Dai, C., Zhu, Y., Zhu, M., Ding, J., et al. (2023). Difference in starch structure and physicochemical properties between waxy wheat and non-waxy wheat subjected to temporary heat stress during grain filling. Agronomy 13, 2067. doi: 10.3390/agronomy13082067

 Lu, H., Hu, Y., Wang, C., Liu, W., Ma, G., Han, Q., et al. (2019). Effects of high temperature and drought stress on the expression of gene encoding enzymes and the activity of key enzymes involved in starch biosynthesis in wheat grains. Front. Plant Sci. 10. doi: 10.3389/fpls.2019.01414

 Ma, D., Huang, X., Hou, J., Ma, Y., Han, Q., Hou, G., et al. (2018). Quantitative analysis of the grain amyloplast proteome reveals differences in metabolism between two wheat cultivars at two stages of grain development. BMC Genomics 19, 1–17. doi: 10.1186/s12864-018-5174-z

 Maningat, C. C., and Seib, P. A. (2010). Understanding the physicochemical and functional properties of wheat starch in various foods. Cereal Chem. J. 87, 305–314. doi: 10.1094/cchem-87-4-0305

 Oddy, J., Elmore, J. S., and Halford, N. G. (2023). Accounting for environmental variation in the free asparagine content of wheat grain. J. Food Composition. Anal. 120, 105333. doi: 10.1016/j.jfca.2023.105333

 Paul, S., Duhan, J. S., Jaiswal, S., Angadi, U. B., Sharma, R., Raghav, N., et al. (2022). RNA-seq analysis of developing grains of wheat to intrigue into the complex molecular mechanism of the heat stress response. Front. Plant Sci. 13. doi: 10.3389/fpls.2022.904392

 Porter, J. R., and Gawith, M. (1999). Temperatures and the growth and development of wheat: a review. Eur. J. Agron. 10, 23–36. doi: 10.1016/s1161-0301(98)00047-1

 Prasad, D., Jung, W. J., and Seo, Y. W. (2023). Identification and molecular characterization of novel sucrose transporters in the hexaploid wheat (Triticum aestivum L.). Gene 860, 147245. doi: 10.1016/j.gene.2023.147245

 Rakita, S., Torbica, A., Pezo, L., and Nikolić, I. (2023). Effect of climatic conditions on wheat starch granule size distribution, gelatinization and flour pasting properties. Agronomy 13, 1551. doi: 10.3390/agronomy13061551

 Rangan, P., Furtado, A., and Henry, R. (2020). Transcriptome profiling of wheat genotypes under heat stress during grain-filling. J. Cereal Sci. 91, 102895. doi: 10.1016/j.jcs.2019.102895

 Shewry, P. R. (2009). Wheat. J. Exp. Bot. 60, 1537–1553. doi: 10.1093/jxb/erp058

 Shewry, P. R., Wan, Y., Hawkesford, M. J., and Tosi, P. (2020). Spatial distribution of functional components in the starchy endosperm of wheat grains. J. Cereal Sci. 91, 102869. doi: 10.1016/j.jcs.2019.102869

 Smidansky, E. D., Meyer, F. D., Blakeslee, B., Weglarz, T. E., Greene, T. W., and Giroux, M. J. (2006). Expression of a modified ADP-glucose pyrophosphorylase large subunit in wheat seeds stimulates photosynthesis and carbon metabolism. Planta 225, 965–976. doi: 10.1007/s00425-006-0400-3

 Sun, C., Wang, Y., Yang, X., Tang, L., Wan, C., Liu, J., et al. (2022). MATE transporter GFD1 cooperates with sugar transporters, mediates carbohydrate partitioning and controls grain-filling duration, grain size and number in rice. Plant Biotechnol. J. 21, 621–634. doi: 10.1111/pbi.13976

 Tomás, D., Coelho, L. P., Rodrigues, J. C., Viegas, W., and Silva, M. (2020c). Assessment of four portuguese wheat landrace diversity to cope with global warming. Front. Plant Sci. 11. doi: 10.3389/fpls.2020.594977

 Tomás, D., Rodrigues, J. C., Viegas, W., and Silva, M. (2020b). Assessment of high temperature effects on grain yield and composition in bread wheat commercial varieties. Agronomy 10, 499. doi: 10.3390/agronomy10040499

 Tomás, D., Viegas, W., and Silva, M. (2020a). Effects of post-anthesis heat waves on the grain quality of seven european wheat varieties. Agronomy 10, 268. doi: 10.3390/agronomy10020268

 Tomás, D., Viegas, W., and Silva, M. (2022). Grain transcriptome dynamics induced by heat in commercial and traditional bread wheat genotypes. Front. Plant Sci. 13. doi: 10.3389/fpls.2022.842599

 Vasconcelos, J. C. (1933). Trigos portuguêses ou de há muito cultivados no País. Subsídios para o seu estudo botânico. Boletim. Agricult., 1–150. n.° 1-2, I série.

