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Abstract: Chickpea is the second-most-cultivated legume globally, with India and Australia being the
two largest producers. In both of these locations, the crop is sown on residual summer soil moisture
and left to grow on progressively depleting water content, finally maturing under terminal drought
conditions. The metabolic profile of plants is commonly, correlatively associated with performance or
stress responses, e.g., the accumulation of osmoprotective metabolites during cold stress. In animals
and humans, metabolites are also prognostically used to predict the likelihood of an event (usually a
disease) before it occurs, e.g., blood cholesterol and heart disease. We sought to discover metabolic
biomarkers in chickpea that could be used to predict grain yield traits under terminal drought, from
the leaf tissue of young, watered, healthy plants. The metabolic profile (GC-MS and enzyme assays) of
field-grown chickpea leaves was analysed over two growing seasons, and then predictive modelling
was applied to associate the most strongly correlated metabolites with the final seed number plant ™.
Pinitol (negatively), sucrose (negatively) and GABA (positively) were significantly correlated with
seed number in both years of study. The feature selection algorithm of the model selected a larger
range of metabolites including carbohydrates, sugar alcohols and GABA. The correlation between the
predicted seed number and actual seed number was R? adj = 0.62, demonstrating that the metabolic
profile could be used to predict a complex trait with a high degree of accuracy. A previously unknown
association between D-pinitol and hundred-kernel weight was also discovered and may provide a
single metabolic marker with which to predict large seeded chickpea varieties from new crosses. The
use of metabolic biomarkers could be used by breeders to identify superior-performing genotypes
before maturity is reached.
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1. Introduction

New crop varieties with improved tolerance to climatic challenges are urgently re-
quired to enhance food security. The current processes to breed new varieties are often
slow, as molecular markers are not available for many traits, so each new candidate variety
must be grown to maturity before being assessed.

Metabolic biomarkers are routinely used in medicine to diagnose a condition based on
its association with a specific metabolite. Examples include human chorionic gonadotropin
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(hCG) in urine and pregnancy, and serum creatinine in chronic kidney disease [1]. In
addition to these association-based methods, medical techniques also prognostically utilise
metabolic biomarkers, i.e., to predict a future outcome. An example is the prediction of
cardiovascular disease, where the likelihood of a patient suffering a cardiovascular event
(heart attack or stroke) is calculated using a risk prediction algorithm such as QRISK2 [2,3].
These online calculators used by general practitioners take measures of blood chemistry,
along with blood pressure and physical, lifestyle and socio-economic factors, to predict the
likelihood of a cardiac event within a specified time period (usually 10 years).

In plant research, metabolite profiling has frequently been used to associate the abun-
dance of a particular metabolite with stress responses, such as increases in proline or
jasmonic acid during chilling or herbivory, respectively [4,5], but more rarely has a predic-
tive approach taken.

Metabolite profiling approaches have been used in plant studies to associate large-scale
re-programming of the metabolome during treatments such as dark-induced senescence [6],
cold acclimation [7] and drought response [8]. Many metabolites showed strong diurnal
variation or fluctuation in abundance due to natural phenomena such as the variation in
daylength or temperature [9-11], which has led to them being considered too variable to
reliably be used to predict a trait. Indeed, the quantification of metabolites was described
as being a “snapshot of a specific moment in time” [12] because of its dependence on
development and the environment. However, despite the well-documented effect of the
environment, it was demonstrated in a HPLC-QTOF MS study of 2475 mass peaks (noting
that some metabolites result in more than one peak) that 75% were heritable and that ~800
had a heritability (H?) of >0.7 [13].

Metabolite profiling in combination with statistical methods was successfully used to
predict biomass in Arabidopsis in a number of studies [14-18]. By combining a negative
correlation with starch and a positive correlation with enzyme activities, approximately a
third of the variation in the biomass of an Arabidopsis inbred family could be accounted
for [16]. The statistical methods applied to generate the biomass predictive models started
with pairwise associations between single metabolites and biomass using rank correlation,
but it was found that the predictive power of this method was low [14,18]. Both the
previous authors then used a multivariate approach to combine groups of metabolites into
a model; in the case of Meyer et al. [14], this was a canonical correlation analysis (CCA),
while Sulpice et al. [18] used a partial least square regression (PLS) to identify combinations
of key predictors that most strongly correlated with the trait. Just two metabolites, starch
and, to a lesser extent, protein, were found to be the key predictive metabolites in the
study by Sulpice et al. (2009) [18]. Whilst all of these studies were performed under tightly
controlled laboratory conditions for the model species, Arabidopsis, they demonstrated
that the metabolic profile of plants was strongly related to phenotype, such that it could be
used to predict it.

In crop species, metabolic markers for drought tolerance were identified in rice samples
taken before a drought event and those taken during drought [19]. The strongest correlation
was from the marker, gluconic acid, under control (non-drought-stressed) conditions with
a correlation of 0.72 with shoot dry weight under drought. In maize, a positive correlation
between control levels of myo-inisitol and grain yield under drought was identified [20].
These two examples are evidence that predictive markers of drought tolerance can be
identified. Prognostic biomarkers for chip quality were also identified in potato, where the
abundance of glucose and fructose was found to positively correlate with discolouration
during frying (low chip quality). When either of these hexoses were used as markers to
predict chip quality in new crosses, the correlation (RS) between predicted and measured
quality was 0.67 [21]. Predictive models for yield were also developed from the biomarker
profile for the bioenergy grass Miscanthus [22]. Importantly, this study was conducted
under field conditions and over two years, demonstrating that a metabolic profile that
correlated with performance was consistent over multiple years. However, this study also
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identified that many markers were not consistent, so it was important to identify only those
that were robust and repeatable [22].

In studies comparing molecular versus metabolic markers, molecular markers tended
to have stronger predictive power, but only slightly. In a comparison between marker types
in maize, metabolic markers correlated 0.6—0.8 with the trait, whereas molecular markers
were slightly higher: 0.72-0.81 [23]. However, as the authors pointed out, this meant that
the 130 metabolites that were studied were almost as effective as the 38,000 molecular
markers (SNPs) [23].

Chickpea is the second-most-cultivated legume in the world [24]. India and Australia
were the largest global producers of chickpea, producing 9 and 2 M tonnes, respectively
in 2017 [25]. In both these countries, chickpea is grown on receding soil moisture and
often experiences terminal drought stress during its late reproductive growth stage. As
a predominantly indeterminate species, chickpea plants continue to produce vegetative
and floral biomass while water availability remains adequate [26]. The extended flowering
period, combined with progressively receding water availability, results in greater repro-
ductive inhibition as the season progresses, as drought negatively impacts pollen viability
and the ability of plants to accumulate biomass [27,28]. It was estimated that up to 50%
of annual global yields of chickpea are lost due to drought [29]. Yield, particularly under
the influence of drought, is a complex trait that exhibits strong G x E interactions. There
are no molecular markers available for this trait, so the process for yield improvement is
slow. We hypothesised that metabolic biomarkers could be identified from young, healthy
plants that, under field-grown conditions over two growing seasons, were (a) consistently
correlated with yield traits under terminal drought and (b) strongly correlated enough to
produce predictive models. Such models could be used by breeders to identify genotypes
that perform well under adverse conditions, without having to expose them to the relevant
stimuli (e.g., drought).

2. Results
2.1. Phenotype

Seed weight (g plant~!) was significantly different between years in the replicated
genotypes and between rainfed and irrigated treatments in both replicated and non-
replicated genotypes (Table 1, Tables S1 and S2). The hundred kernel weight (HKW)
did not significantly change between years, and no significant differences were observed
between treatments (Table 1). Significant differences that reflected the change in seed
weight (g plant~!) were observed from seed number plant~!, which was different between
years for replicated genotypes and between treatments for replicated and non-replicated
genotypes (Table 1).

