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Cowpea (Vigna unguiculata (L.) Walp) is an important component of most traditional cropping systems in the tropics. It provides
leafy vegetables and/or grains and forages and acts as a cover crop. We characterized 16 cowpea accession collections in Ghana using
agromorphological traits and high-density silicoDArT markers for breeding and efficient conservational purposes. Principal
component analysis indicated pod, leaf, and seed characters such as pod length, seeds per pod, terminal leaves shape, number of
leaves, hundred seed weight, and seed weight per plant as discriminatory traits in revealing the variation among the accessions. Trait
association analysis revealed a significant correlation between the pod number, pod length, seeds per pod, number of leaves, and seed
weight per plant that could allow the selection to improve the grain yield. Moderate to high broad-sense heritability and genetic
advance observed for most of the traits indicate that the selection would result in foreseeable genetic improvement. %e 9,706
silicoDArTmarkers used in the study were able to reveal genetic variation among the tested cowpea collections. Accessions GH5039
and GH6056 were established as duplicates based on the silicoDArTmarkers, which could enhance efficient germplasm utilization
and conservation. Accessions GH3685, GH3674, and GH4541 were identified for high leaf and pod production and high seed yield
per plant, which could be good candidates for dual purpose cowpea production, which is common in the subsistence farming system.

1. Introduction

Cowpea is an economically important indigenous African
legume crop and a major source of plant proteins, vitamins
[1, 2], animal fodder [3], and is of considerable importance in
human nutrition in the semiarid and tropical regions of Africa
[4]. Cowpea is also well adapted to the semiarid regions of the
tropics where other food legumes do not perform well due to
its ability to tolerate drought and high temperature. It per-
forms well even in poor soils and has the unique ability to fix
atmospheric nitrogen [5]. %e young leaves, green pods, and
green seeds are used as vegetables, whereas dry seeds are used
in a variety of food preparations [6]. Collectively, these
characteristics havemade cowpea an important component of
subsistence agriculture, particularly in the dry savannas of
sub-Saharan Africa, which has brought about the importance
of developing “dual purpose” cowpea varieties with the ability
to produce high seed and leaf yield [7].

In Ghana, Plant Genetic Resource and Research Institute
of Ghana (PGRRI), a subsidiary of Council for Scientific and
Industrial Research (CSIR) with several collections of
cowpea accessions in conservation has the mandate to
collect, characterize, evaluate, document, conserve, dis-
tribute, and utilize plant genetic resources. %ese activities
are fundamental, following continues threat of plant genetic
resources through human activities and natural disasters [8].
Knowledge about the diversity or variation in a given
germplasm forms the basis for breeding, efficient manage-
ment, and conservation. Prebreeding activities, such as
characterization and evaluation, enhance genetic resource
conservation and promote the identification of favorable
alleles of genes related to important agronomic traits in the
germplasm for subsequent incorporation into crop im-
provement programmes [9].

%e characterization of germplasm can be achieved
through morphological and molecular markers. Observed
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variations based on agromorphological descriptors are
important; however, the use of morphological traits has been
ineffective for the complete understanding of the genetic
variability in germplasm collections due to the phenotypic
plasticity of genotypes [10, 11]. Hence, agromorphological
descriptors should be complemented with molecular
markers for efficient and reliable genetic diversity studies
and germplasm management [12, 13].

Several DNA marker systems such as diversity array
technology (DArT), restriction fragment length polymor-
phisms (RFLPs), random amplified polymorphic DNAs
(RAPDs), amplified fragment length polymorphisms
(AFLPs), single nucleotide polymorphisms (SNPs), and
simple sequence repeats (SSRs) are available for genetic
study in cowpea and other crop species [14–16]. %ey offer
numerous advantages over phenotype-0 alternatives as they
are stable and detectable in all tissues of the plant at any
growth stage. Diversity array technology (DArT) is a se-
quence and electrophoresis independent technique that can
generate hundreds of molecular markers that cover the
entire genome in a single and reliable assay [17]. DArT was
first established in rice [17], and the technique has been
applied to a range of other crops and fish species [18–20]. It
has been recently used in combination with phenotypic
characters to identify putative QTLs associated with drought
stress-response traits in soybean hybrid populations [15].
Similarly, [19] used DArT in genetic dissection of yield
associated traits in a cross between cowpea and yard-long
bean.

