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Pigeonpea, a climate-resilient legume, is nutritionally rich and of great value in Asia,
Africa, and Caribbean regions to alleviate malnutrition. Assessing the grain nutrient
variability in genebank collections can identify potential sources for biofortification.
This study aimed to assess the genetic variability for grain nutrients in a set of
600 pigeonpea germplasms conserved at the RS Paroda Genebank, ICRISAT, India.
The field trials conducted during the 2019 and 2020 rainy seasons in augmented
design with four checks revealed significant differences among genotypes for all
the agronomic traits and grain nutrients studied. The germplasm had a wider
variation for agronomic traits like days to 50% flowering (67–166 days), days to
maturity (112–213 days), 100-seed weight (1.69–22.17 g), and grain yield per plant
(16.54–57.93 g). A good variability was observed for grain nutrients, namely, protein
(23.35–29.50%), P (0.36–0.50%), K (1.43–1.63%), Ca (1,042.36–2,099.76 mg/kg),
Mg (1,311.01–1,865.65 mg/kg), Fe (29.23–40.98 mg/kg), Zn (24.14–35.68 mg/kg),
Mn (8.56–14.01 mg/kg), and Cu (7.72–14.20 mg/kg). The germplasm from the
Asian region varied widely for grain nutrients, and the ones from African region had
high nutrient density. The significant genotype × environment interaction for most
of the grain nutrients (except for P, K, and Ca) indicated the sensitivity of nutrient
accumulation to the environment. Days to 50% flowering and days to maturity had
significant negative correlation with most of the grain nutrients, while grain yield per
plant had significant positive correlation with protein and magnesium, which can
benefit simultaneous improvement of agronomic traits with grain nutrients. Clustering
of germplasms based on Ward.D2 clustering algorithm revealed the co-clustering
of germplasm from different regions. The identified top 10 nutrient-specific and 15
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multi-nutrient dense landraces can serve as promising sources for the development of
biofortified lines in a superior agronomic background with a broad genetic base to fit the
drylands. Furthermore, the large phenotypic data generated in this study can serve as
a raw material for conducting SNP/haplotype-based GWAS to identify genetic variants
that can accelerate genetic gains in grain nutrient improvement.

Keywords: pigeonpea, protein, minerals, calcium, biofortification, landraces

INTRODUCTION

Malnutrition exists in most countries and across all
socioeconomic classes. Undernutrition, micronutrient
deficiency, and obesity are the implications of a nutritiously
imbalanced diet (Food and Agriculture Organization [FAO],
2014). A healthy diet should meet the recommended dietary
allowance of 54 g (men) and 46 g (women) protein, 1,000-mg
phosphorus, 2,000-mg potassium, 1,000-mg calcium, 2-mg
copper, 440 mg (men), and 370-mg (women) magnesium,
4-mg manganese, 19-mg (men) and 29-mg (women) iron, and
17-mg (men) and 13-mg (women) zinc per day (ICMR-NIN,
2020). Severe protein deficiency characterized by Kwashiorkor
is widespread in developing countries. Similarly, micronutrient
deficiencies of common occurrence are iron, vitamin A, and
iodine (World Health Organization [WHO], 2021). Anemia
outbreaks as a result of iron deficiency, and, globally, 1.8 billion
people were anemic as of 2019, with South Asia, West Sub-
Saharan Africa, and Central Sub-Saharan Africa regions having
high prevalence (Safiri et al., 2021). Furthermore, poverty and
malnutrition are interrelated to each other. Poverty compromises
the dietary quality of food and results in the intake of inexpensive
starchy food (Siddiqui et al., 2020). Imbalanced energy and
protein intake result in protein-energy malnutrition (Bailey and
West, 2015). The dietary protein intake can be of plant or animal
origin. Furthermore, the source of protein origin has an impact
on human health. Substituting foods rich in animal protein with
plant protein can prolong longevity (Song et al., 2017; Naghshi
et al., 2020). Animal protein production disturbs environmental
sustainability (Aiking and De Boer, 2020), and its consumption
also adds to the spread of zoonotic diseases (Andreoli et al.,
2021). Comparatively, plant protein exerts less pressure on the
environment. The only limitation associated with plant protein
is the poor protein quality that is affected by the anti-nutritional
factors contained in it, which in turn reduces the bio-availability
of minerals (Pele et al., 2016; Ahnen et al., 2019).

Grain legumes were identified as the cheapest source of good
quality protein (Dahiya et al., 1977). The nutritional profile states
that legumes have two times the quantity of cereal protein, with
no cholesterol and less fat (other than soybean and groundnut),
and serves as a rich source of essential minerals, namely, Zn, Fe,
Ca, Se, P, Cu, K, Mg, and Cr. The consumption of grain legumes
dates to 5500 BC and is the second most consumed food crop
across the globe next to cereals (Kouris-Blazos and Belski, 2016).
Other than serving as high-quality food and feed, grain legumes
defend the globe with reduced emission of greenhouse gases
(5–7 times lesser than other crops). Carbon sequestration and

atmospheric nitrogen fixation by grain legumes help to diversify
crop cultivation, and reduced external inputs usage finds itself as
a potential crop for sustainable agriculture (Stagnari et al., 2017).

Pigeonpea, also called as red gram, is a climate-resilient
drylands legume and is widely cultivated in semiarid regions
(Mula and Saxena, 2010). Globally, ∼5. million tonnes were
produced from a planted area of 6.1 million hectares. Five
countries, namely, India (82%), Myanmar (7%), Malawi (4%),
Kenya (2%), and Tanzania (2%) account for 97% of the total
cultivated area (FAOSTAT, 2021). Pigeonpea serves a variety of
purposes, such as food, forage, feed, and meal for animals, piggery
and fishery, fuel wood, green manure, barrier crop, rearing of
lac insects, and roof thatches (Harinder et al., 1999; Upadhyaya
et al., 2007; Mula and Saxena, 2010; Ohizua et al., 2017; Wangari
et al., 2020). Nutritionally, pigeonpea grain is rich in protein,
Ca, Mn, and crude fiber (Saxena et al., 2010). The variability
for protein content, reported in previous studies, varied from
16.7 to 26.8% (Amarteifio et al., 2002; Sekhon et al., 2017; Obala
et al., 2018; Cheboi et al., 2019; Choi et al., 2020; Jawalekar et al.,
2020), whereas, in wild species, the range is from 16.3 to 33.8%
(Upadhyaya et al., 2013). Very few studies enumerated mineral
composition in pigeonpea (Singh et al., 1984; Oshodi et al.,
1993; Amarteifio et al., 2002; Mishra and Acharya, 2018). Dahiya
et al. (1977) reported the substantial influence of environment
on protein, partial dominance of low protein over high protein,
and negative correlation between seed yield and protein content.
Furthermore, the nutrient accumulation varied with the seed
developmental stage, Fe and Zn are rich at the green stage,
whereas protein, starch, Mn, and Ca are high at the grain
stage (Singh et al., 1984). Unlike cereals, the Fe and Zn are
enriched in the cotyledons; thus the processing does not affect
the availability of these minerals (Susmitha et al., 2022). Nutrient
improvement in pigeonpea was done utilizing few wild species.
Reddy et al. (1979) utilized wild species Atylosia from the tertiary
gene pool to develop high protein lines, while Sharma et al.
(2020) utilized Cajanus platycarpus to broaden the variability
available for agronomic and grain nutritional traits. Saxena et al.
(1987) identified high protein lines (HPL 2, HPL 7, HPL 40, and
HPL 51) with 27–29% protein from five intergeneric crosses and
mentioned the variable association between seed size and protein
across crosses. Compared to normal lines (C 11 and ICPL 211),
a hike of nearly 20% protein was observed in high protein lines
(HPL 8 and HPL 40; Singh et al., 1990).

At ICRISAT, research on pigeonpea is focused primarily
on the development of mid-early, early, and super-early
varieties/hybrids with high yielding potential to attain self-
sufficiency in the target areas. However, the identification of
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genetic resources with superior grain nutrients can support
pigeonpea biofortification and add nutritional security. The
ICRISAT genebank conserves 13,787 pigeonpea germplasm.1

This study was planned to characterize 600 diverse pigeonpea
accessions for grain nutrients and important agronomic traits in
2 cropping years, with the objectives (i) to assess the variability
for agronomic and grain nutritional traits, (ii) to understand the
association between and among the agronomic traits and grain
nutrients, and (iii) to identify trait-specific and multi-nutrient
dense germplasm.

MATERIALS AND METHODS

Genetic Resources
The experimental material comprised 600 pigeonpea accessions
conserved at Rajendra Singh Paroda Genebank, ICRISAT, India,
along with four checks (Supplementary Table 1). The complete
passport data of the germplasm are available in the ICRISAT
Genebank database (see text footnote 1). These accessions
represent 48 countries (Figure 1) across the globe, and five
geographical regions, namely, Asia (357), Africa (148), America
(80), Europe (11), and Oceania (4). The map depicting the
country of collection was generated using R statistical software
v.4.0.2 (R Core Team, 2021) using the “map” (South, 2011)
and “ggplot2” (Wickham, 2016) packages. Out of 600 pigeonpea
accessions, 577 were landraces, 19 improved cultivars/breeding
lines, and four wild species accessions, Cajanus acutifolius (2),
C. cajanifolius (1), and C. sericeus (1). ICP 11543 (an extra-early
cultivar known as Pragati), ICP 6971 (an early cultivar known
as UPAS-120), ICP 8863 (a medium duration cultivar, popularly
known as Maruti), and ICP 7221 (a well-known long-duration
cultivar named as Gwalior 3) were used as checks. Among these,
ICP 11543 was developed by pedigree selection from the T
21 × JA 277 cross, while the remaining were developed through
selection from the germplasm.

Field Experimental Design and Soil
Properties
The experiment was laid in an augmented design with 20
blocks. Each block comprised of 30 test entries and four checks.
Sowing was done in the last week of July in 2 cropping years,
i.e., 2019 and 2020 at ICRISAT Patancheru, India (located
at 17.51◦N latitude, 78.27◦E longitude, and 545 m above the
mean sea level) in alfisols. Each accession was sown in a 4-
meter row with an inter-row spacing of 75 cm and plant-plant
spacing of 20–25 cm. As per the USDA soil taxonomy, the soil
belongs to the fine loamy-mixed isohyperthermic family of Udic
Rhodustalf. The first 30-cm soil of the experimental field in the
2019 rainy season had 7.22 pH, 0.07 dS/m EC, 0.42% organic
matter, 7.5 mg/kg P, 67 mg/kg K, 1,116 mg/kg exchangeable
Ca, 368 mg/kg exchangeable Mg, 6.1 mg/kg Fe, 1.39 mg/kg Zn,
1.34 mg/kg Cu, and 18.53 mg/kg Mn, and the 2020 rainy season
had 6.97 pH, 0.08 dS/m EC, 0.45% organic matter, 18.67 mg/kg
P, 79 mg/kg K, 1,057 mg/kg exchangeable Ca, 340 mg/kg of

1http://genebank.icrisat.org/

FIGURE 1 | A map depicting the country of collection of the 600 pigeonpea
accessions and four checks conserved at Genebank, ICRISAT, India.

exchangeable Mg, 8.93 mg/kg Fe, 4.24 mg/kg Zn, 1.25 mg/kg Cu,
and 17.54 mg/kg Mn.

Agronomic Practices and Phenotyping
The agronomic practices started with the basal application of
DAP (diammonium phosphate) at a rate of 100 kg/hectare.
Thinning was practiced 21 days after sowing to maintain
optimum plant density. Optimum field conditions were
maintained following standard package of practises. Agronomic
traits recorded were days to 50% flowering, days to maturity,
100-seed weight, and grain yield per plant. Days to 50%
flowering was recorded on a plot basis. Days to maturity
and grain yield per plant were recorded on a single-plant
basis (5–21 plants) and averaged to represent the accession.
The 100-seed weight was recorded from a random sample
of 100 seeds drawn from the bulked single-plant yield of
each accession. Grain nutrients analyses were performed
on 598 accessions, while two checks (ICP 11543 and ICP
6971) and four accessions having poor germination/plant
stand were excluded.