Table 1. Yield parameters. Significant differences (Student’s t-test) beneath the values indicate
significant differences between years for the replicated genotypes (** p = <0.01). Significant differences
next to the values for replicated and unique genotypes show significant differences between the
rainfed and irrigated plants (** p = <0.01). For replicated genotypes n = 23, and for unique genotype
n=13.

Seed Weight (g Plant—1) HKW (g) Seed Number (Plant—1)
Rainfed  Irrigated Rainfed  Irrigated  Rainfed  Irrigated
Year 1 replicated genotypes 4.85 8.26 * 21.42 21.41 23.20 38.18 *
Year 2 replicated genotypes 7.16 12.74 * 21.11 224 34.68 58.36 *
Significantly different between years: ** ** ** o
Year 1 non-replicated genotypes 5.15 8.49 o 31.59 32.27 20.55 30.37 **

Year 2 non-replicated genotypes 7.63 12.73 ** 15.48 17.18 53.04 77.10 *




Plants 2023, 12,2172

4 of 14

2.2. Metabolomic Profiling

Nine metabolites were profiled by gas chromatography mass spectrometry (GC-MS)
from leaf tissue from the rainfed plants (prior to withholding irrigation), in both years
(Table 2 and Table S3). The most abundant metabolite in most genotypes in year 1 was
malic acid, but in year 2 the sugar alcohol, D-pinitol, was in greater abundance overall than
malic acid (Table 2). All the tested metabolites were significantly different in concentration
between year 1 and year 2: the organic acids, such as lactic, malonic, malic and citrate, were
lower in year 2, whereas the carbohydrates, including sugar alcohols, such as chiro-inositol
and D-pinitol, were all in greater abundance in year 2. Exceptions were the observations
regarding acids, succinate and y-aminobutyric acid (GABA), which were also in greater
abundance in year 2 (Table 2).

Table 2. GCMS metabolic profile of the leaf tissue. All values are in ug mL. n = 4.

Lactic

Malonic . Malic Citric D- Chiro- Myo-
Acd  Acd  Svecnate iy GABA L4 Pinitol Inositol Inositol
Year 1 replicated averages 0.52 0.88 0.25 8.53 0.51 3.05 3.85 0.57 091
Year 2 replicated averages 0.32 0.70 0.97 6.43 1.00 1.50 6.97 0.72 1.12
Signlflcantly different *3% *3% *3% *3% *3% *3% *3% *3% *3%
between years:
Year 1 non-replicated averages 0.54 0.88 0.25 8.40 0.54 2.93 4.17 0.57 0.89
Year 2 non-replicated averages ~ 0.30 0.69 0.96 6.51 1.04 1.51 5.87 0.75 1.07

GABA—y-aminobutyric acid; Significant differences between years for the replicated genotypes are shown using
a Student’s two-tailed t-test, ** p = < 0.01.

Carbohydrates were analysed by enzyme assays. The most-abundant carbohydrate in
both years was starch, averaging 72-76 mg g~ ! dry weight (DW) (Table 3 and Table S4).
Glucose and sucrose were in significantly greater abundance in year 2 in the replicated

genotypes, but no significant differences between years were observed for either fructose
or starch (Table 3).

Table 3. Enzyme assay profile of the leaf tissue. NSC = sum of non-structural carbohydrates. All
values are in mg g~! DW. n = 4. Significant differences between years for the replicated genotypes
are shown using a Student’s two-tailed ¢-test, ** p = < 0.01.

D-Glucose  D-Fructose Sucrose  Starch NSC
Year 1 replicated averages 8.06 8.84 21.97 76.32 115.2
Year 2 replicated averages 11.22 7.84 66.93 72.87 158.9
Significantly different x x -
between years:
Year 1 non-replicated averages 9.45 8.71 21.59 66.46 106.2
Year 2 non-replicated averages 10.79 7.60 60.51 72.42 151.3

2.3. Pearson’s Correlations

Pearson’s correlations were carried out to identify relationships between metabolites
and seed number plant !, and HKW in year 1 and year 2 (Table 4). Six out of 13 metabolites
showed a significant correlation with seed number in at least one year, which were malic
acid, GABA, D-pinitol, D-glucose, sucrose and starch (Table 4). Only two metabolites, su-
crose and D-pinitol, showed a significant correlation with the trait in both years (p = <0.05),
but GABA was significantly correlated in year 2, and p = 0.06 in year 1, so a consistent trend
was observed (Table 4).
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Table 4. Pearson’s correlation between seed number plant~! and hundred-kernel weight (HKW), and
the metabolites. Significant correlations (* p = < 0.05, ** p = < 0.01, and *** p = < 0.001) are coloured
red and purple, and correlations where p = < 0.1 are coloured pink. GABA = y-aminobutyric acid.

Seed Number Plant—1 Hundred-Kernel Weight
Year 1 Year 2 Year 1 Year 2
Rs Rs Rs Rs
Lactose 0.08 0.12 —0.08 0.07
Malonic acid 0.02 0.01 —0.04 0.21
Succinate 0.16 0.03 —0.02 0.02
Malic acid —0.10 —0.28 —0.09
GABA 0.31 -0.1 —0.16
Citrate 0.09 —-0.17 —-0.2 —0.11
D_pinitol —0.58 ok —0.52 i
Chiro_inositol —0.04 0.08 0.11 —0.15
Myo_inositol -0.07 -0.09 —0.06 0.17
D-glucose —0.53 S —0.11 B 0
D-fructose —0.04 0.04 0.18 —0.02
Sucrose —0.39 * —0.43 o 0.29 _
Starch 0.31 —0.15 —0.53 0.11

Fewer significant correlations were observed for HKW and the metabolites; indeed,
only D-pinitol was significantly positively correlated in both years of testing (Table 4).

D-Pinitol

As the strongest Pearson’s correlation in both years was between HKW and D-pinitol,
the relationship was further investigated. Both the Kabuli and Desi types were included
in the year 1 trial, so the concentration in the two types was determined (Table S1 and
Figure 1). The concentration of D-pinitol was significantly higher in the Kabuli types, with
an average of 4.8 mg g~! DW compared to 3.8 mg g~! DW in the Desi types (Figure 1).
The average HKW for Desi and Kabuli was 20.9 g and 40.4 g, respectively (Supplementary
Table S2). Only Desi genotypes were included in the year 2 trial, but these were comprised
of types of different origin, specifically, Australian breeding’ lines, Australian varieties,
Indian varieties and the ICRISAT reference set (Figure 1). The concentration of D-pinitol
was observed to be the highest in the Indian and Australian varieties, which were both
significantly higher than those sourced from the ICRISAT reference set, while the Australian
breeders’ lines were in between the two (Figure 1). The HKW values corresponded to this
trend, being 19.7 g, 19 g, 14.2 g and 25 g for the four sources, respectively (Table S2).

* %k 9‘ ab b b a.C
_& o :
2 3
&4 57 é —
0 (] 6-
3_
5,
2_ ' ! s ! y '
Desi Kabuli ABL AV IRS v
Type Germplasm Source

Figure 1. Relationships between D-pinitol and seed size. (Left) Concentration of D-pinitol
(mg g~! DW) in Desi (n = 29) and Kabuli (n = 7) varieties of chickpea in year 1. (Right) Con-
centration of D-pinitol and hundred-kernel weight (HKW) in genotypes sourced from Australian
breeding lines (ABL) (n = 8), Australian varieties (AV) (n = 13), Indian varieties (IV) (n = 6) and the
ICRISAT reference set (IRS) (n =9). ** p = < 0.01 (Student’s t-test), and letters above the bars show
significant differences (Tukey’s HSD Test, p = < 0.05).
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2.4. Predictive Modelling

As HKW was observed to be a largely fixed trait, not changing between years and
treatments, we decided to focus the predictive modelling on seed number plant™!, as
this was the yield parameter that showed the strongest change in response to terminal
drought (Table 2). Significant correlations between seed number and multiple metabolites
were observed, so a multi-variate linear regression modelling approach was employed to
develop the model. The step akaike information criteria (AIC) feature selection procedure
reduced the number of variables to seven, which included sucrose, D-pinitol and GABA
that were identified in the Spearman’s rank correlations and also chiro-inositol, fructose,
starch and the total non-structural carbohydrate (NSC) abundance (Table 5).