Some work has been carried out on cowpea accessions
[21, 22]; however, high-density DNA markers that cover the
entire genome are yet to be applied to them. %erefore, this
work was done with the objective to assess genetic diversity
among some cowpea accessions using morphological and
diversity array technology markers (silicoDArT).

Specifically, this study sought to

(a) Characterize 16 cowpea germplasm using qualitative
and quantitative traits based on the cowpea
descriptor

(b) Estimate the correlation among traits, heritability,
and genetic advance expected

(c) Assess genetic diversity among the accessions at the
molecular level using high-density DArT markers

2. Materials and Methods

2.1. Location and Experimental Materials. %e study was
carried out at the research field of the CSIR—Plant Genetic
Resources Research Institute at Bunso in the Abuakwa South
Municipal of the Eastern Region of Ghana between April
and November of 2020. Bunso (lat. 06° 46′N, long. 01 01′W,
149m above sea level) lies in the semideciduous forest zone
of Ghana with the soil type Nta series (FAO: Gleyic Arensol)
[23].

Sixteen cowpea accessions were used in the study (Ta-
ble 1). %ese were local cowpea landraces collected from
various regions of Ghana and conserved at the CSIR—Plant
Genetic Resource Research Institute.

2.2. Experimental Design. Seed multiplication became nec-
essary between April and June for fresh healthy viable seeds
for uniform replication of the accessions in the main ex-
periment between September and November, 2020. %e
main experiment was laid in a randomized complete block
design with three replications. Each accession was planted in
a plot with two rows of 5m long at a spacing of 0.5m
between and within rows giving a plot size of 2.5m2, while
the space between plots was 1m. Agronomic practices for
cowpea production were followed with neither fertilization
nor irrigation. Climbing lines were staked prior to flowering.

2.3. Morphological Characterization. Data were collected
from thirty-one agromorphological characters (qualitative
and quantitative) following the International Board for Plant
Genetic Resources (IBPGR) [24] descriptors for cowpea
(Table 2). Seed weight per plant (SWTP) and hundred seed
weight (HSW) were determined at 14% seed moisture
content.

2.4. Molecular Characterization. Cowpea seedlings were
allowed to grow to the three-leaf stage before fresh leaves
were harvested for DNA extraction using the DArT DNA
extraction protocol [25] at the Agricultural Biotechnology
Laboratory, Faculty of Agriculture, Kwame Nkrumah
University of Science and Technology, Ghana. DNA con-
centrations were diluted between 50 and 100 ng/µl following
analysis using a NanoDrop 2000c spectrophotometer
(NanoDrop Lite, LT2878, %ermo Scientific, USA) before
shipping to Diversity Array Technology Incorporation,
Australia for genotyping.

Genotyping was performed using a combination of
DArT complexity reduction methods as outlined by Kilian
[25]. %e complexity reduction method used involved di-
gestion with the methylation-sensitive restriction enzyme
PstI and frequently cutting enzymes AluI, BstNI, TaqI, or
MseI [26]. Markers were scored “1” for presence, “0” for
absence, and “-” for calls with nonzero count but too low
counts to score confidently as “1”. A total of 18075 silico-
DArT markers were developed for the accessions under
order DCpe18-3507. %e reads were aligned to the model
reference cowpea v2016_003. Marker quality parameters,
such as percentage call rate, reproducibility, and polymor-
phic information content (PIC) values, were used to trim the
markers. %e most informative silicoDArT markers were
selected based on a threshold PIC value≥ 0.1 and 100%
reproducibility. %e call rate percentage was also used to
eliminate markers with ≥10% missing data.

2.5. Estimation of Variance Components and Data Analysis.
Genotypic and phenotypic variance, heritability (broad-
sense), and genetic advance of selected agronomic traits were
estimated following the methods described below:

environmental variance σ2e � MSE, (1)

where MSE� error mean square,
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genotypic variance, σ2g �
MSG − MSE

r
, (2)

where σ2g � genotypic variance, MSG� genotype mean
square, and r� number of replications.