Grain Nutrients Estimation
The grain nutrients estimated in the study were protein, P,
K, Ca, Cu, Mg, Mn, Fe, and Zn. Clean and dust-free grain
samples weighing 15 g were taken from the bulked single-
plant yield of each accession in each cropping year for grain
nutritional analysis. The grain samples were submitted following
the augmented design. The grain nutrients estimation was
done at Charles Renard Analytical laboratory, ICRISAT, India.
Protein estimation was done by digesting the grain sample by
the sulfuric acid-selenium digestion method and analyzing the
digests in a continuous flow autoanalyzer to obtain the total
N value from which protein (%) is calculated by multiplying
the total N with a 6.25 conversion factor (Sahrawat et al.,
2002). Estimation of P, K, Ca, Cu, Mg, Mn, Fe, and Zn was
done by digesting the plant samples with the nitric acid –
hydrogen peroxide digestion method and analyzing the digests
in Microwave Plasma Atomic Emission Spectrometry (MP-AES;
Wheal et al., 2011).
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Statistical Analysis
The components of variances for four agronomic and nine-
grain nutritional traits for the individual years and pooled
data over 2 years were analyzed by adopting the linear mixed
model in residual maximum likelihood (REML) in GenStat
19 (VSN International, 2019). For the individual years, entry
and block were assigned as random effects, whereas, in pooled
data over years, the cropping year was kept fixed, and the
factors, namely, entry, cropping year, and block were assigned
random. Variance due to genotype (σ2

g), genotype× environment
(σ2

g × e), and error (σ2
e ) was estimated, while the significance

of cropping years was tested by Wald’s statistics (Wald, 1943).
Heritability in broad sense for individual and pooled data over
cropping years for each trait was estimated and categorized
based on Johnson et al. (1955). Best linear unbiased predictors
(BLUPs; Schönfeld and Werner, 1986) obtained for all the
traits for each accession in each cropping year, and pooled
analyses over cropping years were used for all downstream
analyses. The accessions were broadly classified into three
maturity groups as early (≤150 days to maturity), medium
(151–180 days to maturity), and late (>180 days to maturity;
Reddy, 1990). Newman–Keuls test (Newman, 1939; Keuls, 1952)
and Levene’s test (Levene, 1960) were used to compare the
mean and test the homogeneity of variances in different groups
formed based on the geographical region and maturity using R
packages “agricolae” (de Mendiburu, 2021) and “car” (Fox and
Weisberg, 2019). Histogram and a density graph depicting the
distribution of agronomic and grain nutrients in each cropping
year, geographical region, and maturity group were visualized
using the package “ggplot2” (Wickham, 2016). The correlation
coefficients among the agronomic and grain nutritional traits
were performed using the native R function “cor ()” and
visualized using the “corrplot” (Wei and Simko, 2021) package.
The phenotypic distance matrix for four agronomic traits and
nine-grain nutrients was constructed following the Gower’s
dissimilarity method using the R package “vegan” (Oksanen
et al., 2020) and the dendrogram constructed based on the
Ward.D2 method (Murtagh, 2014) using the R package “cluster”
(Maechler et al., 2021), with a heatmap depicting the agronomic
performance and grain nutrients content of each accession of
the cluster using the package “heatmap3” (Zhao et al., 2021).
The cluster means were compared using the Newman–Keuls
test (Newman, 1939; Keuls, 1952). The circular stacked barplot
depicting the contribution of each region to the sub-cluster
was constructed using the “ggplot2” (Wickham, 2016) package.
The nutrient-specific and multi-nutrient dense accessions were
identified based on per se performance and superiority to the best
check.

RESULTS

Components of Variance
The REML ANOVA indicated that the variance due to genotypes
was highly significant (p ≤ 0.01) for all agronomic and grain
nutrients for individual cropping years and pooled analysis over

cropping years except for P, K, and Mn of the 2019 rainy season
(Table 1). The variance due to Genotype × Cropping year
interaction (σ2

g × e) was significant for days to 50% flowering,
100-seed weight, grain yield per plant, and for grain nutrients,
namely, protein, Fe, Zn, Mg, Cu, and Mn (p ≤ 0.05) while
insignificant for days to maturity, P, K, and Ca. However, the
variance due to genotype (σ2

g) was higher than the G× E variance
(σ2

g × e) for days to 50% flowering, 100-seed weight, Mg, Cu, Mn,
and Zn, but it was reverse for grain yield per plant, protein,
and Fe. Wald’s statistics for the environment (cropping years)
revealed a significant difference between the cropping years (σ2

e )
for all agronomic and grain nutritional traits except for Ca.

Variability Parameters and Heritability
(h2)
The comparison of mean values of 598 pigeonpea accessions
between two cropping years revealed a significant difference
in the performance of the accessions for all the traits except
for Ca (Table 1). Phenologically, the accessions flowered
and matured earlier in the 2020 rainy season (116 ± 14.8
and 166 ± 14.5 days, respectively) compared to the 2019
rainy season (131 ± 16.5 and 182 ± 15.4 days, respectively;
Figures 2A,B). Concerning agronomic performance, 100-seed
weight was relatively higher in the 2019 rainy crop (10.67± 3.0 g)
compared to the 2020 rainy crop (9.52 ± 2.6 g; Figure 2C),
and grain yield per plant was higher in the 2020 rainy
season crop (34.10 ± 7.7 g) compared with 2019 rainy crop
(30.63 ± 7.6 g; Figure 2D). For grain nutrients, the 2019
rainy crop had high protein (27.30 ± 1.2%), P (0.45 ± 0.02%),
Mn (10.75 ± 0.7 mg/kg), Fe (38.61 ± 1.9 mg/kg), and Zn
(29.59± 1.8 mg/kg; Figures 2E,F,K,L,M), whereas the 2020 rainy
crop had high K (1.55 ± 0.02%), Mg (1546.66 ± 77.6 mg/kg),
and Cu (11.69 ± 0.8 mg/kg; Figures 2G,I,J). However, the
Ca content (1537.58 ± 173.1 mg/kg and 1548.03 ± 170.3
mg/kg in 2019 and 2020 rainy seasons, respectively) observed
no significant difference between the cropping years (Figure
2H). The heritability estimates in broad sense were found to
be moderate to high (0.31–0.89 and 0.44–0.99 for the 2019 and
2020 rainy seasons, respectively) for all agronomic and grain
nutritional traits in both the cropping years except for K (0.26)
and Mn (0.19) in the 2019 rainy season.

The pooled analysis over cropping years presented that the
average days to 50% flowering of 598 pigeonpea accession as
124 days encompassing 2-fold variation (67–166 days) and 275
accessions were found to be earlier than the trial mean (Table 1).
Similarly, the days to maturity varied from 112 to 213 days
with 261 accessions maturing earlier than the trial mean of
174 days. The accessions had wide variability for 100-seed weight,
holding very small seeds (1.69 g) to large seeds (22.17 g),
with an average 100-seed weight of 10.10 g and 236 accessions
surpassed the trial mean. Grain yield per plant varied from 16.54
to 57.93 g, and 271 accessions yielded higher than the trial
mean (32.37 g) and ICP 15241 recorded the highest grain yield
per plant (57.93 g). For grain nutrients, the accessions varied
from 23.35 - 29.50% for protein, 0.36–0.50% for P, 1.43–1.63%
for K, 1,311.01–1,865.65 mg/kg for Mg, 8.56–14.01 mg/kg for
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TABLE 1 | Variance, mean, range, co-efficient of variation (CV %), least significant difference (LSD0 .05), and heritability (broad sense) for agronomic and grain nutritional
traits of pigeonpea accessions evaluated during 2019 and 2020 rainy seasons at ICRISAT, Hyderabad, India.

Trait Environment (σ2
e) Genotype (σ2

g) G × E (σ2
g × e) Mean ± SD Range CV (%) LSD0.05 h2

Days to 50% flowering Pooled 1730.62** 245.12** 17.87** 124 ± 15.6 67–166 3.84 13.21 0.92

2019 284.60** 131 ± 16.5a 71–171 4.63 16.89 0.89

2020 219.34** 116 ± 14.8b 62–160 1.38 4.46 0.99

Days to maturity Pooled 2295.27** 230.11** 8.09 174 ± 14.9 112–213 2.86 13.84 0.93

2019 259.97** 182 ± 15.4a 120–221 3.10 15.68 0.89

2020 197.68** 166 ± 14.5b 105–206 1.31 6.03 0.98

100-seed weight (g) Pooled 408.14** 7.26** 0.69** 10.10 ± 2.7 1.69–22.17 5.17 1.45 0.94

2019 6.65** 10.67 ± 3.0a 1.96–23.28 10.66 3.16 0.84

2020 6.32** 9.52 ± 2.6b 1.41–21.05 6.08 1.61 0.95

Grain yield per plant(g) Pooled 28.22** 47.65** 51.67** 32.37 ± 6.9 16.54–57.93 22.22 19.98 0.48

2019 112.34** 30.63 ± 7.6b 13.13–61.45 18.63 15.83 0.78

2020 106.90** 34.10 ± 7.7a 13.73–61.81 19.28 18.31 0.71

Protein (%) Pooled 21.87** 1.10** 1.47* 26.99 ± 1.0 23.35–29.50 6.90 5.17 0.31

2019 2.67** 27.30 ± 1.2a 23.07–30.60 6.29 4.77 0.48

2020 1.57** 26.69 ± 1.0b 23.54–29.11 5.21 3.86 0.45

Phosphorus (%) Pooled 140.59** 0.0006** 0.0008 0.43 ± 0.02 0.36–0.50 12.91 0.15 0.25

2019 0.0013 0.45 ± 0.02a 0.35–0.54 12.09 0.15 0.31

2020 0.0006** 0.41 ± 0.02b 0.35–0.48 4.71 0.05 0.61

Potassium (%) Pooled 408.10** 0.0016** 0.0002 1.50 ± 0.02 1.43–1.63 5.34 0.22 0.33

2019 0.0019 1.46 ± 0.02b 1.39–1.58 5.00 0.20 0.26

2020 0.0029** 1.55 ± 0.02a 1.48–1.67 3.78 0.16 0.46

Calcium (mg/kg) Pooled 1.00 38700** 3357 1542.80 ± 171.2 1042.36–2099.76 11.13 476.83 0.70

2019 42988** 1537.58 ± 173.1a 1025.98–2110.34 10.87 463.95 0.61

2020 41289** 1548.03 ± 170.3a 1058.74–2089.18 9.53 410.15 0.65

Magnesium (mg/kg) Pooled 37.93** 7314** 2287* 1530.20 ± 78.2 1311.01–1865.65 5.14 218.42 0.63

2019 13443** 1513.73 ± 82.5b 1283.83–1835.19 3.62 152.18 0.82

2020 7932** 1546.66 ± 77.6a 1338.19–1896.11 4.57 196.48 0.61

Copper (mg/kg) Pooled 371.6** 0.75** 0.30** 11.17 ± 0.8 7.72–14.20 6.74 2.09 0.63

2019 0.85** 10.65 ± 0.9b 6.58–13.45 8.58 2.54 0.51

2020 0.84** 11.69 ± 0.8a 8.86–15.05 5.30 1.72 0.69

Manganese (mg/kg) Pooled 139.73** 0.41** 0.38** 10.40 ± 0.6 8.56–14.01 7.55 2.18 0.45

2019 0.29 10.75 ± 0.7a 8.51–14.80 10.22 3.05 0.19

2020 0.43** 10.05 ± 0.6b 8.48–13.22 7.43 2.07 0.44

Iron (mg/kg) Pooled 1631.43** 3.23** 3.41** 34.89 ± 1.7 29.23–40.98 6.65 7.13 0.39

2019 8.22** 38.61 ± 1.9a 32.35–46.08 5.95 6.37 0.61

2020 6.06** 31.18 ± 1.8b 25.14–37.91 7.51 6.50 0.52

Zinc (mg/kg) Pooled 21.74** 2.78** 1.91** 29.27 ± 1.6 24.14–35.68 6.49 5.28 0.50

2019 5.90** 29.59 ± 1.8a 22.44–36.50 6.60 5.43 0.61

2020 4.14** 28.95 ± 1.6b 24.75–34.86 5.33 4.28 0.64

SD, standard deviation; CV, co-efficient of variation; LSD, least significant difference; h2, heritability in broad sense. *, **Significant at 0.05, 0.01 probability levels,
respectively. The mean followed by the same letters is not significant at p ≤ 0.05, and the mean followed by different letters is significant at p ≤ 0.05.