Table 5. Coefficients of significantly correlated variables.

Coefficients
Estimate Std. Error t Value Pr

(Intercept) —4.81 13.75 —-0.35 0.73
GABA 46.27 8.13 5.69 0.00 wEx
D-pinitol —4.64 1.35 —3.44 0.00 **

Chiro-inositol 44.03 18.26 2.41 0.02 *

D-fructose 1.74 0.61 2.85 0.01 x*
Sucrose 1.37 0.38 3.57 0.00 xR
Starch 1.32 0.37 3.60 0.00 i
NSC —-1.29 0.35 —-3.71 0.00 wx

GABA = y-aminobutyric acid; NSC = non-structural carbohydrates; *** p = < 0.001, ** p = < 0.01, * p = < 0.05.

These selected variables were then used to train the model using a leave-one-out
cross-validation (LOOCYV) approach (see Materials and Methods). A strong significant
correlation was observed between the predicted and actual seed number plant~—! with
R?—adjusted = 0.623, demonstrating that 62% of the variation in final seed number, under
terminal drought (rainfed) conditions, could be explained by seven metabolites measured
from healthy, young leaves early in the growing season (Figure 2).

RZ adjusted = 0.623

[o)]
o

Year

Year 1
* Year2

Model predicted seed number
n
o

N
o
L

20 40 60 80
Seed number per plant
Figure 2. Model output showing actual seed number versus predicted seed number. Black line shows

a 1:1 relationship and blue line shows linear regression between actual versus predicted seed number,
grey shaded area shows confidence interval (0.95).
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3. Discussion

We observed no significant differences in HKW between years or treatments. Comple-
mentary to our findings, was an observation that HKW did not significantly differ between
chickpea genotypes under drought or watered conditions in a glasshouse trial, whereas
seed number did show significant differences and also a strong correlation with yield under
drought [30]. The authors concluded that HKW did not change in response to drought
because, once a seed enters the phase of rapid dry weight accumulation, it has priority
for assimilates over seeds in the early stage of development [30]. Hundred-kernel weight
was previously shown to be the most heritable yield trait in both chickpea and broadbean,
which is evidence that it is less susceptible to environmental influences [31,32]. This shows
replicability in our finding that seed number, rather than size, is a major determining factor
in yield under terminal drought.

Significant differences in the metabolic profile between the two years were observed,
highlighting the dynamic nature of metabolites. Despite this, the correlation analyses
showed that several metabolites were consistently correlated with yield traits in both years.
They were sucrose, GABA (seed number) and D-pinitol (seed number and HKW). These
three metabolites were all reported to increase during water stress in multiple species
including Arabidopsis [33,34], rice [35], sesame [36], soybean, ricebean and other tropical
legumes [37-40]. The metabolic changes that occur during stress events were linked to the
ability of particular genotypes to survive or succumb. For example, a drought-tolerant vari-
ety of sorghum accumulated greater amounts of sugars and sugar alcohols during drought
stress than a susceptible cultivar [41]. Similarly, in soybean, the drought tolerance of a wild
accession was attributed to its capacity to accumulate a greater abundance of osmoprotec-
tive compounds during drought compared to a more susceptible line [40]. These examples
link adjustments in the metabolic profile during drought (including the accumulation of
carbohydrates, GABA and sugar alcohols) with improved yield performance. However, in
our study, the metabolites were profiled from young, healthy, watered plants before the
drought stress was imposed and a correlation between these metabolites and yield under
drought was still observed. This could suggest that, to some extent, the higher yielding
(high seed number) genotypes observed in our study showed a level of pre-adaptation to
drought conditions. A similar observation was made in sesame, where it was reported that
drought-tolerant genotypes had a higher concentration of GABA even under well-watered
conditions [36]. As chickpea has been bred to complete its lifecycle under terminal drought,
it appears that the metabolic adaptations that facilitate performance under these conditions
have been selected and are still observable under well-watered conditions.

The positive correlation between D-pinitol and HKW and the negative relationship
with seed number are results of an existing negative relationship between these two yield
traits, as previously reported, which the authors attributed to parallel demands for photo-
synthates and nutrients [30,42]. The stronger of the two relationships was between HKW
and D-pinitol.

D-pinitol is a free cyclitol that is found throughout the genus Leguminosae [39]. In
mammalian systems, D-pinitol is regarded as a bioactive compound because it possesses
insulin-like properties and can lower blood glucose in patients with type 2 diabetes [43,44].
In plants, the predominant association of D-pinitol is as a compatible solute, with accumu-
lation frequently observed during abiotic stress [37-39]. Accumulation was observed to
increase as photosynthesis declined due to drought stress, providing evidence that carbon
is diverted away from the primary metabolism and into D-pinitol [39]. In transgenic to-
bacco that overexpressed a myo-inositol O-methyl transferase gene, IMT1, which catalyses
the first step in the biosynthesis of the cyclic sugar alcohol D-pinitol, large quantities of
ononitol accumulated [45,46]. When the transgenic plants were exposed to drought or salt
treatments, they were able to retain photosynthetic performance relative to controls [46].
Therefore, D-pinitol plays a role in protecting remobilisation to the seed during filling under
terminal drought conditions. The majority of scientific publications regarding D-pinitol
refer to its role in stress protection (usually drought or salt) [39,46-49]. However, our results
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point to a more central role for D-pinitol in seed size, as consistent relationships were found,
with large seeded Kabuli types having a higher concentration than smaller seeded Desi
types, and Desi varieties that had presumably been selected for seed size amongst other
attributes, had more than non-varieties. Of interest is the observation that ciceritol, an «-d-
digalactoside of D-pinitol, accounts for 36—43% of the total sugars in chickpea seeds [50,51].
It is, therefore, possible that the increased abundance of leaf D-pinitol in larger-seeded
varieties provides more of the pre-cursor material for remobilisation to the seed later in
development. It would be interesting to experiment with the exogenous feeding of either
D-pinitol or its pre-cursor, myo-inositol, to observe whether corresponding changes in seed
size or seed ciceritol are observed.

Our results also suggest that D-pinitol could be used to identify new crosses that
can produce larger seeds even before flowering occurs. For, example, if large kernel size
varieties were the main aim, a cross could be made between a larger seed size parent and a
parent with smaller seeds but another desirable trait (e.g., disease tolerance). The resultant
progeny could be screened for leaf D-pinitol concentration before flowering occurred, and
only the highest-accumulating lines could be taken forward. This would save time and
money by avoiding growing plants to maturity that do not show the desirable kernel trait.

By combining a core set of markers, we were able to develop a model that could
predict the number of mature seeds under drought conditions to a high degree of accuracy
(R? adj = 0.62). Selecting plants for abiotic stress tolerance, e.g., drought, flooding, frost
and heat, is very challenging because, for large-scale breeding programs, crosses need to
be screened outdoors, which is dependent upon the relevant climatic conditions occur-
ring in a given year. The ability to predict genotypic performance under abiotic stress
from non-stressed plants is of huge benefit. While, ideally, molecular markers would be
more reliable for trait prediction than metabolites because they are not subject to environ-
mental perturbations, for many crops and particularly for complex traits, they are simply
not available.