Phenotypic variance σ2p � σ2g +σ2e, where σ2g �

genotypic variance.
Broad-sense heritability: the heritability in broad sense

was estimated as

H
2
b �

σ2g
σ2p

× 100, (3)

where H2
b � broad-sense heritability, σ2g � genotypic var-

iance, and σ2p � phenotypic variance.
Genetic advance: genetic advance was calculated as

GA�K. σP. H2
b (3), where σP � phenotypic standard de-

viation, H2
b � broad-sense heritability, and K� selection in-

tensity (K at 5%� 2.06).

Phenotypic correlation coefficients were calculated
according to a procedure suggested in [28] using the vari-
ance and covariance components elaborated as follows:

P(xy) �
Pcovx.y

��
σ2

􏽰
px.σ2py

, (4)

where P(xy)� phenotypic correlation coefficient between the
characters x and y, pcovx.y� covariance between x and y,
σ2px � variance of x, and σ2py � variance of y.

%e R statistical programme was used for the analysis of
variance (ANOVA), and means were separated at 5% LSD
[29].%e principal component analysis of the morphological
traits was performed using “FactoMiner” and “Factoextra” R
packages [30]. Gower’s dissimilarity indices and average
linkage dendrogram for both morphological and silicoDArT
data were computed using “cluster” and “pvclust” package in
R [31, 32]. %e “Hmisc” and “PerformanceAnalytics”
package were used for the Pearson phenotypic correlation
matrix and plot among traits [33]. %e correlation between
both marker systems was determined using the Mantel test,
and the “ggplot2” package was used to generate the Mantel
test scatterplot [34].

3. Results

3.1. Qualitative Traits Variability in the Accessions. %ere
were variations in the various qualitative traits that were
scored for the accessions (Supplementary 1) with exception
of flower colour and growth pattern, which were violet and
indeterminate throughout. Most of the accessions had a
vigorous growth due to the production of new healthy seeds
during the multiplication process. %e genotypes exhibited
diverse growth habits. With the exception of GH5039 and
GH6056, which were semierect, the rest had prostrate to
climbing growth habit. Based on the terminal leaf shape,
genotypes were assorted into hastate (GH5039 and
GH6056), subhastate (GH3710), and the rest had sub-
globose terminal leaf shape. %e colour of the terminal
leaves ranged from pale green to dark green. %e latter was

Table 1: Some passport data on cowpea accessions used for the study.

Accessions Local name Region of Ghana Specific location Seed coat
GH3674 Eveyi Volta Bame Anyirawase Mottled black
GH5039 Akye Eastern Abonse Red
GH6045 Soronko Ashanti Fumesua Brown
GH7221 Sompla Upper west Kong Mottled black
GH3701 Sanji Northern Kpong Mottled brown
GH6056 Asedua Eastern Abonse Red
GH3707 Benga Upper west Tanina Mottled brown
GH7230 Bene Upper west Kalsegra Mottled brown
GH3685 Asedua Brong ahafo Fakuokrom Red
GH7245 Sonorni Upper west Kunchugu Mottled brown
GH4541 Ayi Volta Ziope Mottled brown
GH3710 Tua Northern Nabori Mottled black
GH7218 Sona Upper east Babison Cream
GH7235 Bene Upper west Kalsegra Mottled black
GH3678 Yor Eastern Aberewanko Mottled black
GH3907 None Northern Nabori Mottled brown

Table 2: Traits of cowpea assessed during the study based on the
IBPGR cowpea descriptor.

Quantitative Qualitative
Days to 50% flowering (X50.Flo) Leaf colour (LVCOL)
Days to 50% maturity (X50.MAT) Plant pigmentation (PPIG)
Leaf length (LVLNG) Flower colour

Leaf width (LVWID) Pod attachment to peduncle
(PAP)

Leaves per plant (LVNESS) Raceme position (RPOS)
Plant height (PH) Seed colour (SDCOL)
Pod number per plant (PNP) Seed shape (SDSH)
Pod length (PDL) Terminal leaf shape (TLSH)
Hundred pod weight (HPDWT) Growth habit (GH)
Peduncle length (PedL) Twining tendency (TTEN)
Pods per peduncle (PDPP) Pod curvature (PDCUR)

Seeds per pod (SPPD) Immature pod pigmentation
(IPP)

Seed weight per plant (SWTP) Dry pod colour (DPDCOL)
Hundred seed weight (HSWT) Seed eye colour (ECOL)
Seed length (SDLNG) Growth pattern
Seed width (SDWID)
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predominant (>50%). All the three variants of the pod
attachment to peduncle were present; however, the pen-
dant type was dominant (62%). Only accession GH3710
had extensively and uniformly pigmented plants and pods,
while others had moderate to intermediate pigmented
plants and pods.