 Wang, K., Henry, R. J., and Gilbert, R. G. (2014). Causal relations among starch biosynthesis, structure, and properties. Springer. Sci. Rev. 2, 15–33. doi: 10.1007/s40362-014-0016-0

 Wang, J., Huang, J., Liang, Q., and Gao, Q. (2024). Effects of heat–moisture treatment on structural characteristics and in vitro digestibility of A-and B-type wheat starch. Int. J. Biol. Macromol. 256, 128012. doi: 10.1016/j.ijbiomac.2023.128012

 World Meteorological Organization [WMO] (2023). Guidelines on the Definition and Monitoring of Extreme Weather and Climate Events. Available online at: https://library.wmo.int/viewer/58396/download?file=1310_Guidelines_on_DEWCE_en.pdf&type=pdf&navigator=1 (Accessed September 1, 2024).

 Yu, H., Gao, Z., Zhao, J., Wang, Z., Li, X., Xu, X., et al. (2023). The Effects of Phased Warming during Late Winter and Early Spring on Grain Yield and Quality of Winter Wheat (Triticum aestivum L.). Agronomy 13, 1909. doi: 10.3390/agronomy13071909

 Yu, A., Li, Y., Ni, Y., Yang, W., Yang, D., Cui, Z., et al. (2014). Differences of starch granule distribution in grains from different spikelet positions in winter wheat. PloS One 9, e114342. doi: 10.1371/journal.pone.0114342

 Zhang, N., Chen, F., Huo, W., and Cui, D. (2015). Proteomic analysis of middle and late stages of bread wheat (Triticum aestivum L.) grain development. Front. Plant Sci. 6. doi: 10.3389/fpls.2015.00735

 Zhang, S., Ghatak, A., Bazargani, M. M., Kramml, H., Zang, F., Gao, S., et al. (2023b). Cell-type proteomic and metabolomic resolution of early and late grain filling stages of wheat endosperm. Plant Biotechnol. J. 22, 555–571. doi: 10.1111/pbi.14203

 Zhang, Z., Jia, D., Wang, D., Zhou, N., Xing, Z., Xu, K., et al. (2023a). Starch and Dough-Related Properties of Wheat (Triticum aestivum L.) Exposed to Varying Temperatures and Radiances after Anthesis. Agronomy 13, 1069. doi: 10.3390/agronomy13041069

 Zhang, Q., Pritchard, J., Mieog, J., Byrne, K., Colgrave, M. L., Wang, J. R., et al. (2022). Over-expression of a wheat late maturity alpha-amylase type 1 impact on starch properties during grain development and germination. Front. Plant Sci. 13. doi: 10.3389/fpls.2022.811728

 Zhou, Q., Li, X., Yang, J., Zhou, L., Cai, J., Wang, X., et al. (2018). Spatial distribution patterns of protein and starch in wheat grain affect baking quality of bread and biscuit. J. Cereal Sci. 79, 362–369. doi: 10.1016/j.jcs.2017.07.017




Publisher’s note: All claims expressed in this article are solely those of the authors and do not necessarily represent those of their affiliated organizations, or those of the publisher, the editors and the reviewers. Any product that may be evaluated in this article, or claim that may be made by its manufacturer, is not guaranteed or endorsed by the publisher.


Copyright © 2024 Pereira, Tomás and Silva. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.


OEBPS/Text/toc.xhtml


  

    Table of Contents



    

		Cover



      		

        Deciphering heat wave effects on wheat grain: focusing on the starch fraction

      

        		

          1 Introduction

        



        		

          2 Materials and methods

        

          		

            2.1 Plant material and heat wave treatment

          



          		

            2.2 Starch granule evaluation

          



          		

            2.3 Endosperm analysis through scanning electron microscopy

          



          		

            2.4 RNA sequencing and differential gene expression analysis

          



        



        



        		

          3 Results and discussion

        

          		

            3.1 Intervarietal diversity in starch granule changes induced by HW treatment

          



          		

            3.2 Variable effects of heat treatment on endosperm ultrastructure

          



          		

            3.3 Transcription evaluation unravels HW impacts on starch synthesis and degradation

          



        



        



        		

          4 Conclusion

        



        		

          Data availability statement

        



        		

          Author contributions

        



        		

          Funding

        



        		

          Acknowledgments

        



        		

          Conflict of interest

        



        		

          Supplementary material

        



        		

          References

        



      



      



    



  



OEBPS/Images/fpls-15-1459283-g003.jpg
eronbajuy [eoueg 0JIpIY elion3e

SANALIBA [BIOIOUWILO)) saorIpURT|






OEBPS/Images/crossmark.jpg
©

2

i

|





OEBPS/Images/table2.jpg
Variety

Encoded
enzyme

Glucose-1-phosphate adenylyltransferase (EC 2.7.7.27)
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AGPase
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TraesCS7D02G117800
Bancal SSIII
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Starch-branching enzymes (EC 2.4.1.18)

TraesCS2A02G310300 SBEIIb
Ardito
TraesCS7A02G549100 SBEI
TraesCS2A02G310300 SBEIIb
Magueija TraesCS7B02G472500 SBEI
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Alpha-amylase (EC 3.2.1.1)
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o-Amylase
Beta-amylase (EC 3.2.1.2)
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Red and blue indicate down- and upregulated genes, respectively.
SS, starch synthase; GBSS, granule-bound starch synthase; SBE, starch-branching enzyme.
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