Mn, 29.23–40.98 mg/kg for Fe, and 24.14–35.68 mg/kg for Zn.
With regard to the superiority of the germplasms to the trial
mean, 294 accessions for protein (>26.99%), 223 accessions for
P (>0.43%), 291 accessions for K (>1.50%), 290 accessions for
Mg (>1,530.20 mg/kg), 288 accessions for Mn (>10.40 mg/kg),
291 accessions for Fe (>34.89 mg/kg), and 281 accessions for Zn
(>29.27 mg/kg) were found to surpass the trial mean. However,
a 2-fold variation was observed for Ca (1,042.36–2,099.76 mg/kg)
and Cu (7.72–14.2 mg/kg), with 290 and 291 accessions exceeding
the trial mean (1,542.80 mg/kg and 11.17 mg/kg, respectively).
High heritability was observed for all agronomic traits except

grain yield per plant (0.48). The heritability for grain nutrients
was high for Ca (0.70), Mg (0.63), and Cu (0.63), whereas it was
moderate for protein (0.31), K (0.33), Mn (0.45), Fe (0.39), and
Zn (0.50). Grain phosphorus content had low heritability (0.25).

Mean Comparison Between
Geographical Regions and Maturity
Groups
Accessions from three regions, namely, Asia (358), Africa (148),
and America (79) were considered for mean comparison, while

Frontiers in Plant Science | www.frontiersin.org 5 July 2022 | Volume 13 | Article 934296

https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-934296 December 3, 2022 Time: 14:42 # 6

Susmitha et al. Grain Nutrients Variability in Pigeonpea Germplasm

FIGURE 2 | Combined histogram and a density graph, depicting the density of agronomic traits (A–D) and grain nutrients (E–M) of 2019 and 2020 rainy season
crops.

other regions with few accessions (Europe-11 and Oceania-2)
were excluded. The region-wise mean comparison revealed
that all agronomic and grain nutritional traits, except for Zn,
varied significantly with the geographical region (Table 2). The
traits – days to 50% flowering and days to maturity significantly
differentiated the Asian (122 ± 16.8 and 172 ± 16.1 days,
respectively) and American (123 ± 11.3 and 174 ± 10.8 days,

respectively) regions from the African region (130 ± 11.6
and 180 ± 10.9 days, respectively; Figures 3A,B). The
100-seed weight varied significantly in all the three regions,
with the American region having a higher 100-seed weight
(12.47 ± 2.5 g), followed by the African (11.80 ± 2.4 g)
and Asian regions (8.87 ± 2.2 g; Figure 3C). No significant
difference was observed between the African and American
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regions for grain yield per plant; however, the Asian region
had a significantly higher yield (34.41 ± 7.1 g; Figure 3D).
Protein was the only nutrient to differentiate all the three
geographical regions, while other nutrients differentiated one
of the three regions. Mean protein content was significantly
higher in the Asian region (27.24 ± 1.%), which was followed
by the African region (26.73 ± 0.7%) and the American region
(26.44 ± 0.8%; Figure 3E). For other nutrients, one region
stayed significantly distinct from the other two regions for
the P (0.44 ± 0.02%) African region, the K (1.50 ± 0.02%),
Mg (1,545.66 ± 77.7 mg/kg), and Cu (10.92 ± 0.8 mg/kg)
Asian region, and the Ca (1,494.7 ± 181.2 mg/kg) and Mn
(10.16± 0.7 mg/kg) American region (Figures 3F–K). For mean
Fe content, a significant difference existed between the American
(34.51 ± 1.6 mg/kg) and African regions (35.15 ± 1.5 mg/kg),
while the Asian region (34.88 ± 1.8 mg/kg) was indifferentiable
from the two regions (Figure 3L). For Zn, there was no significant
difference between the geographical regions (Figure 3M). The
variances remained heterogeneous for all agronomic traits and
nutrients, namely, protein, P, and Fe (Table 2).

A comparison of agronomic traits and grain nutrients was
made between maturity groups, early (32 accessions), medium
(234 accessions), and late (332 accessions; Table 2). The mean
days to 50% flowering and days to maturity significantly
differentiated the maturity groups as the classification was
based on the same (Figures 4A, B). Among the three maturity
groups, the medium and late maturity groups showed no
significant difference for 100-seed weight and grain yield per
plant but were significantly higher than the early maturity
group (Figures 4C,D). The nutrients, namely, protein, P, K,
Ca, and Mn did not vary significantly between the maturity
groups (Figures 4E–H,K). However, the mean Fe and Zn
content in grain marked a significant difference between the
maturity groups, with the early maturity group with high
Fe (36.43 ± 1.7 mg/kg) and Zn (30.99 ± 1.7 mg/kg),
followed by the medium duration group with intermediate
Fe (35.05 ± 1.6 mg/kg) and Zn (29.40 ± 1.5 mg/kg) and
the late maturity group with low Fe (34.47 ± 1.7 mg/kg)
and Zn content (28.84 ± 1.5 mg/kg; Figures 4L,M). For Mg,
the early (1,556.89 ± 54.9 mg/kg) and late maturity group
(1,519.17 ± 86.6 mg/kg) varied significantly, while the medium
duration group (1,535.40 ± 72.5 mg/kg) was indifferentiable
between the two groups (Figure 4I). The Cu content in the
early maturity group (11.80 ± 0.9 mg/kg) was high and
varied significantly from the other two groups (Figure 4J). The
variances were homogenous for all-grain nutrients except for Mg.
Agronomic traits had heterogeneous variance except for grain
yield per plant.

Correlation Between Agronomic Traits
and Grain Nutrients
Among the agronomic traits, a highly significant and positive
correlation was seen, except for a significant negative correlation
between 100-seed weight and grain yield per plant (r = −0.254,
p ≤ 0.01; Figure 5 and Supplementary Table 2). Protein,
the nutrient of great significance in legumes, mostly had a

significant positive correlation with all nutrients (r = 0.136–0.429,
p ≤ 0.01), except for a non-significant negative correlation with
Ca (r = −0.018 and Cu (r = −0.024). The correlation between P
and K was positive and highly significant (r = 0.221, p ≤ 0.01),
and similar correlations with nutrients, namely, protein, Cu, Fe,
and Zn were seen. In addition, P, with a highly significant positive
association with Mg (r = 0.156, p ≤ 0.01), and K, with a highly
significant negative association with Ca (r = −0.235, p ≤ 0.01),
were recorded. While the association of Ca was highly significant
and positive with Mg, Mn, and Fe (r = 0.115–0.683, p ≤ 0.01)
and mostly non-significant with all other nutrients. Between
Fe and Zn existed a highly significant and positive correlation
(r = 0.580, p ≤ 0.01). Other than the correlation for Fe with
Ca, Fe (r = 0.205–0.340, p ≤ 0.01) and Zn (r = 0.148–0.495,
p ≤ 0.01) had a highly significant positive correlation with all
other nutrients. The association of days to 50% flowering and
days to maturity with grain nutrients was mostly negative and
was significant for protein, Mg, Cu, Fe, and Zn. However, Mn
recorded a significant positive association with days to maturity
(r = 0.083, p ≤ 0.05). Although, 100-seed weight recorded a
highly significant and positive correlation with K (r = 0.158,
p ≤ 0.01) and Cu (r = 0.403, p ≤ 0.01), the association with
most of the nutrients (protein, Ca, Mg, Mn, Fe, and Zn) was
found to be negative and highly significant (r = −0.140 to
−0.370, p ≤ 0.01). Between grain yield per plant and nutrients
namely, protein and Mg, a significant positive correlation was
seen (r = 0.104 and 0.107, respectively, p ≤ 0.05). On the other
hand, the association of grain yield per plant with most of the
nutrients, namely, P, K, Cu, Fe, and Zn was negative and highly
significant (r =−0.106 to−0.377, p≤ 0.01). Withal, Ca recorded
no significant correlation with most of the agronomic traits,
except 100-seed weight.

A correlation study was conducted in three major
geographical regions (Asia, Africa, and America) to identify
significant and unique correlations existing between grain
nutrients and agronomic traits in each region (Supplementary
Tables 3–5). Across all the regions, the association among grain
nutrients protein, Ca, Fe, and Zn remains unaltered from the
general correlation, except for a non-significant association
between Fe and Ca. In the Asian region, days to 50% flowering
and days to maturity were significantly positively correlated
with each other and with grain yield per plant (r = 0.333 and
0.332, p ≤ 0.01), whereas, in the African region, was instead with
100-seed weight (r = 0.458 and 0.469, p ≤ 0.01). Furthermore,
100-seed weight with a significant negative correlation with grain
yield per plant (r = −0.325, p ≤ 0.01) was observed only in the
African region, and, in other regions, it was insignificant. In the
American region, a significant positive correlation existed only
between days to 50% flowering and days to maturity (r = 0.985,
p≤ 0.01). Between agronomic traits and grain nutrients, namely,
protein and Ca, the association was non-significant in all the
three regions, except for a significant negative association with
100-seed weight in the Asian (r = −0.292 and r = −0.173,
respectively, p ≤ 0.01) and American regions (r = −0.304 and
r = −0.285, respectively, p ≤ 0.01). Concerning Fe and Zn, the
association was significant and negative with all the agronomic
traits in the Asian region. In the African and American regions,
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TABLE 2 | Mean and range for agronomic and grain nutritional traits of 598 pigeonpea accessions belonging to different regions and maturity groups evaluated during the 2019 and 2020 rainy seasons at ICRISAT,
Hyderabad, India.

Trait Region Maturity group

Mean ± SD Range Homo-
geneity

of
variance
(F value)

Mean ± SD Range Homo-
geneity

of
variance
(F value)

Asia (358) Africa (148) America (79) Asia (358) Africa (148) America (79) Early (32) Medium (234) Late (332) Early (32) Medium (234) Late (332)

DFF 122 ± 16.8b 130 ± 11.6a 123 ± 11.3b 67–166 88–152 85–148 22.75* 85 ± 7.3c 117 ± 8.7b 138 ± 5.6a 66–100 96–150 126–166 35.77*

DM 172 ± 16.1b 180 ± 10.9a 174 ± 10.8b 112–213 144–201 140–198 22.61* 137 ± 7.6c 168 ± 8.2b 188 ± 5.4a 112–150 151–180 180–213 43.46*

SW (g) 8.87 ± 2.2c 11.8 ± 2.4b 12.47 ± 2.5a 1.69–22.17 7.63–17.78 8.19–18.25 11.17* 8.57 ± 0.9b 10.17 ± 2.8a 10.20 ± 2.8a 7.02–10.46 1.69–22.17 5.63–18.69 9.41*

GYP (g) 34.41 ± 7.1a 29.79 ± 5.9b 28.62 ± 5.8b 16.54–57.93 17.42–45.74 16.66–43.71 4.15* 25.83 ± 5.6b 32.40 ± 6.8a 33.21 ± 7.1a 16.54–41.12 16.66–57.93 17.42–53.61 1.70

Protein
(%)

27.24 ± 1.0a 26.73 ± 0.7b 26.44 ± 0.8c 23.35–29.5 25.03–28.68 24.68–28.04 12.92* 27.23 ± 0.9a 26.97 ± 1.0a 26.99 ± 1.0a 24.68–29.12 23.35–29.5 24.77–29.02 0.62

P (%) 0.43 ± 0.02b 0.44 ± 0.02a 0.43 ± 0.02b 0.36–0.48 0.4–0.5 0.39–0.48 5.71** 0.44 ± 0.02a 0.43 ± 0.02a 0.43 ± 0.02a 0.40–0.46 0.37–0.49 0.36–0.50 0.61

K (%) 1.50 ± 0.02b 1.51 ± 0.02a 1.51 ± 0.02a 1.43–1.63 1.45–1.58 1.47–1.58 0.36 1.51 ± 0.02a 1.51 ± 0.02a 1.50 ± 0.02a 1.44–1.55 1.43–1.63 1.44–1.57 0.23

Ca
(mg/kg)

1556.49 ±
171.2a

1538.74 ±
160.7a

1494.72 ±
181.2b

1147.71–
2099.76

1081.02–
1913.49

1042.36–
1881.99

1.07 1536.86 ±
148.9a

1543.64 ±
171.7a

1542.43 ±
171.5a

1195.89–
2006.41

1042.36–
2099.76

1098.43–
1965.28

0.28

Mg
(mg/kg)

1545.66 ±
77.7a

1510.35 ±
75.2b

1498.04 ±
71.4b

1327.51–
1789.81

1335.08–
1865.65

1311.01–
1734.69

0.57 1556.89 ±
54.9a

1535.4 ±
72.5ab

1519.17 ±
86.6b

1426.27–
1684.17

1327.51–
1750.32

1311.01–
1865.65

4.49*

Cu
(mg/kg)

10.92 ± 0.8b 11.50 ± 0.7a 11.68 ± 0.8a 7.72–13.96 9.86–13.4 9.92–14.2 0.94 11.80 ± 0.9a 11.24 ± 0.8b 10.99 ± 0.8b 10.5–13.96 9.43–14.2 7.72–13.4 0.70