Our study shows that the leaf metabolic profile of well-watered, young plants can be
measured 80 days before harvest to identify, with a high degree of accuracy, which geno-
types are more likely to produce higher seed numbers under terminal drought conditions.
Given the close correlation between yield (g/area) and seed number plant™!, it is very
likely that yield could also be the focus of our model. D-pinitol concentrations in the leaf
are strongly and consistently associated with seed size, and this could be used as a means of
early selection. The second year of our study and the year after (2018 and 2019, respectively)
were the driest on record for eastern Australia. In 2021, the net value of the national welfare
lost to this drought event was AUD 53 billion [52]. Extreme weather conditions, including
drought, are predicted to increase in frequency and severity as part of our changing climate.
Metabolite-assisted breeding offers a means to accelerate the selection of superior crosses
that continue to produce viable yields under extreme climatic conditions.

4. Materials and Methods
4.1. Field Trial

The field site was located at the University of Sydney’s IA Watson Grains Research
Centre, Narrabri, NSW Australia (30°16’31.7” S, 149°48'10.7” E). The field trial used in 2017
(year 1) was previously described [53]. The trials were sown on 5 and 7 June in year 1 (2017)
and 2018 (year 2), respectively.

The field sites were 0.6 ha in total, which was divided in half, into an irrigated and
rainfed treatment in an incomplete block design. For this study, the metabolite data and
associated yield parameters were only collected from the rainfed side of the field. Therefore,
this represents a fully randomised block design. Thirty-six genotypes were grown each
year, with four replicates of each plot in each treatment (rainfed or irrigated). Plots were
initially 1.6 x 6 m, which were then cut back to 4 m before podding commenced. Each plot
and the perimeter of the whole trial was surrounded by a double-row of buffer plots. Seeds
were planted using a five-row mechanical planter, and the row spacing was set to 0.32 m.
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Seeds were pre-treated with fungicide and treated with granulated inoculant (Nodulator®,
Group-N Granular Legume Inoculant, BASF Australia Limited, Southbank, VIC, Australia)
at arate of 3.2 kg ha~!, and Granulock Z Extra fertiliser (Granulock®, Incitec Pivot Limited,
Port Lincoln, SA, Australia) at a rate of 50 kg ha~! was applied at the time of sowing [53].

The irrigated treatment received 25 mm irrigation (total 100 mm) approximately every
two weeks from mid-August in year 1 and from May in year 2, which was homogeneously
applied to the field using a lateral move irrigator. Supplementary irrigation was supplied
only to the irrigated treated plots at three timepoints in year 1, but in year 2 the residual
soil moisture at the start of the season was so low following the previous dry year that
supplementary irrigation was supplied to both treatments until anthesis and, thereafter,
only to the irrigated treatment in year 2. A total of 92 mm of irrigation was supplied
during the experiment in year 1. In year 2, a total of 70 mm was applied prior to planting
(in two applications), and a further 190 mm was applied to the irrigated treatment and
110 mm to the rainfed treatment over the course of the experiment. The biomarker harvests
took place before drought treatment (withdrawal of irrigation) was imposed. Therefore,
the “treatments” had been equally watered at the time of the biomarker leaf harvest.

4.2. Plant Material

Forty-nine genotypes were tested over the two years, with thirty-six included each
year, and twenty-three lines being tested in both years (Table S1). In year 1, both Desi and
Kabuli types were included, but in year 2 only Desi types were cultivated. Genotypes were
selected from current cultivars bred for the northern NSW region: older Australian varieties
and lines sourced from ICRISAT including Indian varieties (denoted by the “ICCV” prefix)
and lines from the ICRISAT reference set (denoted by the “ICC” prefix). The ICC and ICCV
selections were based on pre-breeding observations and publications reporting interesting
rooting /biomass/morphology and/or drought response [54,55].

4.3. Yield Harvest

At maturity (around day after sowing (DAS) 160), a 50 x 50 cm quadrat was placed
around an area of the plot, and all plants within it were counted and then cut at the base.
The plants were placed in paper bags, dried to a constant weight and then threshed to
remove the seeds. Cleaned seed was weighed, and then both values were divided by
the number of plants to give seed yield g plant~!. Hundred-kernel weight (HKW) was
automated using a seed counter (Contador, Pfeuffer, Kitzingen, Germany). The average
number of seeds per plant was calculated as (seed yield g plant~! /HKW) x 100). All plots
with both treatments (rainfed and irrigated) were harvested, but only data from the rainfed
plots (from which the biomarkers were harvested) were used for the model development.
Machine-harvested plot yields are not included in this study because diverse genotypes
were used, and the combine harvester more effectively harvested taller, larger-seeded
genotypes than those with smaller seeds and stature.

4.4. Biomarker Harvest Protocol

Biomarker harvests took place at DAS 74 and DAS 80 in years 1 and 2, respectively.
This timepoint was selected because it was the earliest that an entire stem could be harvested
from each plot that would yield 20 mg dry weight of leaf material. This harvest point was
when the earliest-flowering genotypes had their first emerged petals. All genotypes were at
Biologische Bundesanstalt, Bundessortenamt und Chemische Industrie (BBCH) Scale 55-59.
Samples were harvested from the rainfed side of the field (before the irrigation applications
were ceased and drought effects took effect). Harvests were carried out on clear days
between 12:00-2 pm to control for diurnal effects. A single stem that was representative
of canopy height was selected from each plot, cut at the base with scissors and placed
in a Whirl-Pak sample bag (Whirl-Pak, Filtration Group, https://www.whirl-pak.com/
(accessed on 15 May 2023)). Samples were frozen in liquid nitrogen, stored at —80 °C
and then freeze-dried (Virtis FreezeMobile, Gardiner, MT, USA). Samples were split into
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leaf and stem tissues, transferred to 2 mL microcentrifuge tubes and ball-milled to a fine
powder (Geno/Grinder 2010, Spex SamplePrep, Metuchen, NJ, USA). In this manuscript,
only data from the leaf samples are shown.

4.5. Metabolite Extraction

Soluble sugars and starch were enzymatically analysed, as previously described [56,57],
and GC-MS protocols were as previously described [58,59]. Metabolite extraction: Approxi-
mately 20 mg (actual weight recorded) of each freeze-dried, ball-milled plant tissue sample
was weighed into 2 mL screw cap micro centrifuge tubes. Metabolites were extracted
four times with 1 mL of 80% (v/v) ethanol, and the resulting supernatants were pooled;
two extractions were at 80 °C for 20 min and 10 min, respectively, and the remaining two
were at room temperature. A 0.5 mL aliquot of soluble metabolite extract and the remaining
pellet containing the insoluble fraction (including starch) were dried down in a heat block
at 50 °C until all the solvent had evaporated. The dried-down residue from the soluble
fraction was then resuspended in 0.5 mL of distilled water. Samples were stored at —20 °C
for analysis.

4.6. Soluble Sugar Analysis

Soluble sugars of samples extracted in the previous step were enzymatically quantified
using a Megazyme protocol (Megazyme Sucrose, D-glucose and D-fructose Assay Proce-
dure, K-SUFRG 04/18, Megazyme International, Co Wicklow, Ireland) by the stepwise
addition of hexokinase, phosphoglucose isomerase and 3-fructosidase [60]. Samples were
photometrically quantified (Benchmark Plus, BioRad, Hercules, CA, USA) by measuring
the change in wavelength at 340 nm for 20 min after the addition of each enzyme. Su-
crose, glucose and fructose were then quantified from standard curves included on each
96-well plate.