Dry pod colour varied among the accessions. %e ac-
cessions had different shades of brown as the colour of the
dry pod except GH3685 and Gh3710, which were dark
brown to black. Regarding the seed coat colour, some ac-
cessions had entirely one colour (38%), while others had a
mottled (marked with spots of colours) seed coat.

3.2. Quantitative Traits of the Accessions. %ere was signif-
icant (P< 0.05) genotype difference for the measured traits
except for the average seed length (Table 3). Days for 50%
flowering (X50.FLO) of the test genotypes ranged from 38 to
42 (GH6045) with a mean of 40 days. %e average days to
maturity (X50.MAT) was 55 days with accession GH7230
being relatively early maturing at 52 days. For the growth
parameters, accessions GH5039 and GH6056 with hastate
leaf shape had the longest leaf length (>13 cm) but short leaf
width (<6 cm). Yield in terms of the average number of
leaves per plant ranged between 103 (GH3685), 98
(GH6045), 95 (GH3674) to <70 for GH5039 and GH6056.
%e number of pods per plant (PNP) significantly varied
among the accessions with a mean of 31.12 pods. Genotypes
GH3710 and GH4541 had the highest number of pods per
plant (>39 pods), while GH3701 and GH7245 had the least
(<25 pods). %e pod length ranged between 14.64 cm
(GH7245) to 20.32 cm (GH3685) with a mean of 17.02 cm.
Again, GH3685 had the highest hundred pod weight
(HPDWT) of 311.33 g after thorough drying. Accessions
GH3675 and GH3685 recorded the highest number of seeds
per pod (>17 seeds/pod). Similarly, GH4541 gave the highest
(70.30 g) seed weight per plant (SWTP), followed by
GH3685 and GH3674 (>63g), while GH7245 had the lowest
(<40g). GH6045, GH7221, GH3685, and GH7235 had the
heaviest hundred seed weight (>14 g/100 seeds). GH6045
once more had the longest peduncle length (PedL) of
52.43 cm on which the pods were borne with a mean of 39.74
across accessions.

3.3. Trait Contribution to the Observed Variability. %e first
seven principal components with eigen values> 1 explained
87.17% of the total variation exhibited by the agro-
morphological traits. %e specific traits that made signif-
icant contribution to each principal component axis or
dimension (dim) are shown in Figure 1. %e first and
second principal components (PCs) accounted for 30.9%
and 16.6% of the total variation, respectively. PC1 was
highly associated with attributes of the pod, such as pod
length (PDL), hundred pod weight (HPDWT), and seeds
per pod (SPPD), while the leaf characters such as leaf length
(LVLNG), leaf width (LVWID), terminal leaf shape
(TLSH), and number of leaves (LVNESS) were correlated
with PC2. Seed and pod characters such as seed shape
(SDSH), number of pods (PNP), seed weight per plant

(SWTP), days to maturity (X50.MAT), and others were also
highly correlated with PC7, which explained 4.3% of the
total variation.

3.4. Relationship among Traits. Figure 2 presents a biplot
indicating the genotypic relationship among traits and ac-
cessions. From the biplot, the dimension of the angle be-
tween traits determined whether traits have either positive or
negative association. An acute angle observed between traits
is responsible for positive association, while a large/obtuse
angle is responsible for negative association. From the biplot,
the angles of vectors between hundred pod weight
(HPDWT), seeds per pod (SPPD), penducle length (PedL),
and pod length (PDL), as well as SWTP, HSWT, SDWID,
and SDLNG, were very acute. Same applies to the number of
leaves (LVNESS), leaf width (LVWID), and plant height
(PH), indicating a positive association among them, and
these were associated with the following accessions:
GH4541, GH7235, GH6045, GH3685, GH7221, and
GH3674. %e contrast was observed between the pod length
(PDL) and the number of pods per plant (PNP), growth
habit (GH), seed shape (SDSH), seeds per pod (SPPD), and
pods per peduncle (PDPP), indicating strong negative as-
sociation among them.