Mn
(mg/kg)

10.44 ± 10.4a 10.43 ± 0.6a 10.16 ± 0.7b 8.89–14.01 9.19–12.05 8.56–12.51 0.40 10.24 ± 0.4a 10.39 ± 0.6a 10.43 ± 0.7a 9.41–11.25 8.56–14.01 8.89–12.51 2.12

Fe
(mg/kg)

34.88 ± 1.8ab 35.15 ± 1.5a 34.51 ± 1.6b 29.23–40.98 31.96–39.69 31.00–39.08 3.40* 36.43 ± 1.7a 35.05 ± 1.6b 34.47 ± 1.7c 33.62–39.81 30.00–39.69 29.23–40.98 0.41

Zn
(mg/kg)

29.42 ± 1.6a 29.04 ± 1.4a 29.04 ± 1.6a 24.14–35.68 25.33–34.18 25.51–33.78 1.80 30.99 ± 1.7a 29.40 ± 1.5b 28.84 ± 1.5c 27.46–33.93 25.51–35.68 24.14–33.59 0.90

The value inside the parenthesis represents the number of accessions in each category. SD, standard deviation; DFF, days to 50% flowering; DM, days to maturity; SW, 100-seed weight; GYP, grain yield per plant; P,
phosphorus; K, potassium; Ca, calcium; Cu, copper; Mg, magnesium; Mn, manganese; Fe, iron; Zn, zinc. The mean followed by the same letters is not significant at p ≤ 0.05, and the mean followed by different letters
is significant at p ≤ 0.05. *Homogeneity of variance tested by Levene’s test is significant at p ≤ 0.05.
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FIGURE 3 | A density graph depicting the distribution of agronomic traits (A–D) and grain nutrients (E–M) in different geographical regions.

the association of Fe and Zn with most of the agronomic
traits was negative and significant, except for a non-significant
negative association for Fe with grain yield per plant and Zn with
100-seed weight.

As the Fe and Zn content varied with the maturity group,
the correlation study was conducted in each maturity group
(Supplementary Tables 6–8). The association of the protein with
days to 50% flowering, days to maturity, and 100-seed weight

was non-significant in the early maturity group, significant
and negative in the medium maturity group (r = −0.221 to
−0.439, p ≤ 0.01), and non-significant in the late maturity
group, except for a significant negative association with 100-seed
weight (r =−0.288, p≤ 0.01). Protein was significantly positively
correlated with grain yield per plant in the early (r = 0.392,
p ≤ 0.05) and late maturity groups (r = 0.125, p ≤ 0.05) and
was non-significant in the medium maturity group. Across all
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FIGURE 4 | A density graph depicting the distribution of agronomic traits (A–D) and grain nutrients (E–M) in different maturity groups.

the maturity groups, Ca was significantly negatively correlated
with 100-seed weight (r = −0.165 to −0.452, p ≤ 0.01) and
non-significantly with all other agronomic traits, except for a
significant positive association with days to maturity (r = 0.143,
p ≤ 0.05) in the late maturity group. In the early maturity group,
Fe and Zn had a non-significant association with all agronomic
traits, except for a significant negative association between Zn
and grain yield per plant (r = −0.493, p ≤ 0.01). In the medium
maturity group, the association of Fe and Zn with all agronomic

traits was negative and significant. In the late maturity group,
Fe was significantly negatively correlated with days to maturity
(r = −0.143, p ≤ 0.05), whereas Zn had a significant positive
association with days to 50% flowering (r = 0.137, p≤ 0.05) and a
significant negative association with 100-seed weight (r =−0.182,
p ≤ 0.01).

The 100-seed weight marks the consumer preference, and
it is noteworthy to study its association with grain nutrients
(Supplementary Tables 9–11). Protein had a significant negative
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FIGURE 5 | Correlation between agronomic traits and grain nutrients pooled over two cropping years (DFF, days to 50% flowering; DM, days to maturity; SW,
100-seed weight; GYP, grain yield per plant; P, phosphorus; K, potassium; Ca, calcium; Cu, copper; Mg, magnesium; Mn, manganese. Fe, iron; Zn, zinc,
respectively. The values represent the significance at p ≤ 0.05; blanks represent insignificance at p ≤ 0.05).

correlation with 100-seed weight of≤ 10 g (r =−0.156, p≤ 0.01)
and 10–15 g (r = −0.222, p ≤ 0.01), and was non-significant
beyond 15 g. With ≤ 10-g 100-seed weight, the grain Ca content
was significantly negatively correlated (r = −0.322, p ≤ 0.01)
beyond which there was no significant correlation. Concerning
Fe and Zn, mostly existed a non-significant association with
100-seed weight, except for a significant negative association with
Fe (r =−0.329, p ≤ 0.05) for >15-g 100-seed weight.

Cluster Analysis
The clustering based on Gower’s distance matrix apportioned
the 598 pigeonpea accessions into two major clusters with three
sub-clusters each at h = 0.7 (Figure 6 and Supplementary
Figure 1). The minimum and maximum numbers of accessions
were observed in sub-clusters 2 (52) and 4 (138), respectively.
The other sub-clusters 1, 3, 5, and 6 had 59, 124, 92,
and 133 accessions, respectively (Supplementary Table 12).
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The region-wise contribution identified major Cluster I, with
accessions predominantly from the Asian region, whereas the
major Cluster II with the co-clustering of accessions from all
regions (Figure 7 and Supplementary Figure 1). Despite the
domination of the Asian region in the major Cluster 1, the
Sub-cluster 1 had accessions from all other regions (<10%).
Within the major Cluster 2, Sub-cluster 6 had 62.41% accessions
from the Asian region, along with 23.31, 12.78, and 1.50%
accessions from African, American, and European regions,
respectively. The co-clustering of accessions from different
regions was predominantly found in Sub-clusters 4 and 5.
The Sub-cluster 4 had 57.97, 26.81, and 15.22% accessions
from the African, Asian, and American regions, respectively.
In Subcluster 5, the Asian, African, American, and European
regions contributed 36.96, 19.57, 35.87, and 7.61%, respectively.
The genetic similarity/dissimilarity among accessions between
and within sub-clusters was determined by inter and intra-
cluster distances. The intra-cluster distance identified Sub-cluster
1 (d = 0.136) as the more diverse sub-cluster with maximum
intra-cluster distance and Sub-cluster 2 with the least (d = 0.099;
Supplementary Table 13). Similarly, the maximum inter-cluster
distance was observed between Sub-clusters 1 and 6 (d = 0.227),
followed by Sub-cluster 1 with Sub-clusters 2 and 4 (d = 0.187).
Overall, Sub-cluster 1 had the maximum inter-cluster distance
with all other sub-clusters. The least inter-cluster distance was
observed between Sub-clusters 2 and 3 and, Subclusters 5 and 6
(d = 0.143).

The distribution of each grain nutrient and its corresponding
agronomic performance in each sub-cluster is displayed in
the heatmap, with a varying intensity of pink (low) to green
(high) color, which characterizes the sub-cluster (Figure 6). The
mean comparison between sub-clusters revealed that the sub-
clusters varied significantly from each other for all agronomic
traits and grain nutrients (Supplementary Table 14). Days
to 50% flowering and days to maturity distinguished 4 out
of 6 sub-clusters, with Sub-cluster 1 being the earliest in
flowering, followed by Sub-clusters 3 and 5. The Sub-clusters
2, 4, and 6 were insignificantly different from each other
for both the traits. Sub-clusters 4 and 5 had high 100-seed
weight, whereas Sub-clusters 2, 3, and 6 had high grain
yield per plant. Protein, Fe, and Zn distinguished five out
of six sub-clusters. For specific nutrient sources, Sub-cluster
2 contained protein-dense accessions (28.15 ± 0.6%), Sub-
cluster 3 for Ca (1583.83 ± 194.3 mg/kg), Sub-cluster 1 for Fe
(36.62 ± 1.5 mg/kg) and Zn (31.21 ± 1.4 mg/kg). However, the
Ca content in the Sub-clusters 1, 2, 4, and 5 was found to be
indifferentiable from Sub-clusters 3 and 6. For other nutrients,
the nutrient-dense accessions were found in Sub-clusters 1 and 4
for K and Cu, Subcluster 4 for P, and Sub-cluster 2 for Mg and
Mn. Overall, high mean for four nutrients (Fe, Zn, K, and Cu)
was observed in Sub-cluster 1 and for 3 nutrients in Sub-clusters
2 (Protein, Mg, and Mn) and 4 (P, K, and Cu).

Nutrient-Dense Accessions
Accessions with high nutrient density were identified based on
the superiority to the trial mean and the superior check. Among
the two checks, check ICP 8863 was found to have better nutrient

FIGURE 6 | Dendrogram constructed based on the Gower’s distance matrix,
adopting Ward. D2 clustering method with heatmap depicting the agronomic
and grain nutrient content in each accession of the cluster (DFF, days to 50%
flowering; DM, days to maturity; SW, 100-seed weight; GYP, grain yield per
plant; P, phosphorus; K, potassium; Ca, calcium; Cu, copper; Mg,
magnesium; Mn, manganese; Fe, iron; Zn, zinc).

content with 27.69% protein, 0.44% P, 1.51% K, 1,497.59 mg/kg
Ca, 1,630.96 mg/kg Mg, 11.14 mg/kg Cu, 10.62 mg/kg Mn,
38.19 mg/kg Fe, and 32.58 mg/kg Zn. The number of superior
accessions was 139 for protein, 107 for P, 171 for K, 290 for Ca,
53 for Mg, 291 for Cu, 197 for Mn, 21 for Fe, and 16 for Zn.
The top 10 nutrient-specific accessions covered a range of 28.85–
29.50% protein, 38.67–40.98 mg/kg Fe, 32.97–35.68 mg/kg Zn,
and 1,923.79–2,099.76 mg/kg Ca. For other nutrients, the ranges
were 0.48–0.49% for P, 1.55–1.58% for K, 1,710.14–1,865.65
mg/kg for Mg, 13.08–13.96 mg/kg for Cu, and 11.79–12.51 mg/kg
for Mn. The multi-nutrient dense accessions were screened from
the top 10 nutrient-specific accessions identified for each nutrient
(Table 3). Fifteen accessions, representing eight countries and
three geographical regions, were identified as superior sources for
3–7 nutrients (Table 4). Of these, eight out of 10 accessions in the
Asian region are from India. These 15 accessions varied widely for
days to 50% flowering and maturity (77–144 and 127–192 days,
respectively). Among these, four accessions for 100-seed weight
and six accessions for grain yield per plant were superior to
the trial mean and check ICP 8863. However, the yield of these
accessions (16.54–45.53 g) was not superior to the check ICP
7221 (48.93 g). These 15 accessions belonged to four sub-clusters
(sub-clusters 1, 2, 3, and 4). Among the 15 accessions, ICP 7533
was identified as the best source for seven nutrients, followed
by accessions ICP 8165, ICP 11485, ICP 12043, and ICP 13757
for six nutrients.
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FIGURE 7 | Sub-clusters with percent geographical distribution.

DISCUSSION

Between germplasm availability and its subsequent utilization
in crop improvement programs, there exists a huge gap. The
attributable reasons are i) a lack of information about the
genetic worth of the germplasm, ii) presence of undesirable
linkages, difficulties, and expensiveness linked in screening
for few elite lines from a vast ocean of germplasm, iii) risk
of crossing program failure and the long time scale linked
in the development of breeding lines, and iv) the possibility
of toxins and allergens introduction into the elite cultivars
during introgression (Upadhyaya et al., 2010; Mallikarjuna et al.,
2014). Pigeonpea offers an affordable source of protein to
the marginalized populations surviving in several developing

countries of Asia and Africa. Other than protein, pigeonpea
is rich in a few minerals too, and, more interestingly, the
accumulation of Fe and Zn in the cotyledons benefits by
overcoming the dehulling nutrient loss, which is common in
cereals like wheat and rice (Susmitha et al., 2022). Identification
of nutrient-rich germplasm can further enrich the breeders’
crossing blocks for developing high-yielding and nutrient-
rich varieties.

The REML analysis indicated the existence of adequate
variability in the germplasm for all agronomic traits and grain
nutrients. Other than Ca, the variance attributable to the
environment was significant for all the traits, indicating that the
extraneous factors contained in the cropping years were different
and adequate in differentiating the accessions. The significant
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TABLE 3 | Top ten pigeonpea accessions with high trait value identified from 598 pigeonpea accessions evaluated during the 2019 and 2020 rainy seasons
at ICRISAT, India.