4.7. Starch Quantification

Starch was quantified using a modified Megazyme protocol (Megazyme Total Starch
Assay Procedure, AOAC method 996.11, Megazyme International, Co Wicklow, Ireland).
Briefly, the dried pellet was resuspended in 0.4 mL of 0.2 M KOH, vortexed vigorously
and heated to 90 °C in a water bath for 15 min to facilitate gelatinisation of the starch.
A total of 1.28 mL of 0.15 M NaOAc (pH 3.8) was added to each tube (to neutralise the
sample) before the addition of 20 pL. x-amylase and 20 uL amyloglucosidase (Megazyme
International, Co Wicklow Ireland). After incubation at 50 °C for 30 min and centrifugation
for 5 min, a 0.02 mL aliquot was combined with 0.6 mL of GOPOD reagent (Megazyme
International, Co Wicklow, Ireland). A total of 0.2 mL of this reaction was photometrically
assayed (Benchmark Plus, BioRad, Hercules, CA, USA) on a 96-well microplate at 510 nm
against a water-only blank. Starch was quantified from known standard curves on the
same plate. Each sample and standard were tested in duplicate. Each plate contained a
control sample of known concentration for both soluble sugars and starch analysis.

4.8. Gas Chromatography Mass Spectrometry

For the carbohydrates, sugar alcohols and organic acid analyses, gas chromatog-
raphy (GC) techniques used by Merchant et al. (2006) [58] were followed accordingly.
First, 50 pL of dried extract were suspended in 450 puL anhydrous pyridine, to which a
solution of 1:10 ratio mixture of trimethylchloroacetamide (TMCS) and bis-trimethylsilyl-
trifluroacetamide (BSTFA) was added for derivatisation. Samples were incubated for
35 min at 75 °C and analysed by GC-MS within 24 h. The analysis was carried out on an
Agilent 6890 Gas Chromatograph with QQQ 7000 Mass selective detector (Agilent Tech-
nologies, Santa Clara, CA, USA). Samples were injected in a split splitless injector at 300 °C
with a 20:1 split injection onto a HP-5 column (30 m, 0.25 mm ID, 0.25 pum film thickness)
with helium carrier gas at a constant flow of 1 mL/min. The temperature program had
an initial oven temperature set of 60 °C for 2 min, ramping to 220 °C at 10 °C min ! for
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5 min and then to 300 °C at 10 °C min~! for 5 min. GC-MS results were identified based on
retention times relative to standards and extracted ions. Peak areas were integrated, and
their relative quantities were calculated by Mass Hunter software (version B.07.01, Agilent
Technologies) and used for peak integration.

4.9. Statistics and Modelling: Linear Modelling and Feature Selection

All statistical tests, modelling and feature selection were carried outin R [61]. Student’s
t-tests were two-sided, assuming unequal variances (p = <0.05).

A multivariate linear regression model was constructed to analyse the relationship
between seed number plant ! in rainfed (terminal drought)-treated plants and 14 metabo-
lites analysed from well-watered conditions early in the growing season. The modelling
and model evaluation and trait prediction (below) were conducted in R using the Caret
(Classification and Regression Training) package [61,62]. In order to simplify the model
by reducing the number of variables, the Step Akaike Information Criteria (AIC) [63,64]
was applied. This maximum-likelihood estimation (MLE) feature selection technique tests
whether the AIC value is increased or decreased with the step-wise addition of each ex-
planatory variable (metabolite), with a lower value being the desired outcome. Both a
forwards and backwards approach were tested, and the backwards method was found to
produce the highest adjusted R? value. The backwards elimination method sequentially
removes variables that do not show a significant (p = <0.05) relationship to the trait, leaving
only the minimum significantly correlated set [65,66]. A backwards approach is preferable
if there is a high likelihood of collinearity amongst variables [67], which is often the case
with metabolites, e.g., Ceusters et al. [68].

4.10. Model Evaluation and Trait Prediction

The leave-one-out cross-validation (LOOCV) approach was utilised to train the model [65].
In this approach, the model is repeatedly re-fitted using a different training and test set
each time. With each iteration, a single test value (genotype) is omitted from the training
set, and the mean square error (MSE) of the predicted versus actual value for that genotype
is calculated. The process is repeated until all values have been used as the test value
(n = 72). The test MSE is the average of all the calculated MSE’s. A linear regression
between the predicted and actual values was then plotted, and the adjusted R? and p values
were determined.

Supplementary Materials: The following supporting information can be downloaded at https:
/ /www.mdpi.com/article/10.3390/plants12112172/s1. Table S1: Genotypes tested. Table S2: Yield
trait values. Table S3: GCMS metabolic profile of the leaf tissue. Table S4: Enzyme assay profile of the
leaf tissue.

Author Contributions: Conceptualisation, S.J.P. and A.M.; methodology, S.J.P., D.F. and C.N.; valida-
tion, S.J.P. and C.N.; formal analysis, S.J.P,, PR. and D.E; investigation, S.J.P. and PR.; resources, A.M.;
writing—original draft preparation, S.J.P., PR. and A.M.; writing—review and editing, A.M., S.J.P,,
B.N.K. and PR,; supervision, A.M.; funding acquisition, B.N.K. and A.M. All authors have read and
agreed to the published version of the manuscript.

Funding: This study was funded by the Australian Research Council Industrial Transformation
Research Hub for Legumes for Sustainable Agriculture (IH140100013).

Data Availability Statement: All data are included in this manuscript or the supporting documents.
Acknowledgments: We wish to acknowledge the technical support provided by Sabina Yasmin.

Conflicts of Interest: The authors declare no conflict of interest.

1. Bidin, M.Z.; Shah, A.M.; Stanslas, ].; Seong, C.L.T. Blood and urine biomarkers in chronic kidney disease: An update. Clin. Chim.
Acta 2019, 495, 239-250. [CrossRef] [PubMed]


https://www.mdpi.com/article/10.3390/plants12112172/s1
https://www.mdpi.com/article/10.3390/plants12112172/s1
https://doi.org/10.1016/j.cca.2019.04.069
https://www.ncbi.nlm.nih.gov/pubmed/31009602

Plants 2023,12, 2172 12 of 14

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

Collins, G.S.; Altman, D.G. Predicting the 10 year risk of cardiovascular disease in the United Kingdom: Independent and external
validation of an updated version of QRISK2. BMJ 2012, 344, e4181. [CrossRef] [PubMed]

Hippisley-Cox, ]J.; Coupland, C.; Vinogradova, Y.; Robson, J.; Minhas, R.; Sheikh, A.; Brindle, P. Predicting cardiovascular risk in
England and Wales: Prospective derivation and validation of QRISK2. BM] 2008, 336, 1475-1482. [CrossRef]

Wanner, L.A.; Junttila, O. Cold-induced freezing tolerance in Arabidopsis. Plant Physiol. 1999, 120, 391-399. [CrossRef] [PubMed]
Wang, L.; Wu, J.Q. The Essential Role of Jasmonic Acid in Plant-Herbivore Interactions—Using the Wild Tobacco Nicotiana
attenuata as a Model. . Genet. Genom. 2013, 40, 597-606. [CrossRef] [PubMed]

Sequera-Mutiozabal, M.I; Erban, A.; Kopka, J.; Atanasov, K.E.; Bastida, J.; Fotopoulos, V.; Alcazar, R.; Tiburcio, A.F. Global
Metabolic Profiling of Arabidopsis Polyamine Oxidase 4 (AtPAO4) Loss-of-Function Mutants Exhibiting Delayed Dark-Induced
Senescence. Front. Plant Sci. 2016, 7, 173. [CrossRef]

Hannah, M.A.; Wiese, D.; Freund, S.; Fiehn, O.; Heyer, A.G.; Hincha, D.K. Natural genetic variation of freezing tolerance in
arabidopsis. Plant Physiol. 2006, 142, 98-112. [CrossRef]

Nam, K.H.; Kim, D.Y,; Kim, H.J.; Pack, I.S.; Kim, H.J.; Chung, Y.S.; Kim, S.Y.; Kim, C.G. Global metabolite profiling based on
GC-MS and LC-MS/MS analyses in ABF3-overexpressing soybean with enhanced drought tolerance. Appl. Biol. Chem. 2019,
62, 15. [CrossRef]