Phenotypic correlation coefficients among some traits
summarized in Figure 3 corroborated what was revealed by
the PCA biplot above. Pod length (PDL) had a strong
significant (P≤ 0.05) correlation coefficient with seeds per
pod (r � 0.83), leaf width and days to 50% flowering
(r � 0.64), and number of leaves and leaf width (r � 0.72).
%e relationships between the seed weight per plant
(SWTP) and pod number per plant (PNP, r � 0.60) and pod
length (PDL) and seeds per pod (SPPD, r � 0.76) were
positive. %ere were significant (P≤ 0.05) positive corre-
lations between the following traits: PDL with LVLNG
(r � 0.62) and PedL (r � 0.71), GH and TTEN (r � 0.90),
X50.FLO with X50.MAT (r � 0.66), while negative corre-
lations were observed between PNP and HSWT (r � −0.62)
and PDL with TTEN (r � −0.88).

3.5. Variance Components and Heritability of Quantitative
Traits. Variance components and heritability in broad-
sense (h2b) of characters with significant (P< 0.05) mean
squares are presented in Table 4. Phenotypic variance
(σ2p) was higher than the genotypic variance across traits.
Genotypic variance (σ2g) for most of the traits, except for
the number of pods per plant (PNP), seed weight per plant
(SWTP), and plant height, were higher than their re-
spective error variance (σ2e) leading to high broad-sense
heritability (h2b) estimates (>0.60). %e heritability (h2b)
estimate ranged between 0.29 and 0.94 for PNP and pod
length, respectively. %e seed weight per plant had a
moderate heritability estimate of 0.39, while that of the
number of leaves per plant (LVNESS) was 0.63. Genetic
advance (GA) was computed to vary among the traits,
indicating the varying gene action and environmental
influence on the expression of the traits. %e estimated
genetic advance relative to the mean (GAM) of the various
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traits for the population ranged between 3.74% for days to
50% flowering (X50%FLO) to 37.32% for leaf length
(LVLNG). %e number of leaves per plant (LVNESS) and
seed weight per plant had a GAM of 33.22% and 20.13%,
respectively.

3.6. Relationship amongAccessions. %e relationship among
the accessions was determined at the molecular and
morphological level. %e agromorphological data were
used to estimate Gower’s dissimilarity indices among the
accessions (Supplementary 2). With an average dissimi-
larity of 0.35, the highest dissimilarity of 0.55 was recorded
between GH6045 and GH3710, while the lowest (0.11) was
between GH5039 and GH6056. %e optimal cluster for
grouping of the accessions was found to be two or three
(Supplementary 3). Dendrogram based on dissimilarity
matrix gave three clusters with six (GH3710, GH7218,
GH7230, GH7245, GH3678, and GH3907), two (GH5039
and GH6056), and eight individuals in cluster one, two, and
three, respectively (Figure 4(a)). Cluster one (C1) consisted
principally of accessions, which were relatively early
flowering and maturing with more pods per plant, while
cluster three (C3) was made of accessions, which had
numerous leaves with long pods and a high number of
seeds per pod. Cluster two (C2) consisted of two accessions
with long slender leaves.

Regarding the silicoDArT data, 18075 silicoDArT
markers were developed for the cowpea accessions. Out
of the 18075 silicoDArT markers, 9706 markers passed
the quality test of ≥90% call rate, 100% reproducibility,
and ≥10 polymorphic information content (PIC) and
were selected for further analysis (Supplementary 4). %e
average PIC of the selected markers was 0.34 with a range
of 0.1–0.5. %e selected markers were used to estimate the
genetic distance among the accessions based on Gower’s
dissimilarity index (Supplementary 5). Similar to the
agromorphological traits, the lowest dissimilarity index
of 0.01 was recorded between GH5039 and GH6056,
which was within the threshold of replicated DNAs
(duplicate), while the highest (0.52) was found between
six different accessions.