Trait Trial mean Mean+LSD0.05 Top 10 accession (ICP#) Nutrient range DFF (days) DM (days) SW (g) GYP (g)

Protein (%) 26.99 32.16 6027, 5369, 6165, 15249, 15247,
2860, 5960, 15237, 6219, 8165

28.85–29.50 110–140 159–188 7.85–9.06 29.3–52.70

P (%) 0.43 0.58 12788, 13046, 9185, 11350, 12064,
12043, 11863, 10086, 12828, 12832

0.48–0.49 105–141 155–187 6.76–14.69 21.62–41.64

K (%) 1.50 1.72 11485, 15109, 13315, 11350, 15106,
14109, 8035, 7399, 7028, 13757

1.55–1.58 81–144 135–192 7.18–14.36 19.35–33.79

Ca (mg/kg) 1542.8 2019.63 7867, 8354, 15597, 8392, 11472,
1458, 10298, 1514, 774, 10876

1923.79–2099.76 67–142 112–193 6.53–16.01 22.18–43.76

Mg (mg/kg) 1530.2 1748.62 12043, 15269, 8588, 1514, 7439,
13553, 7337, 13994, 11991, 12558

1710.14–1865.65 109–159 160–205 6.91–12.46 25.01–44.04

Cu (mg/kg) 11.17 13.26 7533, 13857, 9146, 13807, 12928,
13315, 14389, 7028, 15489, 13551

13.08–13.96 77–144 127–193 7.99–20.35 16.54–29.62

Mn (mg/kg) 10.40 12.58 13545, 14574, 12538, 8354, 12174,
9185, 7870, 7982, 11849, 7867

11.79–12.51 103–148 155–198 7.00–16.01 27.27–43.76

Fe (mg/kg) 34.89 42.02 10876, 9123, 13576, 7650, 8165,
1050, 13551, 8392, 8042, 7347

38.67–40.98 79–138 130–188 7.02–9.83 19.56–45.53

Zn (mg/kg) 29.27 34.55 11485, 16844, 14600, 7533, 7903,
11350, 8015, 8356, 6219, 13757

32.97–35.68 77–138 127–188 7.19–17.42 16.54–43.07

DFF, days to 50% flowering; DM, days to maturity; SW, 100-seed weight; GYP, grain yield per plant; P, phosphorus; K, potassium; Ca, calcium; Cu, copper; Mg,
magnesium; Mn, manganese; Fe, iron; Zn, zinc. Bolded accession number represents superiority to trial mean + LSD0 .05.

G × E interaction for most of the traits indicated the sensitivity
of nutrients accumulation to the environment. This suggests
for further evaluation of the germplasm in multiple locations
and multiple years to have a better insight into the G × E
interaction existing for the traits (Murube et al., 2021) and
selection thereafter. Low G × E interaction and moderate-to-
high heritability for most of the traits studied suggest a better
selection response. The heritability estimates of agronomic traits
stay parallel with several studies (Kumara et al., 2013; Rangare
et al., 2013; Obala et al., 2018; Shruthi et al., 2019; Sharma
et al., 2020), while the estimates for protein content were variable
across studies. The attributable reason may be due to the variable
number of genotypes and the environment under evaluation
(Obala et al., 2018). Wide variability, insensitivity to G × E
interaction, and high heritability of Ca identify this nutrient to
have stable trait-associated variants in genome-wide association
studies (GWAS). The availability of reference genome sequence
in pigeonpea (Varshney et al., 2012; Garg et al., 2021) facilitates
the application of GWAS to understand the genetic basis of
grain nutrient accumulation and to identify candidate genes
or genomic regions associated with these nutrients in future
studies to breed biofortified pigeonpea cultivars. However, earlier
studies pertaining to the association of genomic regions with
domestication and agronomic traits were reported (Varshney
et al., 2017; Zhao et al., 2020).

Pulses are rich sources of protein, vitamins, and minerals.
Combined with relatively low cost and wide access to the
poor, pulses are characterized as “poor man’s meat” (Malo
and Hore, 2020). The variability observed for whole-grain
protein in the present study (23.35–29.50%) was higher than
the protein content (16.76–26.82%) reported in previous studies
(Amarteifio et al., 2002; Sekhon et al., 2017; Obala, 2018; Cheboi
et al., 2019; Choi et al., 2020; Jawalekar et al., 2020) and
is comparable with the dhal protein content of high protein

lines (27–29%; Saxena et al., 1987). The protein content in
dhal is higher than that in the whole grain (Susmitha et al.,
2022), signifying that dhal nutritional analysis of the superior
accessions in this study may still have higher protein than
the high protein lines reported by Saxena et al. (1987). This
indicated the availability of superior parental sources for protein
biofortification. In specific, the protein content of wild species
Cajanus cajanifolius and C. sericeus (∼29%) was similar to the
previous study (Upadhyaya et al., 2013). On par with wild
species, few landraces viz. ICP 6027, ICP 5369, ICP 15249, ICP
15247, and ICP 6165 had similar protein content (∼29%) and
belonged to medium and late maturity groups. These sources
from the primary gene pool can make crossing or gene transfer
easy compared to those involving the secondary gene pool
(Harlan and de Wet, 1971).

The pigeonpea is found to be rich in calcium (Saxena et al.,
2010; Susmitha et al., 2022), and the results of this study inferred
that the Ca content in pigeonpea (154. 28 mg/100 g) was found
to be higher than many staple cereals (7.49–39.36 mg/100 g),
such as rice, wheat, maize, pearl millet, sorghum, and barley but
lesser to Ca-dense finger millet (364 mg/100 g). Among grain
legumes, pigeonpea stands next to soybean (239 mg/100 g) in
whole-grain-Ca content (Longvah et al., 2017). Furthermore, a
good amount of K (15,000 mg/kg) and Mg (1,530.20 mg/kg) is
accumulated in the pigeonpea whole grain, which can reduce
the risk of cardiovascular diseases and diabetes when included
in the diet (Schulze et al., 2007; Cherbuin, 2016; Stone et al.,
2016). In pigeonpea, the Fe and Zn content in cotyledon is
indifferentiable from the whole-grain Fe and Zn (Susmitha et al.,
2022). This indicates that the Fe and Zn content reported in
this study not only represents the whole grain but also the
cotyledon. The Fe content in pigeonpea (3.49 mg/100 g) is low
when compared to other pulses like chickpea, black gram, horse
gram (5.97–8.76 mg/100 g), while the Zn content (2.93 mg/100 g)
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TABLE 4 | Promising multi-nutrient dense pigeonpea landraces identified from 598 pigeonpea accessions evaluated during the 2019 and 2020 rainy seasons at ICRISAT, India.

S.No Accession Country Maturity
group

Sub-
cluster

DFF
(days)

DM
(days)

SW (g) GYP (g) Protein
(%)

P
(mg/kg)

K
(mg/kg)

Ca
(mg/kg)

Mg
(mg/kg)

Cu
(mg/kg)

Mn
(mg/kg)

Fe
(mg/kg)

Zn
(mg/kg)

Asia

1 ICP 6219 India Medium 3 122 171 8.12 43.07 28.95 0.45 1.50 1440.92 1521.33 11.97 10.38 36.62 32.99

2 ICP 8165 India Late 2 138 188 9.06 45.53 28.85 0.43 1.52 1657.89 1565.65 11.60 11.66 39.18 31.00

3 ICP 7867 India Medium 3 127 179 16.01 43.76 26.37 0.40 1.49 2099.76 1654.93 10.81 11.79 33.85 27.84

4 ICP 1514 India Medium 3 111 160 7.4 41.25 26.83 0.42 1.47 1955.06 1750.32 10.84 11.68 34.34 27.80

5 ICP 7028 India Early 1 81 135 9.5 19.35 27.13 0.46 1.55 1495.66 1552.74 13.09 10.28 35.36 31.14

6 ICP 7533 India Early 1 77 127 7.99 16.54 27.26 0.46 1.53 1672.91 1614.33 13.96 10.90 38.17 33.76

7 ICP 8354 India Medium 3 104 155 8.32 35.13 27.00 0.41 1.49 2049.67 1567.97 11.23 12.08 37.08 31.45

8 ICP 8392 India Medium 3 111 163 7.74 41.57 28.03 0.42 1.51 1968.65 1523.76 11.59 11.61 39.00 32.54

9 ICP 11350 Nepal Late 4 138 188 9.2 28.38 28.65 0.48 1.56 1293.94 1558.29 11.98 9.89 35.79 33.59

10 ICP 11485 Thailand Medium 1 103 156 7.37 20.34 28.63 0.47 1.58 1188.95 1505.61 12.35 9.35 38.57 35.68

Africa

11 ICP 9185 Kenya Medium 4 129 179 12.91 27.27 26.89 0.49 1.51 1716.81 1587.93 11.69 12.05 35.21 31.23

12 ICP 12043 Tanzania Late 4 134 187 10.89 28.58 28.13 0.48 1.51 1751.98 1865.65 11.37 11.74 33.58 29.89

13 ICP 13315 Rwanda Late 4 144 192 11.48 23.23 28.66 0.46 1.57 1205.61 1439.64 13.14 9.19 34.95 30.12

America

14 ICP 13757 Trinidad and
Tobago

Medium 4 129 179 10.07 30.64 28.04 0.45 1.55 1594.69 1504.33 12.39 10.24 35.90 32.97

15 ICP 13551 Antigua and
Barbuda

Medium 4 126 177 8.71 19.56 27.08 0.44 1.51 1448.73 1599.75 13.08 9.58 39.08 32.87

Minimum 77 127 7.37 16.54 26.37 0.40 1.47 1188.95 1439.64 10.81 9.19 33.58 27.8

Maximum 144 192 16.01 45.53 28.95 0.49 1.58 2099.76 1865.65 13.96 12.08 39.18 35.68

DFF, days to 50% flowering; DM, days to maturity; SW, 100-seed weight; GYP, grain yield per plant; P, phosphorus; K, potassium; Ca, calcium; Cu, copper; Mg, magnesium; Mn, manganese; Fe, iron; Zn, zinc. Bold
values indicate the superiority over the trial mean and superior check.
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is comparable with these pulses (2.71–3.37 mg/100 g; Longvah
et al., 2017). This necessitates their subsequent improvement
through intra or inter-specific hybridization. To enhance the
variability for Fe and Zn in the primary gene pool, Sharma et al.
(2020) attempted interspecific crosses with Cajanus platycarpus.
Despite this, a good response to agronomic biofortification for
Fe and Zn was reported in pigeonpea (Gopalakrishnan et al.,
2016; Hanumanthappa et al., 2018; Behera et al., 2020). However,
Upadhyaya et al. (2010) identified 14 high Zn accessions
from core and mini-core collections of pigeonpea available in
Genebank at ICRISAT, India. Furthermore, two accessions for
Ca (2,049.67–2,099.76 mg/kg), four accessions for Mg (1,750.32–
1,865.65 mg/kg), five accessions for Cu (13.34–14.20 mg/kg),
and one accession for Zn (35.68 mg/kg), with significantly
higher nutrient content than the trial mean identified in this
study, enlighten the presence of potential germplasm for mineral
biofortification in the ICRISAT Genebank.

The nutrients among themselves were positively correlated
with one another, thus facilitating combined multi-nutrient
biofortification. The protein improvement in pigeonpea is
favored by selection for nutrients, namely, P, K, Mg, Mn, Fe, and
Zn. The nutrients, Fe and Zn, are highly positively correlated
with each other, and, hence, their improvement together stays
significant. This correlation existed across several legumes, such
as pigeonpea (Mishra and Acharya, 2018; Sharma et al., 2020),
common bean (Celmeli and Sari, 2018), cowpea (Dakora and
Belane, 2019), and green gram (Singh et al., 2018). Furthermore,
the positive correlation of Fe with all other nutrients offers
opportunities for reciprocal nutrient improvement. For Ca
improvement, the selection can be done for Mg, Mn, and Fe or
against K. This relation stays analogous to the results of Sharma
et al. (2020) for the association of Ca with Fe and Mg and Gerrano
et al. (2019) for Ca with K.