Hoffman, D.E.; Jonsson, P; Bylesjo, M.; Trygg, J.; Antti, H.; Eriksson, M.E.; Moritz, T. Changes in diurnal patterns within the
Populus transcriptome and metabolome in response to photoperiod variation. Plant. Cell. Environ. 2010, 33, 1298-1313. [CrossRef]
Janska, A.; Marsik, P; Zelenkova, S.; Ovesna, J. Cold stress and acclimation—What is important for metabolic adjustment? Plant.
Biol. 2010, 12, 395-405. [CrossRef]

Guy, C.; Kaplan, E; Kopka, J.; Selbig, J.; Hincha, D.K. Metabolomics of temperature stress. Physiol. Plant. 2008, 132, 220-235.
[CrossRef]

Riedelsheimer, C.; Lisec, J.; Czedik-Eysenberg, A.; Sulpice, R.; Flis, A.; Grieder, C.; Altmann, T.; Stitt, M.; Willmitzer, L.;
Melchinger, A.E. Genome-wide association mapping of leaf metabolic profiles for dissecting complex traits in maize. Proc. Natl.
Acad. Sci. USA 2012, 109, 8872-8877. [CrossRef] [PubMed]

Keurentjes, J.J.; Fu, J.; de Vos, C.H.; Lommen, A.; Hall, R.D.; Bino, R.]J.; van der Plas, L.H.; Jansen, R.C.; Vreugdenhil, D.;
Koornneef, M. The genetics of plant metabolism. Nat. Genet. 2006, 38, 842—-849. [CrossRef] [PubMed]

Meyer, R.C.; Steinfath, M.; Lisec, J.; Becher, M.; Witucka-Wall, H.; Torjek, O.; Fiehn, O.; Eckardt, A.; Willmitzer, L.; Selbig, J.; et al.
The metabolic signature related to high plant growth rate in Arabidopsis thaliana. Proc. Natl. Acad. Sci. USA 2007, 104, 4759-4764.
[CrossRef] [PubMed]

Steinfath, M.; Gartner, T.; Lisec, J.; Meyer, R.C.; Altmann, T.; Willmitzer, L.; Selbig, J. Prediction of hybrid biomass in Arabidopsis
thaliana by selected parental SNP and metabolic markers. Theor. Appl. Genet. 2010, 120, 239-247. [CrossRef]

Sulpice, R.; Trenkamp, S.; Steinfath, M.; Usadel, B.; Gibon, Y.; Witucka-Wall, H.; Pyl, E.T.; Tschoep, H.; Steinhauser, M.C.;
Guenther, M.; et al. Network Analysis of Enzyme Activities and Metabolite Levels and Their Relationship to Biomass in a Large
Panel of Arabidopsis Accessions. Plant Cell. 2010, 22, 2872-2893. [CrossRef]

Sulpice, R.; Nikoloski, Z.; Tschoep, H.; Antonio, C.; Kleessen, S.; Larhlimi, A.; Selbig, ].; Ishihara, H.; Gibon, Y.; Fernie, AR,; et al.
Impact of the Carbon and Nitrogen Supply on Relationships and Connectivity between Metabolism and Biomass in a Broad
Panel of Arabidopsis Accessions(1[W][OA]). Plant. Physiol. 2013, 162, 347-363. [CrossRef]

Sulpice, R.; Pyl, E.T.; Ishihara, H.; Trenkamp, S.; Steinfath, M.; Witucka-Wall, H.; Gibon, Y.; Usadel, B.; Poree, E; Piques, M.C.; et al.
Starch as a major integrator in the regulation of plant growth. Proc. Natl. Acad. Sci. USA 2009, 106, 10348-10353. [CrossRef]
Degenkolbe, T.; Do, P.T.; Kopka, J.; Zuther, E.; Hincha, D.K.; Kohl, K.I. Identification of drought tolerance markers in a diverse
population of rice cultivars by expression and metabolite profiling. PLoS ONE 2013, 8, e63637. [CrossRef]

Obata, T.; Witt, S.; Lisec, J.; Palacios-Rojas, N.; Florez-Sarasa, I.; Yousfi, S.; Araus, J.L.; Cairns, J.E.; Fernie, A.R. Metabolite Profiles
of Maize Leaves in Drought, Heat, and Combined Stress Field Trials Reveal the Relationship between Metabolism and Grain
Yield. Plant. Physiol. 2015, 169, 2665-2683. [CrossRef] [PubMed]

Steinfath, M.; Strehmel, N.; Peters, R.; Schauer, N.; Groth, D.; Hummel, J.; Steup, M.; Selbig, J.; Kopka, J.; Geigenberger, P.; et al.
Discovering plant metabolic biomarkers for phenotype prediction using an untargeted approach. Plant. Biotechnol. J. 2010, 8,
900-911. [CrossRef] [PubMed]

Maddison, A.L.; Camargo-Rodriguez, A.; Scott, LM.; Jones, C.M.; Elias, D.M.O.; Hawkins, S.; Massey, A.; Clifton-Brown, J.;
McNamara, N.P; Donnison, L.S.; et al. Predicting future biomass yield in Miscanthus using the carbohydrate metabolic profile as
a biomarker. Glob. Change Biol. Bioenergy 2017, 9, 1264-1278. [CrossRef] [PubMed]

Riedelsheimer, C.; Czedik-Eysenberg, A.; Grieder, C.; Lisec, J.; Technow, F,; Sulpice, R.; Altmann, T.; Stitt, M.; Willmitzer, L.;
Melchinger, A.E. Genomic and metabolic prediction of complex heterotic traits in hybrid maize. Nat. Genet. 2012, 44, 217-220.
[CrossRef]

Berger, ].D.; Turner, N.C.; Siddique, K.H.M.; Knights, E.J.; Brinsmead, R.B.; Mock, I.; Edmondson, C.; Khan, T.N. Genotype by
environment studies across Australia reveal the importance of phenology for chickpea (Cicer arietinum L.) improvement. Aust. J.
Agric. Res. 2004, 55, 1071-1084. [CrossRef]

FAO. FAOSTAT: Crops. Available online: http://www.fao.org/faostat/en/#data/QC (accessed on 15 May 2023).


https://doi.org/10.1136/bmj.e4181
https://www.ncbi.nlm.nih.gov/pubmed/22723603
https://doi.org/10.1136/bmj.39609.449676.25
https://doi.org/10.1104/pp.120.2.391
https://www.ncbi.nlm.nih.gov/pubmed/10364390
https://doi.org/10.1016/j.jgg.2013.10.001
https://www.ncbi.nlm.nih.gov/pubmed/24377866
https://doi.org/10.3389/fpls.2016.00173
https://doi.org/10.1104/pp.106.081141
https://doi.org/10.1186/s13765-019-0425-5
https://doi.org/10.1111/j.1365-3040.2010.02148.x
https://doi.org/10.1111/j.1438-8677.2009.00299.x
https://doi.org/10.1111/j.1399-3054.2007.00999.x
https://doi.org/10.1073/pnas.1120813109
https://www.ncbi.nlm.nih.gov/pubmed/22615396
https://doi.org/10.1038/ng1815
https://www.ncbi.nlm.nih.gov/pubmed/16751770
https://doi.org/10.1073/pnas.0609709104
https://www.ncbi.nlm.nih.gov/pubmed/17360597
https://doi.org/10.1007/s00122-009-1191-2
https://doi.org/10.1105/tpc.110.076653
https://doi.org/10.1104/pp.112.210104
https://doi.org/10.1073/pnas.0903478106
https://doi.org/10.1371/journal.pone.0063637
https://doi.org/10.1104/pp.15.01164
https://www.ncbi.nlm.nih.gov/pubmed/26424159
https://doi.org/10.1111/j.1467-7652.2010.00516.x
https://www.ncbi.nlm.nih.gov/pubmed/20353402
https://doi.org/10.1111/gcbb.12418
https://www.ncbi.nlm.nih.gov/pubmed/28713439
https://doi.org/10.1038/ng.1033
https://doi.org/10.1071/AR04104
http://www.fao.org/faostat/en/#data/QC

Plants 2023,12, 2172 13 of 14

26.