%e dendrogram developed based on the DArT
markers using the average linkage method gave three
main clusters with seven, one (GH3685), and eight ac-
cessions per cluster (Figure 4(b)). Accessions GH7245,
GH3710, GH7218, and GH3678 clustered together, as
well as GH7235 and GH7221. Similarly, GH6045,
GH3674, GH4541, and GH3707 grouped together as it did
with the phenotypic data.

Furthermore, the agromorphological and molecular
silicoDArT dissimilarity matrices exhibited a moderate
correlation (r� 0.13) when subjected to the Mantel test
(Supplementary 6).
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Figure 1: Principal component analysis of traits and contribution to each components.
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4. Discussion

4.1. Variability in the Accessions Based on Qualitative Traits.
Variability was observed for most of the studied qualitative
characters. Qualitative traits such as seed coat colour, pod
and leaf colour, and growth habits are some important traits
for selection as farmers and consumers preference are based
on these attributes [14]. %e growth of the accessions were
indeterminate and vigorous. Vigorous growth are preferred
due to the advantage of early establishment and dominance
over weeds. Most of the accessions, which had prostrate or
climbing growth had vigorous growth and subglobose ter-
minal leaves, which may be a good candidate for cover crops.
For pod attachment, the erect (13%), 30–90 (25%), and
pendant (62%) types were present. %ough the erect type are
mostly preferred for easy harvest, the pendant pods have
been found to be longer and bore more seeds, which greatly
influenced seed yield [35, 36]. Accessions GH3685 and
GH3701 with long pods had pendant pod attachment to
peduncle. %e ideal one would, therefore, be pendant pods
attached to long peduncles. %e brown or straw dry pod
colour was prevalent within the accessions.%e colour of the

pod could have been highly considered during the early
domestication and selection process as genotypes with dark
or black pods have been observed to shatter easily upon
maturity [35].

Seed colour influences farmers’ selection and consumer
preferences as this usually have cultural and traditional
dimensions [37]. Seed coat colour is often associated with
processing quality (e.g., cooking time), and farmers delib-
erately select varieties that have shorter cooking time [38].
Grain yield and qualities, such as colour and ease of cooking,
are known to be some basic objectives of most cowpea
programmes [2].%e variability in seed colour observed here
including those with multiple colours was very high.

4.2. Quantitative Traits of the Accessions. %e agronomic
variables varied among the studied accessions. %e average
days to flowering obtained here were comparable to the 41
days previously reported [14, 35]. However, within their
collection, accessions with less than 30 days to flowering
existed, which could be classified as extra early flowering. All
the accessions had a high number of leaves probably owing
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to the creeping and climbing growth habit except GH5039
and GH6056, which had semierect growth habit. %e var-
iation in yield related traits such pod length, seeds per pod,
and number of pods among the genotypes greatly influenced
the seed weight per plant. GH3710 and GH4541 gave higher
number of pods per plant; however, GH3710 had relatively
fewer seeds due to its short pods as seed number is known to
increase with longer pods [35]. Accession GH3674, GH3685,
and GH4541 produced many pods per plant (>30), which
were relatively longer with more seeds. %is, therefore,
translated into the high seed weight per plant. Regarding the
number of leaves, GH3685 and GH3674 produced a high
number of leaves. %e variations in the accessions for the
studied traits provide room for improvement through se-
lection and hybridization. GH3685, GH3674, and GH4541
though lacked the preferred seed/grain colour for

commercialization, they could be an ideal genotype for
backyard cultivation due to its indeterminate growth and
high leaf production for long term vegetable supply, and its
high number of pod production and long seeds and pods
lead to high seed yield per plant [39]. GH3685, GH3674, and
GH4541could therefore be good candidates in crop im-
provement for dual purpose cowpea, which is common in
the subsistence farming system [6]. Future studies could also
consider leaf harvesting frequency on the productivity of
these potential genotypes.

4.3. Contribution of Traits to Observed Variability. At the
phenotypic level, the accessions were distinguished by
various characters since the major principal component
(PC) axes were associated with varying traits. %e first three
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principal component dimensions collectively accounted for
about 60% of the total variation and were primarily asso-
ciated with the pod (PC1: HPDWT, PDL, SPPD), leaf (PC2:
TLSH, LVWID, LVLNG, LVNESS), and seed (PC3: SDWID,
HSWT, SWTP) characters. Several authors have used
cowpea leaf, pod, and seed characters to distinguish among
cowpea lines and concluded that these are highly discrim-
inatory traits in the identification of cowpea cultivars
[40, 41]. Seed colour, size, or yield may be used to group
cultivars depending on the objective of the breeding pro-
gramme and consumer’s preference [2].