In recent years, extensive research has been carried out to
develop more super-early, extra-early, and early types as photo
insensitivity is directly related to earliness, which can break an
adaptation barrier and help in the introduction of the crop in
new niches and can diversify traditional cereal-based cropping
systems (Saxena et al., 2018, 2019). The variability for days to
maturity identified the presence of extra-early accession (ICP
15597), a released cultivar (MN1), which has been exploited
for breeding high-yielding super-early varieties (Srivastava et al.,
2012). Interestingly, the days to 50% flowering and the days to
maturity were found to be negatively associated with protein,
Mg, Cu, Fe, and Zn, which complements the development of
early lines with high nutrient content. However, the pigeonpea
cultivated worldwide belongs to medium and late-maturity
groups. The presence of indifferentiable Ca and protein content
across different maturity groups stands as an advantage for
improving Ca and protein in different maturity groups, which can
fit into different cropping systems across the globe. Furthermore,
Zn exhibited a non-significant association with grain yield per
plant among the early- and late-maturity groups, which is of
great significance in promoting food security and overcoming Zn
deficiency worldwide.

The choice of pigeonpea varieties cultivated across different
geographical regions is decided by the market value and/or
consumer preference. The seed size defines the consumer

preference, and the most preferred seed size in Indian market is
10–14 g/100 seeds (Varshney et al., 2017), whereas, in African
and the Caribbean regions, it is about 18 g/100 seeds (Saxena
et al., 1987). The mean 100-seed weight (10.10 g) indicated that
most of the accessions were distributed around the mean, which
is preferable in the Indian market. Forty-two accessions recorded
more than 15 g per 100 seeds, of which African and American
regions alone contributed 19 and 14 accessions, respectively,
reflecting their seed size preferences. The correlation analysis
revealed that the nutrient improvement (protein, Ca, Fe, and
Zn) in pigeonpea is favored by selection for a small seed size
(less 100-seed weight). This can be related to most of the wild
species, with small seed size having high nutrient content in
pigeonpea. The region-based correlation analysis revealed that
protein and Ca improvement in the African region is unaffected
by 100-seed weight. Furthermore, the100-seed weight does not
affect the improvement of Ca and Zn beyond 10 g, Fe up to 15 g,
and protein beyond 15 g. Similar to this, an earlier report on
variable association of protein with 100-seed weight in different
intergeneric crosses was reported by Saxena et al. (1987).

The yield of majority of the staple crops was stagnated and/or
unable to meet global demand. For further genetic improvement,
variability for the trait is essential. The grain yield per plant
recorded good variability and inhibited a positive correlation with
protein and Mg, and a non-significant association with Ca. These
useful correlations can be utilized in enhancing the nutrient
content along with yield, which can promote combined food and
nutritional security. However, the high coefficient of variation
observed for the trait is attributed toward the variable number
of plants across accessions.

Trading played a key role in the introduction of landraces from
India to Africa (Hillocks et al., 2000) and from Africa to America
(Van Der Maesen, 1980), which created the possibility for the
existence of allochthonous landraces in these regions, which,
over time, might have crossed with autochthonous landraces
of the region and evolved as autochthonous landraces, sharing
some common features between regions (Zeven, 1998), leading
to the co-clustering of accessions from different regions within
a cluster. Geographical diversity combined with high nutrient
density in the Sub-clusters 1, 2, and 4 can provide a valuable
parental source for introducing new variability in the primary
gene pool of pigeonpea for grain nutrient improvement in
different regions. Furthermore, the 10-trait specific and 15
multi-nutrient dense accessions identified based on the per se
performance and superiority to the nutrient dense check belong
to different geographical regions and exhibited wide variation for
agronomic traits. These germplasms can be utilized to improve
the grain nutrient content under different seed sizes and maturity
categories. Furthermore, the pigeonpea breeding community
across the globe can get access to the limited quantity of the seed
through the Standard Material Transfer Agreement.

CONCLUSION

The study revealed the presence of considerable variability and
moderate-to-high heritability for the agronomic traits and grain
nutrients in the primary gene pool of pigeonpea germplasm.
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The distribution and the association of grain nutrients among
themselves and with agronomic traits were variable across the
geographical region and maturity groups, which could benefit the
breeders in identification of region- and maturity-group-specific
sources and associations, respectively, which can eliminate the
risk of acclimatization in the newly breed cultivars. The trait-
specific sources identified for grain nutrients content can provide
a new parental base in the biofortification program for the
development of nutrient-dense cultivars in a desirable agronomic
background that can promote food and nutritional security.
However, with the available low-cost sequencing technology,
genotyping of the 600 accessions in the future, combined with
the large phenotypic data generated in this study, can serve
as a valuable raw material for conducting SNP/haplotype-based
GWAS to identify genetic variants associated with the nutrients
that can accelerate genetic gains in pigeonpea biofortification.

DATA AVAILABILITY STATEMENT

The original contributions presented in this study are included
in the article/Supplementary Material, further inquiries can be
directed to the corresponding author.

AUTHOR CONTRIBUTIONS

KS, RS, and MV to the conception and design of the study (this
work is part of DS’s Ph. D. thesis research). TK, VA, and KS
supported student research as supervisors. OP provided resources
(seed material) for the study. PC and CN performed laboratory
analysis. SR supported in data collection and VNA in data
documentation. DS, RS, MV, TK, and KS curated the data and
performed the formal data analysis. SM, PJ, DS, MV, and BA did
data validation and visualization. DS, MV, and KS were involved
in writing the original draft, reviewing, and editing. All authors
contributed to the article and approved the submitted version.

FUNDING

This study was undertaken as a part of the CGIAR Genebank
Platform coordinated by Crop Trust, and the CGIAR Research
Program on Grain Legumes and Dryland Cereals.

ACKNOWLEDGMENTS

We are thankful to the scientific officer, Naresh Reddy, and
the research technicians, Judson Babu and Ravi, working at

Genebank, ICRISAT, for their technical support; also, they duly
acknowledge Farm & Engineering Services, ICRISAT, for sharing
the soil properties of the experimental fields. The research scholar
is grateful to ICRISAT for providing a stipend for the entire study
program at ICRISAT and duly acknowledges Learning Systems
Unit, ICRISAT for facilitation.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fpls.2022.
934296/full#supplementary-material

Supplementary Figure 1 | Dendrogram constructed based on Gower’s distance
using Ward. D2 clustering algorithm for 598 pigeonpea accessions.

Supplementary Table 1 | Metadata of the 600 pigeonpea accessions and four
checks evaluated for agronomic traits and grain nutrients during the 2019 and
2020 rainy seasons at ICRISAT, India.

Supplementary Table 2 | Correlation among agronomic traits and grain nutrients
of 598 pigeonpea accessions evaluated during the 2019 and 2020 rainy seasons
at ICRISAT, India.

Supplementary Table 3 | Correlation between agronomic traits and grain
nutrients for accessions from Asian region.

Supplementary Table 4 | Correlation between agronomic traits and grain
nutrients for accessions from African region.

Supplementary Table 5 | Correlation between agronomic traits and grain
nutrients for accessions from American region.

Supplementary Table 6 | Correlation between agronomic traits and grain
nutrients for accessions from the early maturity group.

Supplementary Table 7 | Correlation between agronomic traits and grain
nutrients for accessions from the medium maturity group.

Supplementary Table 8 | Correlation between agronomic traits and grain
nutrients for accessions from the late maturity group.

Supplementary Table 9 | Correlation between agronomic traits and grain
nutrients for accessions with ≤ 10 g 100-seed weight.

Supplementary Table 10 | Correlation between agronomic traits and grain
nutrients for accessions with 10-15 g 100-seed weight.

Supplementary Table 11 | Correlation between agronomic traits and grain
nutrients for accessions with > 15 g 100-seed weight.

Supplementary Table 12 | Contribution of accessions from different regions to
each sub-cluster.

Supplementary Table 13 | Within and between cluster distances based on
Gower’s phenotypic distance matrix for 598 pigeonpea accessions evaluated
during the 2019 and 2020 rainy seasons at ICRISAT, India.

Supplementary Table 14 | Mean and range comparison for agronomic traits and
grain nutrients between six sub-clusters of 598 pigeonpea accessions evaluated
during the 2019 and 2020 rainy seasons at ICRISAT, India.

REFERENCES
Ahnen, R. T., Jonnalagadda, S. S., and Slavin, J. L. (2019). Role of plant protein

in nutrition, wellness, and health. Nutr. Rev. 17, 735–747. doi: 10.1093/nutrit/
nuz028

Aiking, H., and De Boer, J. (2020). The next protein transition. Trends Food Sci.
Technol. 105, 515–522. doi: 10.1016/j.tifs.2018.07.008

Amarteifio, J. O., Munthali, D. C., Karikari, S. K., and Morake, T. K. (2002). The
composition of pigeon peas (Cajanus cajan (L .) Millsp.) grown in Botswana.
Plant Foods Hum. Nutr. 57, 173–177. doi: 10.1023/a:1015248326920

Frontiers in Plant Science | www.frontiersin.org 17 July 2022 | Volume 13 | Article 934296

https://www.frontiersin.org/articles/10.3389/fpls.2022.934296/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fpls.2022.934296/full#supplementary-material
https://doi.org/10.1093/nutrit/nuz028
https://doi.org/10.1093/nutrit/nuz028
https://doi.org/10.1016/j.tifs.2018.07.008
https://doi.org/10.1023/a:1015248326920
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-934296 December 3, 2022 Time: 14:42 # 18

Susmitha et al. Grain Nutrients Variability in Pigeonpea Germplasm

Andreoli, V., Bagliani, M., Corsi, A., and Frontuto, V. (2021). Drivers of protein
consumption : a cross-country analysis. Sustainability 13:7399. doi: 10.3390/
su13137399

Bailey, L., and West, K. P. Jr. (2015). deficiencies often occur as part of an
intergenerational cycle The Epidemiology of Global Micronutrient Deficiencies
The Epidemiology of Global Micronutrient. Ann. Nutr. Metab. 66, 22–33. doi:
10.1159/000371618

Behera, S. K., Shukla, A. K., Tiwari, P. K., Tripathi, A., Singh, P., Trivedi, V., et al.
(2020). Classification of pigeonpea (Cajanus cajan (L.) Millsp.) genotypes for
zinc efficiency. Plants 9:952. doi: 10.3390/plants9080952

Celmeli, T., and Sari, H. (2018). The nutritional content of common bean
(Phaseolus vulgaris L .) landraces in comparison to modern varieties. Agronomy
8:166. doi: 10.3390/agronomy8090166

Cheboi, J. J., Kinyua, M. G., Kimurto, P. K., Kiplagat, O. K., Ng, F.,
and Sita, R. (2019). Biochemical composition of pigeonpea genotypes
in Kenya. Aust. J. Crop Sci. 13, 1848–1855. doi: 10.21475/ajcs.19.13.11.
p1886

Cherbuin, N. (2016). Dietary Mineral Intake (Magnesium, Calcium, and Potassium)
and the Biological Processes of Aging. Amsterdam: Elsevier Inc. doi: 10.1016/
B978-0-12-801816-3.00038-8

Choi, Y., Hyun, D. Y., Lee, S., Yoon, H., Lee, M., Oh, S., et al. (2020).
Agricultural characters, phenolic and nutritional contents, and antioxidant
activities of Pigeon Pea (Cajanus cajan) germplasms cultivated in the
Republic of Korea. Korean J. Plant Reour. 33, 50–61. doi: 10.7732/kjpr.2020.3
3.1.50

Dahiya, B. S., Brar, J. S., and Bhullar, B. S. (1977). Inheritance of protein
content and its correlation with grain yield in pigeonpea (Cajanus cajan
(L.) Millsp.). Plant Food Hum. Nutr. 27, 327–334. doi: 10.1007/BF0109
2325

Dakora, F. D., and Belane, A. K. (2019). Evaluation of protein and micronutrient
levels in edible cowpea (Vigna unguiculata L. Walp.). Front. Sustain. Food Syst.
3:70. doi: 10.3389/fsufs.2019.00070

de Mendiburu, F. (2021). Agricolae: Statistical Procedures for Agricultural Research.
Available online at: https://cran.r-project.org/package=agricolae (accessed 9
Feburary 9, 2022).

FAOSTAT (2021). Crops and Livestock Products. Available online at: https://www.
fao.org/faostat/en/#data/QCL (accessed January 25, 2022).

Food and Agriculture Organization [FAO] (2014). Understanding the True Cost of
Malnutrition. Available online at: https://www.fao.org/zhc/detail-events/en/c/
238389/ (accessed January 25, 2022).

Fox, J., and Weisberg, S. (2019). An {R} Companion to Applied Regression, 3rd Edn.
Available online at: https://socialsciences.mcmaster.ca/jfox/Books/Companion/
(accessed February 9, 2022).