27.

28.

29.

30.

31.

32.

33.
34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

Ambika; Hegde, V.; Nimmy, M.S.; Bharadwaj, C.; Tripathi, S.; Singh, R.K.; Kumar, R. Unraveling genetics of semi-determinacy
and identification of markers for indeterminate stem growth habit in chickpea (Cicer arietinum L.). Sci. Rep. 2021, 11, 21837.
[CrossRef]

Pang, J.Y,; Turner, N.C; Du, Y.L.; Colmer, T.D.; Siddique, K.H.M. Pattern of Water Use and Seed Yield under Terminal Drought in
Chickpea Genotypes. Front. Plant Sci. 2017, 8, 1375. [CrossRef]

Leport, L.; Turner, N.C.; French, R.J.; Barr, M.D.; Duda, R.; Davies, S.L.; Tennant, D.; Siddique, K.H.M. Physiological responses of
chickpea genotypes to terminal drought in a Mediterranean-type environment. Eur. J. Agron. 1999, 11, 279-291. [CrossRef]
Sabaghpour, S.H.; Malhotra, R.S.; Sarparast, R.; Safikhani, M.; Alizadeh, S.H.; Jahangeri, A.; Khalaf, G. Registration of “Arman'—A
Kabuli chickpea cultivar. Crop. Sci. 2006, 46, 2704-2705. [CrossRef]

Pushpavalli, R.; Zaman-Allah, M.; Turner, N.C.; Baddam, R.; Rao, M.V,; Vadez, V. Higher flower and seed number leads to higher
yield under water stress conditions imposed during reproduction in chickpea. Funct. Plant Biol. 2015, 42, 162-174. [CrossRef]
Tuba Bicer, B.T.; Sakar, D. Heritability and gene effects for yield and yield components in chickpea. Hereditas 2008, 145, 220-224.
[CrossRef] [PubMed]

Toker, C. Estimates of broad-sense heritability for seed yield and yield criteria in faba bean (Vicia faba L.). Hereditas 2004, 140,
222-225. [CrossRef] [PubMed]

Fabregas, N.; Fernie, A.R. The metabolic response to drought. J. Exp. Bot. 2019, 70, 1077-1085. [CrossRef] [PubMed]
Lozano-Elena, F; Fabregas, N.; Coleto-Alcudia, V.; Cano-Delgado, A.I. Analysis of metabolic dynamics during drought stress in
Arabidopsis plants. Sci. Data 2022, 9, 90. [CrossRef] [PubMed]

Mathan, J.; Singh, A.; Ranjan, A. Sucrose transport and metabolism control carbon partitioning between stem and grain in rice.
J. Exp. Bot. 2021, 72, 4355-4372. [CrossRef] [PubMed]

You, J.; Zhang, Y,; Liu, A,; Li, D.; Wang, X.; Dossa, K.; Zhou, R.; Yu, J.; Zhang, Y.; Wang, L.; et al. Transcriptomic and metabolomic
profiling of drought-tolerant and susceptible sesame genotypes in response to drought stress. BMC Plant. Biol. 2019, 19, 267.
[CrossRef]

Ford, C.W. Accumulation of Low-Molecular Weight Solutes in Water-Stressed Tropical Legumes. Phytochemistry 1984, 23,
1007-1015. [CrossRef]

Wanek, W.; Richter, A. Biosynthesis and accumulation of D-ononitol in Vigna umbellata in response to drought stress. Physiol.
Plant 1997, 101, 416-424. [CrossRef]

Dumschott, K.; Dechorgnat, J.; Merchant, A. Water Deficit Elicits a Transcriptional Response of Genes Governing d-pinitol
Biosynthesis in Soybean (Glycine max). Int. J. Mol. Sci. 2019, 20, 2411. [CrossRef]

Wang, X.X.; Guo, R.; Li, M.X,; Liu, Y.; Zhao, M.L.; Fu, H.; Liu, X.Y.; Wang, S.Y.; Shi, L. X. Metabolomics reveals the drought-tolerance
mechanism in wild soybean (Glycine soja). Acta Physiol. Plant 2019, 41, 161. [CrossRef]

Kumar, M.; Kumar Patel, M.; Kumar, N.; Bajpai, A.B.; Siddique, K.H.M. Metabolomics and Molecular Approaches Reveal Drought
Stress Tolerance in Plants. Int. J. Mol. Sci. 2021, 22, 9108. [CrossRef]

Gowda, C.L.L.; Upadhyaya, H.D.; Dronavalli, N.; Singh, S. Identification of Large-Seeded High-Yielding Stable Kabuli Chickpea
Germplasm Lines for Use in Crop Improvement. Crop. Sci. 2011, 51, 198-209. [CrossRef]

Gao, YF; Zhang, M.N.; Wu, T.C.; Xu, M.Y,; Cai, H.N.; Zhang, Z.S. Effects of D-Pinitol on Insulin Resistance through the PI3K/Akt
Signaling Pathway in Type 2 Diabetes Mellitus Rats. ]. Agric. Food Chem. 2015, 63, 6019-6026. [CrossRef] [PubMed]

Kim, M.J.; Yoo, K.H.; Kim, ].H.; Seo, Y.T.; Ha, B.W.; Kho, ].H.; Shin, Y.G.; Chung, C.H. Effect of pinitol on glucose metabolism and
adipocytokines in uncontrolled type 2 diabetes. Diabetes Res. Clin. Pract. 2007, 77, S247-S251. [CrossRef]

Vernon, D.M.; Bohnert, H.J. A Novel Methyl Transferase Induced by Osmotic-Stress in the Facultative Halophyte
Mesembryanthemum-Crystallinum. Embo . 1992, 11, 2077-2085. [CrossRef] [PubMed]

Sheveleva, E.; Chmara, W.; Bohnert, H.].; Jensen, R.G. Increased salt and drought tolerance by D-ononitol production in transgenic
Nicotiana tabacum L. Plant Physiol. 1997, 115, 1211-1219. [CrossRef]

Sengupta, S.; Patra, B.; Ray, S.; Majumder, A.L. Inositol methyl tranferase from a halophytic wild rice, Porteresia coarctata Roxb.
(Tateoka): Regulation of pinitol synthesis under abiotic stress. Plant Cell. Environ. 2008, 31, 1442-1459. [CrossRef] [PubMed]
Ahn, C.H.; Hossain, M.A_; Lee, E.; Kanth, B.K.; Park, P.B. Increased salt and drought tolerance by D-pinitol production in
transgenic Arabidopsis thaliana. Biochem. Biophys. Res. Commun. 2018, 504, 315-320. [CrossRef]

Streeter, ].G.; Lohnes, D.G.; Fioritto, R.]. Patterns of pinitol accumulation in soybean plants and relationships to drought tolerance.
Plant Cell. Environ. 2001, 24, 429-438. [CrossRef]

Séanchez-Mata, M.C.; Pefiuela-Teruel, M.].; Camara-Hurtado, M.; Diez-Marqués, C.; Torija-Isasa, M.E. Determination of Mono-,
Di-, and Oligosaccharides in Legumes by High-Performance Liquid Chromatography Using an Amino-Bonded Silica Column.
J. Agric. Food Chem. 1998, 46, 3648-3652. [CrossRef]

Aguilera, Y.; Martin-Cabrejas, M.A.; Benitez, V.; Molla, E.; Lopez-Andreu, EJ.; Esteban, R.M. Changes in carbohydrate fraction
during dehydration process of common legumes. J. Food Compos. Anal. 2009, 22, 678-683. [CrossRef]