4.4. Relationship among Traits. Correlation studies enables
the evaluation of the degree of association between two
characters and the viability of indirect selection, which, in
some cases, may lead to a progress faster than the selection of
the desired character [42].%e PCA biplot (Figure 2) enables
visual and simultaneous selection of genotypes for multiple
traits. %e biplot dimension vectors showed a high positive

correlation among PDL, SPPD, and SWTP, indicating their
positive impact on genotype performance. Nkoana et al. [43]
and Walle et al. [44] identified these traits as important
yield-influencing characters in cowpea. As indicated earlier,
the phenotypic correlation corroborated the genotypic re-
lationship among traits described in the PCA biplot (Fig-
ure 2), indicating low environment influence and,
consequently, greater reliability of the use of these param-
eters in selection [11, 45].

%e phenotypic correlation coefficients (Figure 3) esti-
mated for 18 characters identified a strong significant as-
sociation between PDL and SPPD and SWTP and PNP, as
well as SPPD, which was in agreement with the report by
[45], indicating that high SWTP may be obtained in an
indirect manner with the selection for an increased number
of pods per plant and SPPD [46]. %e strong association
between SWTP and LVNESS indicates the potential of leaf
production on yield, hence the chance to select for high yield
in terms of leaf and/or seed yield [39]. PNP correlated in a
negative and significant way with HSWT, which allows

Table 4: Estimates of variance components and genetic parameters for the quantitative traits.

Traits MSG σ2e σ2g σ2p h2b GA GAM (%)
PNP 69.52∗ 31.26 12.75 44.01 0.29 4.14 13.29
PDL 7.369∗∗∗ 0.17 2.40 2.57 0.94 3.03 17.78
HSWT 4.75∗∗∗ 0.37 1.46 1.83 0.80 2.19 16.71
SPPD 6.53∗∗∗ 0.66 1.96 2.62 0.75 2.62 17.49
PH 10946.1∗∗∗ 3700.08 2415.37 6115.37 0.40 48.09 21.97
SWTP 233.34∗∗ 80.78 50.85 131.63 0.39 9.93 20.13
LVNESS 593.41∗∗∗ 96.56 165.61 262.18 0.63 26.08 33.22
50%.FLO 2.48∗∗ 0.28 0.73 1.01 0.72 1.47 3.74
50%.MAT 7.91∗∗∗ 0.39 2.51 2.90 0.87 3.01 5.51
LVLNG 11.91∗∗∗ 0.37 3.85 4.21 0.91 3.78 37.32
LVWID 3.43∗∗∗ 0.37 1.02 1.39 0.73 1.77 26.60
HPDWT 3529.9∗∗∗ 503.8 1008.70 1512.5 0.77 57.88 23.59
PDPP 1.88∗ 0.53 0.41 0.94 0.43 0.68 25.47
PedL 150.8∗∗∗ 7.209 47.86 55.07 0.87 13.09 32.93
SDWID 0.0022∗∗ 0.00064 0.0005 0.0012 0.45 0.04 7.05
σ2g� genotypic variance, σ2e� error variance, σ2p� phenotypic variance, h2b� broad-sense heritability, GA� genetic advance, GAM� genetic advance as
percentage of the mean, MSG� genotype means square, and ∗∗, ∗∗, and ∗∗∗ significant P< 0.05, P< 0.01, P< 0.001, respectively.
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Figure 4: Dendrogram showing relatedness among the cowpea accessions. (a) Agromorphological; (b) silicoDArT.
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inferences to be made regarding the possibility of joint
selection for high PNP and HSWT to enhance grain yield
[14, 47].