Garg, V., Dudchenko, O., Wang, J., Khan, A. W., Gupta, S., Kaur, P.,
et al. (2021). Chromosome-length genome assemblies of six legume species
provideinsights into genome organization, evolution, and agronomic traits
forcrop improvement. J. Adv. Res. (in press). doi: 10.1016/j.jare.2021.10.009

Gerrano, A. S., Jansen van Rensburg, W. S., Venter, S. L., Shargie, N. G.,
Amelework, B. A., Shimelis, H. A., et al. (2019). Selection of cowpea genotypes
based on grain mineral and total protein content. Acta Agric. Scand. Sect. B Soil
Plant Sci. 69, 155–166. doi: 10.1080/09064710.2018.1520290

Gopalakrishnan, S., Vadlamudi, S., Samineni, S., and Kumar, C. V. S. (2016).
Plant growth - promotion and biofortification of chickpea and pigeonpea
through inoculation of biocontrol potential bacteria, isolated from organic soils.
Springerplus 5:1882. doi: 10.1186/s40064-016-3590-6

Hanumanthappa, D., Maruthi, S. N., and Shakuntala, J. B. (2018). Enrichment
of iron and zinc content in pigeonpea genotypes through agronomic
biofortification to mitigate malnutrition. Int. J. Curr. Microbiol. Appl. Sci. 7,
4334–4342.

Harinder, K., Kaur, B., and Sharma, S. (1999). Studies on the baking properties
of wheat: pigeonpea flour blends. Plant Foods Hum. Nutr. 54, 217–226. doi:
10.1023/A:1008158208549

Harlan, J. R., and de Wet, J. M. J. (1971). Toward a rational classification
of cultivated plants. Int. Assoc. Plant Taxon. 20, 509–517. doi: 10.2307/121
8252

Hillocks, R. J., Minja, E., Mwaga, A., Nahdy, M. S., and Subrahmanyam, P. (2000).
Diseases and pests of pigeonpea in eas tern Africa : a review. Int. J. Pest Manag.
46, 7–18.

ICMR-NIN (2020). Nutrient Requirements for Indians. ICMR-NIN. Available
online at: https://www.metabolichealthdigest.com/nutrient-requirements-for-
indians-icmr-nin-2020/ (accessed February 9, 2022).

Jawalekar, K. V., Baishya, S., Rathi, S., and Gade, K. (2020). Assessment of
nutritional composition in prominent Cajanus cajan germplasm in India
assessment of nutritional composition in prominent Cajanus cajan Germplasm
in India B-complex. Int. J. Curr. Microbiol. Appl. Sci. 9, 387–397. doi: 10.20546/
ijcmas.2020.912.xx

Johnson, H. W., Robinson, H. F., and Comstock, R. E. (1955). Estimates of genetic
and environmental variability in soybean. Agron. J. 47, 314–318.

Keuls, M. (1952). The use of the “studentized range” in connection with an analysis
of variance. Euphytica 1, 112–122. doi: 10.1007/BF01908269

Kouris-Blazos, A., and Belski, R. (2016). Health benefits of legumes and pulses
with a focus on Australian sweet lupins. Asia Pac. J. Clin. Nutr. 25, 1–17.
doi: 10.6133/apjcn.2016.25.1.23

Kumara, N., Santoshagowda, G. B., Nishanth, G. K., and Dharmaraj, P. S. (2013).
Genetic diversity, variability and correlation studies in advanced genotypes of
Genetic diversity, variability and correlation studies in advanced genotypes of
Pigeonpea [Cajanus cajan (L.) Millsp .]. Acta Biol. Indica 2, 406–411.

Levene, H. (1960). “Robust tests for equality of variances,” in Contributions to
Probability and Statictics:Essays in Honorof Harold Hotelling, eds I. Olkin, S.
Ghurye, W. Hoeffding, W. Madow, and H. Mann (Palo Alto, CA: Stanford
University Press), 278–292.

Longvah, T., Ananthan, R., Bhaskarachary, K., and Venkaiah, K. (2017). Indian
Food Compostion Tables. Hyderabad: National Institute of Nutrition.

Maechler, M., Rousseeuw, P., Struyf, A., Hubert, M., and Hornik, K. (2021).
Cluster: Cluster Analysis Basics and Extensions. Available online at: https://cran.
r-project.org/package=cluster (accessed February 15, 2022).

Mallikarjuna, N., Srikanth, S., Kumar, C. V. S., Srivastava, R. K., Saxena, R. K., and
Varshney, R. K. (2014). “Pigeonpea,” in Broadening the Genetic Base of Grain
Legumes, eds M. Singh, M. Singh, I. Bisht, and M. Dutta (New Delhi: Springer),
149–159. doi: 10.1007/978-81-322-2023-7

Malo, M., and Hore, J. (2020). “Pulse Production in India: major Constraints
and Way Forward,” in Research Trends in Multidisciplinary Research and
Development, ed. S. Fedorov (Zittau: Weser Books), 35–63. doi: 10.3389/fpls.
2022.861191

Mishra, S., and Acharya, S. (2018). Targeted Traits for Enhancement of Seed Iron
and Zinc Concentrations in Pigeonpea. Proc. Natl. Acad. Sci. India Sect. B Biol.
Sci. 88, 1199–1205. doi: 10.1007/s40011-017-0857-9

Mula, M., and Saxena, K. (2010). Lifting the Level of Awareness on Pigeonpea – A
Global Perspective. Patancheru: ICRISAT.

Murtagh, F. (2014). Ward’s hierarchical agglomerative clustering method: which
algorithms implement Ward’s criterion? Fionn. J. Classif. 31, 274–295. doi:
10.1007/s00357-014-9161-z

Murube, E., Beleggia, R., Pacetti, D., Nartea, A., Frascarelli, G., Lanzavecchia, G.,
et al. (2021). Characterization of nutritional quality traits of a common bean
germplasm collection. Foods 10:1572. doi: 10.3390/foods10071572

Naghshi, S., Sadeghi, O., Willett, W. C., and Esmaillzadeh, A. (2020). Dietary
intake of total, animal, and plant proteins and risk of all cause, cardiovascular,
and cancer mortality : systematic review and dose-response meta-analysis of
prospective cohort studies. BMJ 370:m2412. doi: 10.1136/bmj.m2412

Newman, D. (1939). The distribution of range in samples from a normal
population, expressed in terms of an independent estimate of standard
deviation. Biometrika 31:20. doi: 10.2307/2334973

Obala, J. (2018). Development of sequence-based markers for seed protein content
in pigeonpea. Mol. Genet. Genomics 294, 57–68. doi: 10.1007/s00438-018-
1484-8

Obala, J., Saxena, R. K., Singh, V. K., Vechalapu, S., Das, R., Sameer-kumar, C. V.,
et al. (2018). Genetic variation and relationships of total seed protein content
with some agronomic traits in pigeonpea (Cajanus cajan (L .) Millsp .). Aust. J.
Crop Sci. 12, 1859–1865. doi: 10.21475/ajcs.18.12.12.p1138

Ohizua, E. R., Adeola, A. A., Idowu, M. A., Sobukola, O. P., Afolabi, T. A., Ishola,
R. O., et al. (2017). Nutrient composition, functional, and pasting properties
of unripe cooking banana, pigeon pea, and sweetpotato flour blends. Food Sci.
Nutr. 5, 750–762. doi: 10.1002/fsn3.455

Oksanen, F. J., Blanchet, G., Friendly, M., Kindt, R., Legendre, P., McGlinn, R. P.,
et al. (2020). vegan: Community Ecology Package. Available online at: https:
//cranr-project.org/package=vegan%0A (accessed February 15, 2022).

Frontiers in Plant Science | www.frontiersin.org 18 July 2022 | Volume 13 | Article 934296

https://doi.org/10.3390/su13137399
https://doi.org/10.3390/su13137399
https://doi.org/10.1159/000371618
https://doi.org/10.1159/000371618
https://doi.org/10.3390/plants9080952
https://doi.org/10.3390/agronomy8090166
https://doi.org/10.21475/ajcs.19.13.11.p1886
https://doi.org/10.21475/ajcs.19.13.11.p1886
https://doi.org/10.1016/B978-0-12-801816-3.00038-8
https://doi.org/10.1016/B978-0-12-801816-3.00038-8
https://doi.org/10.7732/kjpr.2020.33.1.50
https://doi.org/10.7732/kjpr.2020.33.1.50
https://doi.org/10.1007/BF01092325
https://doi.org/10.1007/BF01092325
https://doi.org/10.3389/fsufs.2019.00070
https://cran.r-project.org/package=agricolae
https://www.fao.org/faostat/en/#data/QCL
https://www.fao.org/faostat/en/#data/QCL
https://www.fao.org/zhc/detail-events/en/c/238389/
https://www.fao.org/zhc/detail-events/en/c/238389/
https://socialsciences.mcmaster.ca/jfox/Books/Companion/
https://doi.org/10.1016/j.jare.2021.10.009
https://doi.org/10.1080/09064710.2018.1520290
https://doi.org/10.1186/s40064-016-3590-6
https://doi.org/10.1023/A:1008158208549
https://doi.org/10.1023/A:1008158208549
https://doi.org/10.2307/1218252
https://doi.org/10.2307/1218252
https://www.metabolichealthdigest.com/nutrient-requirements-for-indians-icmr-nin-2020/
https://www.metabolichealthdigest.com/nutrient-requirements-for-indians-icmr-nin-2020/
https://doi.org/10.20546/ijcmas.2020.912.xx
https://doi.org/10.20546/ijcmas.2020.912.xx
https://doi.org/10.1007/BF01908269
https://doi.org/10.6133/apjcn.2016.25.1.23
https://cran.r-project.org/package=cluster
https://cran.r-project.org/package=cluster
https://doi.org/10.1007/978-81-322-2023-7
https://doi.org/10.3389/fpls.2022.861191
https://doi.org/10.3389/fpls.2022.861191
https://doi.org/10.1007/s40011-017-0857-9
https://doi.org/10.1007/s00357-014-9161-z
https://doi.org/10.1007/s00357-014-9161-z
https://doi.org/10.3390/foods10071572
https://doi.org/10.1136/bmj.m2412
https://doi.org/10.2307/2334973
https://doi.org/10.1007/s00438-018-1484-8
https://doi.org/10.1007/s00438-018-1484-8
https://doi.org/10.21475/ajcs.18.12.12.p1138
https://doi.org/10.1002/fsn3.455
https://cranr-project.org/package=vegan%0A
https://cranr-project.org/package=vegan%0A
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-934296 December 3, 2022 Time: 14:42 # 19

Susmitha et al. Grain Nutrients Variability in Pigeonpea Germplasm

Oshodi, A. A., Plaofe, O., and Hall, G. (1993). Amino acid, fatty acid and mineral
composition of pigeon pea. Int. J. Food Sci. Nutr. 43, 187–191.

Pele, G. I., Oladiti, E. O., Bamidele, P. O., and Fadipe, E. A. (2016). Influence
of processing techniques on the nutritional and anti-nutritional properties of
pigeon pea (Cajanus cajan). Int. J. Eng. Appl. Sci. 3, 92–94.

R Core Team (2021). R: A Language and Environment for Statistical Computing.
Vienna: R Foundation for Statistical Computing.

Rangare, N. R., Reddy, E., and Ramesh Kumar, S. (2013). Study of heritability,
genetic advance and variability for yield contributing characters in pigeonpea
(Cajanus cajan L. Millspaugh). Trends Biosci. 6, 660–662.

Reddy, L. J. (1990). “Pigeonpea: morphology,” in The Pigeonpea, eds Y. L. Nene,
S. D. Hall, and V. K. Sheila (Wallingford: C.A.B International), 47–87.

Reddy, L. J., Singh, J. M., Bisen, S. S., and Jambunathan, R. (1979). “Seed protein
studies onCajanus cajan,Atylosia spp. and so hybrid derivatives,” in Proceedings
of the International Symposium on Seed Protein improvement in Cereals and
Grain Legumes (Vienna: IAEA), 105.