Wittwer, G.; Waschik, R. Estimating the economic impacts of the 2017-2019 drought and 2019-2020 bushfires on regional NSW
and the rest of Australia. Aust. . Agric. Resour. Econ. 2021, 65, 918-936. [CrossRef]

Huang, J.; Purushothaman, R.; McBratney, A.; Bramley, H. Soil Water Extraction Monitored Per Plot Across a Field Experiment
Using Repeated Electromagnetic Induction Surveys. Soil. Syst. 2018, 2, 11. [CrossRef]


https://doi.org/10.1038/s41598-021-01464-3
https://doi.org/10.3389/fpls.2017.01375
https://doi.org/10.1016/S1161-0301(99)00039-8
https://doi.org/10.2135/cropsci2005.12.0451
https://doi.org/10.1071/FP14135
https://doi.org/10.1111/j.1601-5223.2008.02061.x
https://www.ncbi.nlm.nih.gov/pubmed/19076689
https://doi.org/10.1111/j.1601-5223.2004.01780.x
https://www.ncbi.nlm.nih.gov/pubmed/15198712
https://doi.org/10.1093/jxb/ery437
https://www.ncbi.nlm.nih.gov/pubmed/30726961
https://doi.org/10.1038/s41597-022-01161-4
https://www.ncbi.nlm.nih.gov/pubmed/35314705
https://doi.org/10.1093/jxb/erab066
https://www.ncbi.nlm.nih.gov/pubmed/33587747
https://doi.org/10.1186/s12870-019-1880-1
https://doi.org/10.1016/S0031-9422(00)82601-1
https://doi.org/10.1111/j.1399-3054.1997.tb01016.x
https://doi.org/10.3390/ijms20102411
https://doi.org/10.1007/s11738-019-2939-1
https://doi.org/10.3390/ijms22179108
https://doi.org/10.2135/cropsci2010.01.0078
https://doi.org/10.1021/acs.jafc.5b01238
https://www.ncbi.nlm.nih.gov/pubmed/26063468
https://doi.org/10.1016/j.diabres.2007.01.066
https://doi.org/10.1002/j.1460-2075.1992.tb05266.x
https://www.ncbi.nlm.nih.gov/pubmed/1600940
https://doi.org/10.1104/pp.115.3.1211
https://doi.org/10.1111/j.1365-3040.2008.01850.x
https://www.ncbi.nlm.nih.gov/pubmed/18643954
https://doi.org/10.1016/j.bbrc.2018.08.183
https://doi.org/10.1046/j.1365-3040.2001.00690.x
https://doi.org/10.1021/jf980127w
https://doi.org/10.1016/j.jfca.2009.02.012
https://doi.org/10.1111/1467-8489.12441
https://doi.org/10.3390/soilsystems2010011

Plants 2023,12, 2172 14 of 14

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

Meena, H.P; Kumar, ].; Upadhyaya, H.D.; Bharadwaj, C.; Chauhan, S.K; Verma, A.K,; Rizvi, A.H. Chickpea mini core germplasm
collection as rich sources of diversity for crop improvement. J. SAT Agric. Res. 2010, 8, 1-5.

Ramamoorthy, P.; Lakshmanan, K.; Upadhyaya, H.D.; Vadez, V.; Varshney, R.K. Root traits confer grain yield advantages under
terminal drought in chickpea (Cicer arietinum L.). Field Crops Res. 2017, 201, 146-161. [CrossRef]

Purdy, S.; Cunniff, J.; Maddison, A.; Jones, L.; Barraclough, T.; Castle, M.; Davey, C.; Jones, C.; Shield, I.; Gallagher, J.; et al.
Seasonal Carbohydrate Dynamics and Climatic Regulation of Senescence in the Perennial Grass, Miscanthus. Bioenergy Res. 2014,
8,28-41. [CrossRef]

Purdy, S.J.; Maddison, A.L.; Cunniff, ].; Donnison, I.; Clifton-Brown, J. Non-structural carbohydrate profiles and ratios between
soluble sugars and starch serve as indicators of productivity for a bioenergy grass. AoB Plants 2015, 7, plv032. [CrossRef]
Merchant, A.; Richter, A.; Popp, M.; Adams, M. Targeted metabolite profiling provides a functional link among eucalypt taxonomy,
physiology and evolution. Phytochemistry 2006, 67, 402—408. [CrossRef]

Conselvan, G.B.; Fuentes, D.; Merchant, A.; Peggion, C.; Francioso, O.; Carletti, P. Effects of humic substances and indole-3-acetic
acid on Arabidopsis sugar and amino acid metabolic profile. Plant Soil. 2018, 426, 17-32. [CrossRef]

Jones, M.G.; Outlaw, W.H.; Lowry, O.H. Enzymic assay of 10 to 10 moles of sucrose in plant tissues. Plant Physiol. 1977, 60,
379-383. [CrossRef]

R Core Team. R: A Language and Environment for Statistical Computing; R Team: Austria, Vienna, 2021.

Kuhn, M. Building Predictive Models in R Using the caret Package. J. Stat. Softw. 2008, 28, 1-26. [CrossRef]

Akaike, H. A new look at the statistical model identification. IEEE Trans. Autom. Control. 1974, 19, 716-723. [CrossRef]

Aho, K.; Derryberry, D.; Peterson, T. Model selection for ecologists: The worldviews of AIC and BIC. Ecology 2014, 95, 631-636.
[CrossRef] [PubMed]

Hastie, T.; Tibshiranix, R.; Friedman, ]. The Elements of Statistical Learning, Data Mining, Inference, and Prediction, 2nd ed.; Springer
Series in Statistics; Springer Nature: Cham, Switzerand, 2009.

Tripathi, A. Feature Selection Techniques in Regression Model. Available online: https://towardsdatascience.com/feature-
selection-techniques-in-regression-model-26878fe0e24e (accessed on 30 November 2022).

Heinze, G.; Wallisch, C.; Dunkler, D. Variable selection—A review and recommendations for the practicing statistician. Biom. ].
2018, 60, 431-449. [CrossRef] [PubMed]

Ceusters, N.; Luca, S.; Feil, R.; Claes, ].E.; Lunn, J.E.; Van den Ende, W.; Ceusters, J. Hierarchical clustering reveals unique features
in the diel dynamics of metabolites in the CAM orchid Phalaenopsis. J. Exp. Bot. 2019, 70, 3269-3281. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.1016/j.fcr.2016.11.004
https://doi.org/10.1007/s12155-014-9500-2
https://doi.org/10.1093/aobpla/plv032
https://doi.org/10.1016/j.phytochem.2005.11.027
https://doi.org/10.1007/s11104-018-3608-7
https://doi.org/10.1104/pp.60.3.379
https://doi.org/10.18637/jss.v028.i05
https://doi.org/10.1109/TAC.1974.1100705
https://doi.org/10.1890/13-1452.1
https://www.ncbi.nlm.nih.gov/pubmed/24804445
https://towardsdatascience.com/feature-selection-techniques-in-regression-model-26878fe0e24e
https://towardsdatascience.com/feature-selection-techniques-in-regression-model-26878fe0e24e
https://doi.org/10.1002/bimj.201700067
https://www.ncbi.nlm.nih.gov/pubmed/29292533
https://doi.org/10.1093/jxb/erz170

	Introduction 
	Results 
	Phenotype 
	Metabolomic Profiling 
	Pearson’s Correlations 
	Predictive Modelling 

	Discussion 
	Materials and Methods 
	Field Trial 
	Plant Material 
	Yield Harvest 
	Biomarker Harvest Protocol 
	Metabolite Extraction 
	Soluble Sugar Analysis 
	Starch Quantification 
	Gas Chromatography Mass Spectrometry 
	Statistics and Modelling: Linear Modelling and Feature Selection 
	Model Evaluation and Trait Prediction 

	References