4.5. Heritability and Genetic Advance. %e study demon-
strated the presence of higher proportion of genotypic
variance as a component of the total phenotypic variance for
most of the selected growth and yield related traits. Similar
observations were made by [48, 49] in their studies on
variance and heritability of growth and yield parameters in
cowpea. With reference to the grouping of heritability (h2b)
as being high when >0.5, medium 0.3–0.5, and low <0.3 by
[50], all the traits except the number of pods per plant (PNP)
could be considered to have moderate to high broad-sense
heritability estimates. Shimelis and Shiringani [49] and
Omoigui et al. [51] reported a heritability of 0.20 and 0.25,
respectively, for the number of pods per plant similar to the
present estimate (0.29). %e heritability estimate for HSWT
(0.80), PDL (0.94), LVNESS (0.63), and X50%FLO (0.72)
was high, suggesting that these traits could be highly re-
peatable in the next generation through selection. %is is in
conformity with the 0.89 and 0.78 reported by [51] for
HSWT and X50%FLO, respectively. However, the h2b ob-
tained for SWTP was moderate contrary to the >0.5 pre-
sented elsewhere [43, 49].

Genetic advance is directly related to gains achievable via
selection. Traits with moderate to high heritability accom-
panied by high genetic advance as a percent of mean (GAM)
indicates additive genetic effects leading to effective respond
to selection, while high heritability with low GAM suggests a
nonadditive genetic action [52, 53]. %erefore, the herita-
bility estimates and the high genetic advance indicate that
selection would result in foreseeable genetic improvement in
most of the traits [54], while 50% FLO and 50%MAT with
low genetic advance estimates show the effects of equal
contribution of additive and nonadditive gene action in the
trait’s expression [55].

4.6. Relationship among Cowpea Genotypes. %e agro-
morphological data indicated wide variation among the
accessions as seen in the three clusters. %e early flowering
and maturing accessions with numerous pods per plant
constituted cluster one, while cluster three was made up of
accessions, which had numerous leaves with long pods and a
high number of seeds per pod. %ese distinguishable at-
tributes of each cluster provide room for the selection and
hybridization between clusters for crop improvement.
Previous work by Egbadzor et al. [21] found accessions
GH7218, GH7245, and GH7235 in the same group, while
accessions GH3674 and GH4541 clustered together similar
to our present study. Accession GH3685 singly formed
cluster two based on silicoDArT data confirming the
uniqueness of the genotype as revealed by the agro-
morphological data as good candidate for dual purpose
cowpea.

%e closest accessions phenotypically were GH5039 and
GH6056 at a dissimilarity index of 0.11, which were also
identified by the silicoDArT data as being redundant at a

dissimilarity index of 0.01. Genotypes GH5039 and GH6056
had different accession names in conservation, and the
passport data also indicate different local names (Table 1);
however, their collection occurred in the same location in
Ghana (Abonse in Eastern region), which could influence
the likelihood of being redundant. Sadiki et al. [56] and Agre
et al. [57] indicated that the diversity within accessions from
a common locality may be confounded due to the renaming
of genotypes leading to synonymy and homonymy. %ough
phenotypically characterized, the low resolution of agro-
morphological markers could not detect the two redundant
accessions, while the high-density silicoDArT markers
demonstrated the ability to do so [10, 58]. %e discordance
between phenotypic and silicoDArTdata is partly due to the
significant environmental effect on the variable expression,
which could lead to the production of different phenotypes
by even genetically identical individuals or clones [59]. %e
management of the duplicates could enhance germplasm
curation activities.%erefore, morphological markers should
be complemented with DNA-based markers for effective
germplasm characterization and management [11, 13].

5. Conclusion

Agromorphological traits and genotyping using high-den-
sity silicoDArTmarkers revealed the presence of significant
variation among some cowpea germplasm collections with
an indeterminate growth pattern. %e accessions varied for
characters associated with the pods, leaves, and seeds. %e
study concluded on significant correlation between PNP,
PDL, SPPD, LVNESS, and SWTP that could allow the se-
lection to improve grain yield. Considerable degrees of
genotypic variance, heritability, and genetic advance were
also observed for important agronomic traits, indicating the
potential for genetic improvement. %e silicoDArTmarkers
used in the study were able to deduce genetic variation
among the tested cowpea collections. GH5039 and GH6056
were identified as redundant based on the silicoDArT
markers. %is will enhance efficient germplasm utilization
and conservation. Accessions GH3685, GH3674, and
GH4541 possessed good agronomic characters, which could
be good candidates for dual purpose cowpea production.
%is will be useful in the selection of parents for
improvement.
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