Safiri, S., Kolahi, A. A., Noori, M., Nejadghaderi, S. A., Karamzad, N., Bragazzi,
N. L., et al. (2021). Burden of anemia and its underlying causes in 204 countries
and territories, 1990 – 2019 : results from the Global Burden of Disease Study
2019. J. Hematol. Oncol. 14:185. doi: 10.1186/s13045-021-01202-2

Sahrawat, K. L., Kumar, G. R., and Murthy, K. V. S. (2002). Sulfuric acid-Selenium
digestion for multi-element analysis in a single plant digest. Commun. Soil Sci.
Plant Anal. 33, 3757–3765. doi: 10.1081/CSS-120015920

Saxena, K. B., Choudhary, A. K., Saxena, R. K., and Varshney, R. K. (2018). Breeding
pigeonpea cultivars for intercropping: synthesis and strategies. Breed. Sci. 68,
159–167. doi: 10.1270/jsbbs.17105

Saxena, K. B., Faris, D. G., Singh, U., and Kumar, R. V. (1987). Relationship
between seed size and protein content in newly developed high protein lines
of pigeonpea. Qual. Plant. Plant Foods Hum. Nutr. 36, 335–340. doi: 10.1007/
BF01892354

Saxena, K. B., Kumar, R. V., and Sultana, R. (2010). Quality nutrition through
pigeonpea — a review. Health (Irvine Calif.) 2, 1335–1344. doi: 10.4236/health.
2010.211199

Saxena, K., Choudhary, A. K., Srivastava, R. K., Bohra, A., and Saxena, R. K.
(2019). Origin of early maturing pigeonpea germplasm and its impact on
adaptation and cropping systems. Plant Breed. 138, 243–251. doi: 10.1111/pbr.1
2696

Schönfeld, P., and Werner, H. J. (1986). “Ökonomische progress,” in
Entscheidungsund Gleichgewichts-Modelle, ed. W. Krelle (Weinheim: VCH
Verlagsgesellschaft), 251–262.

Schulze, M. B., Schulz, M., Heidemann, C., Schienkiewitz, A., Hoffmann, K., and
Boeing, H. (2007). Fiber and magnesium intake and incidence of type 2 diabetes:
a prospective study and meta-analysis. Arch. Intern. Med. 167, 956–965. doi:
10.1001/archinte.167.9.956

Sekhon, J., Grewal, S. K., Singh, I., and Kaur, J. (2017). Evaluation of nutritional
quality and antioxidant potential of pigeonpea genotypes. J. Food Sci. Technol.
54, 3598–3611. doi: 10.1007/s13197-017-2818-y

Sharma, S., Paul, P. J., Kumar, C. V. S., and Nimje, C. (2020). Utilizing wild
Cajanus platycarpus, a tertiary genepool species for enriching variability in
the primary genepool for pigeonpea improvement. Front. Plant Sci. 11:1055.
doi: 10.3389/fpls.2020.01055

Shruthi, H. B., Hingane, A. J., Sekhar, M. R., Kumar, C. V. S., and Srivarsha, J.
(2019). Genetic variability for yield, physiological and quality traits in novel
super-early pigeonpea (Cajanus cajan (L.) Millsp.). India J. Pure Appl. Biosci.
7, 378–385. doi: 10.18782/2582-2845.7941

Siddiqui, F., Salam, R. A., Lassi, Z. S., and Das, J. K. (2020). The intertwined
relationship between malnutrition and poverty. Front. Public Heal. 8:453. doi:
10.3389/fpubh.2020.00453

Singh, R., Van Heusden, A. W., Kumar, R., and Visser, R. G. F. (2018). Genetic
variation and correlation studies between micronutrient (Fe and Zn), protein
content and yield attributing traits in mungbean (Vigna radiata L .). Legum.
Res. 41, 167–174. doi: 10.18805/lr.v0i0.7843

Singh, U., Jain, K. C., Jambunathan, R., and Faris, D. G. (1984). Nutritional quality
of vegetable pigeonpeas [Cajanus cajan (L.) Millsp.]: dry matter accumulation,
carbohydrates and proteins. J. Food Sci. 49, 799–802.

Singh, U., Jambunathan, R., Saxena, K., and Subrahmanyam, N. (1990). Nutritional
quality evaluation of newly developed high-protein genotypes of pigeonpea
(Cajanus cajan). J Sci Food Agric 50, 201–209.

Song, M., Fung, T. T., Hu, F. B., Walter, C., Longo, V., Chan, A. T.,
et al. (2017). Animal and plant protein intake and all-cause and cause-
specific mortality: results from two prospective US cohort studies. AMA
Intern. Med. 176, 1453–1463. doi: 10.1001/jamainternmed.2016.4182.
Animal

South, A. (2011). rworldmap: A New R Package for Mapping Global Data. R J,
Vol. 3. 35–43. Available online at: http://journal.r-project.org/archive/2011-1/
RJournal_2011-1_South.pdf (accessed April 13, 2022).

Srivastava, R. K., Vales, M. I., Sultana, R., and Saxena, K. (2012). Development of
‘super-early’ pigeonpeas with good yield potential from early development of
‘super-early’ pigeonpeas with good yield potential from early × early crosses.
SAT Agric. Res. 10:6.

Stagnari, F., Maggio, A., Galieni, A., and Pisante, M. (2017). Multiple benefits of
legumes for agriculture sustainability: an overview. Chem. Biol. Technol. Agric.
4:2. doi: 10.1186/s40538-016-0085-1

Stone, M. S., Martyn, L., and Weaver, C. M. (2016). Potassium intake,
bioavailability, hypertension, and glucose control. Nutrients 8:444. doi: 10.3390/
nu8070444

Susmitha, D., Kalaimagal, T., Senthil, R., Vetriventhan, M., Anitha, S., Manonmani,
S., et al. (2022). Calcium-Rich pigeonpea seed coat : a potential byproduct
for food and pharmaceutical industries. Sustainability 14:4918. doi: 10.3390/
su14094918

Upadhyaya, H. D., Reddy, K. N., Gowda, C. L., and Singh, S. (2007). Phenotypic
diversity in the pigeonpea (Cajanus cajan) core collection phenotypic diversity
in the pigeonpea (Cajanus cajan) core collection. Genet. Resour. Crop Evol. 54,
1167–1184. doi: 10.1007/s10722-006-9008-5

Upadhyaya, H. D., Reddy, K. N., Singh, S., and Gowda, C. L. L. (2013).
Phenotypic diversity in Cajanus species and identification of promising sources
for agronomic traits and seed protein content. Genet. Resour. Crop Evol. 60,
639–659. doi: 10.1007/s10722-012-9864-0

Upadhyaya, H. D., Yadav, D., Dronavalli, N., Gowda, C. L. L., and Singh, S. (2010).
Mini core germplasm collections for infusing genetic diversity in plant breeding
programs. Electron. J. Plant Breed. 1, 1294–1309.

Van Der Maesen, L. J. G. (1980). “India is the native of the pigeonpea,” in Liber
Gratulatorius in nonerem H.C.D. de Wit, eds J. C. Arends, G. Boelema, C. T.
Groot, and A. J. M. Leeuwenberg (Wageningen: Wageningen Agricultural
University), 257–262.

Varshney, R. K., Chen, W., Li, Y., Bharti, A. K., Saxena, R. K., Schlueter, J. A.,
et al. (2012). Draft genome sequence of pigeonpea (Cajanus cajan), an orphan
legume crop of resource-poor farmers. Nat. Biotechnol. 30, 83–89. doi: 10.1038/
nbt.2022

Varshney, R. K., Saxena, R. K., Upadhyaya, H. D., Khan, A. W., Yu, Y., Kim,
C., et al. (2017). Whole-genome resequencing of 292 pigeonpea accessions
identifies genomic regions associated with domestication and agronomic traits.
Nat. Genet. 49, 1082–1088. doi: 10.1038/ng.3872

VSN International (2019). Genstat for Windows, 19th Edn. Available online at:
Genstat.co.uk (accessed January 20, 2022).

Wald, A. (1943). Tests of statistical hypotheses concerning several parameters when
the number of observations is large. Trans. Am. Math. Soc. 54, 426–482.

Wangari, C., Mwema, C., Siambi, M., Silim, S., Ubwe, R., Malesi, K., et al. (2020).
Changing perception through a participatory approach by involving adolescent
school children in evaluating smart food dishes in school feeding programs–
real-time experience from Central and Northern Tanzania. Ecol. Food Nutr. 59,
472–485. doi: 10.1080/03670244.2020.1745788

Wei, T., and Simko, V. (2021). R package “corrplot”: Visualization of a
Correlation Matrix. Available online at: https://github.com/taiyun/corrplot
(accessed February 9, 2022).

Wheal, M. S., Fowles, T. O., and Palmer, L. T. (2011). A cost-effective acid
digestion method using closed polypropylene tubes for inductively coupled
plasma optical emission spectrometry (ICP-OES) analysis of plant essential
elements. Anal. Methods 3, 2854–2863. doi: 10.1039/c1ay05430a

Wickham, H. (2016). ggplot2: Elegant Graphics for Data Analysis. Available online
at: https://ggplot2.tidyverse.org (accessed February 25, 2022).

World Health Organization [WHO] (2021). Malnutrition. Available online
at: https://www.who.int/news-room/fact-sheets/detail/malnutrition (accessed
January 25, 2022).

Zeven, A. C. (1998). Landraces : a review of definitions and classifications.
Euphytica 104, 127–139.

Frontiers in Plant Science | www.frontiersin.org 19 July 2022 | Volume 13 | Article 934296

https://doi.org/10.1186/s13045-021-01202-2
https://doi.org/10.1081/CSS-120015920
https://doi.org/10.1270/jsbbs.17105
https://doi.org/10.1007/BF01892354
https://doi.org/10.1007/BF01892354
https://doi.org/10.4236/health.2010.211199
https://doi.org/10.4236/health.2010.211199
https://doi.org/10.1111/pbr.12696
https://doi.org/10.1111/pbr.12696
https://doi.org/10.1001/archinte.167.9.956
https://doi.org/10.1001/archinte.167.9.956
https://doi.org/10.1007/s13197-017-2818-y
https://doi.org/10.3389/fpls.2020.01055
https://doi.org/10.18782/2582-2845.7941
https://doi.org/10.3389/fpubh.2020.00453
https://doi.org/10.3389/fpubh.2020.00453
https://doi.org/10.18805/lr.v0i0.7843
https://doi.org/10.1001/jamainternmed.2016.4182.Animal
https://doi.org/10.1001/jamainternmed.2016.4182.Animal
http://journal.r-project.org/archive/2011-1/RJournal_2011-1_South.pdf
http://journal.r-project.org/archive/2011-1/RJournal_2011-1_South.pdf
https://doi.org/10.1186/s40538-016-0085-1
https://doi.org/10.3390/nu8070444
https://doi.org/10.3390/nu8070444
https://doi.org/10.3390/su14094918
https://doi.org/10.3390/su14094918
https://doi.org/10.1007/s10722-006-9008-5
https://doi.org/10.1007/s10722-012-9864-0
https://doi.org/10.1038/nbt.2022
https://doi.org/10.1038/nbt.2022
https://doi.org/10.1038/ng.3872
Genstat.co.uk
https://doi.org/10.1080/03670244.2020.1745788
https://github.com/taiyun/corrplot
https://doi.org/10.1039/c1ay05430a
https://ggplot2.tidyverse.org
https://www.who.int/news-room/fact-sheets/detail/malnutrition
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-934296 December 3, 2022 Time: 14:42 # 20

Susmitha et al. Grain Nutrients Variability in Pigeonpea Germplasm

Zhao, J., Bayer, P. E., Ruperao, P., Saxena, R. K., Khan, A. W., Golicz, A. A., et al.
(2020). Trait associations in the pangenome of pigeon pea (Cajanus cajan).
Plant Biotechnol. J. 18, 1946–1954. doi: 10.1111/pbi.13354

Zhao, S., Yin, L., Guo, Y., and Shyr, Y. (2021). heatmap3: An Improved
Heatmap Package. Available online at: https://cran.r-project.org/package=
heatmap3 (accessed April 29, 2022).

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.

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 © 2022 Susmitha, Kalaimagal, Senthil, Vetriventhan, Manonmani,
Jeyakumar, Anita, Reddymalla, Choudhari, Nimje, Peerzada, Arveti, Azevedo
and Singh. 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.

Frontiers in Plant Science | www.frontiersin.org 20 July 2022 | Volume 13 | Article 934296

https://doi.org/10.1111/pbi.13354
https://cran.r-project.org/package=heatmap3
https://cran.r-project.org/package=heatmap3
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles

	Grain Nutrients Variability in Pigeonpea Genebank Collection and Its Potential for Promoting Nutritional Security in Dryland Ecologies
	Introduction
	Materials and Methods
	Genetic Resources
	Field Experimental Design and Soil Properties
	Agronomic Practices and Phenotyping
	Grain Nutrients Estimation
	Statistical Analysis

	Results
	Components of Variance
	Variability Parameters and Heritability (h2)
	Mean Comparison Between Geographical Regions and Maturity Groups
	Correlation Between Agronomic Traits and Grain Nutrients
	Cluster Analysis
	Nutrient-Dense Accessions

	Discussion
	Conclusion
	Data Availability Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


