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Abstract: Yam (Dioscorea spp.) is an important food security crop in the tropics and subtropics.
However, it is characterized by a narrow genetic base within cultivated and breeding lines for
tuber yield, disease resistance, and postharvest traits, which hinders the yam breeding progress.
Identification of new sources of desirable genes for these traits from primary and secondary gene
pools is essential for this crop improvement. This study aimed at identifying potential sources of
genes for yield and quality traits in a panel of 162 accessions of D. praehensilis, a semi-domesticated
yam species, for improving the major yam species, D. rotundata. Significant differences were observed
for assessed traits (p < 0.05), with D. praehensilis genotypes out-performing the best D. rotundata
landraces for tuber yield (23.47 t ha−1), yam mosaic virus (YMV) resistance (AUDPC = 147.45), plant
vigour (2.43) and tuber size (2.73). The study revealed significant genotypic (GCV) and phenotypic
(PCV) coefficients of variance for tuber yield, YMV severity score, and tuber flesh oxidation. We had
also a medium-to-high broad-sense heritability (H2b) for most of the traits except for the dry matter
content and tuber flesh oxidation. This study identified some promising D. praehensilis genotypes for
traits such as high yield potential (WNDpr76, CDpr28, CDPr7, EDpr14, and WNDpr63), resistance
to YMV (WNDpr76, CDpr7, EDpr14, CDpr28, and EDpr13), high dry matter content (WNDpr76,
CDpr28, and WNDpr24), low tuber flesh oxidation (WNDpr76, CDpr5, WNDpr31, CDpr40, and
WNDpr94) and high number of tubers per plant (WNDpr76, CDpr7, CDpr68, CDpr29, and CDpr58).
These genotypes could, therefore, be employed in breeding programmes to improve the white Guinea
yam by broadening its genetic base.

Keywords: wild relative; D. praehensilis; D. rotundata; inter-specific crosses; yield traits; post-harvest
quality; resistance genes

1. Introduction

Yam (Dioscorea spp.) is an essential food security crop in sub-Saharan Africa, especially
in West Africa where more than 95% of the global food yam is produced and ~300 million
people depend on its cultivation and trade for food and income [1–4]. In that region,
Nigeria, Ghana, Côte d’Ivoire, and Benin are the leading producers with ~50, 8.3, 7.2 and
3.1 million tons, respectively, in 2019 [4]. In these countries, yam provides carbohydrates,
proteins, essential minerals, vitamins, and lipids, and it is greatly involved into the social,
economic, and religious lives of the local people [5,6]. The annual yam yield in Ghana is
~17.8 t ha−1, far below its potential (40–50 t ha−1) [4].
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Several factors, mostly abiotic (e.g., poor soil fertility, drought stress, etc.) and biotic
stresses (e.g., insect pests and diseases such as yam mosaic virus (YMV), yam anthracnose
disease (YAD), and yam nematodes) are responsible for the low productivity of cultivated
yam species in West Africa [7–11]. Unfortunately, yam is mostly produced by resource-poor
farmers who can hardly afford alternative control measures (external farm inputs) such
as the use of inorganic fertilizer, pesticides, and irrigation. Developing and deploying
improved varieties, combining high yield potential and abiotic and biotic stress resistance,
is the most cost-effective and practical way of rising yields in farmer fields in West Africa.

Dioscorea rotundata, also referred to as African yam or white Guinea yam, is by far the
most cultivated yam species in West Africa. Along with D. cayenensis and D. alata, they
represent more than 95% of produced yam worldwide [1,11]. Farmers and consumers’
preferences for a white Guinea yam variety depends on some key traits such as high
tuber yield potential, low tuber flesh oxidation/browning, reduced tuber flesh hardening,
high dry matter content, and tolerance to YMV and YAD [12]. Accordingly, the genetic
improvement of this yam species will have a tremendous impact on food security and
poverty alleviation if varieties combining those traits are developed and distributed to
the predominantly resource-poor farmers of West Africa. Such effort implies that donor
parents for each of the traits are identified within the yam primary and secondary gene
pools. Thus, the knowledge of the genetic diversity and ease of gene flow among and
within yam species is vital prior designing an inter-specific breeding programme. Based on
previous reports, yam breeding has been using a narrow genetic base in developing new
varieties for agronomic traits such as resistance to YMV, tuber flesh oxidation and colour,
dry matter content, etc., which has resulted in slow progress and low genetic gain in past
years [12]. This was partly explained by the vegetative propagation (planting tubers) used
for yam cultivation since its domestication. This clonal propagation gradually reduced
the genetic diversity and led to the vulnerability to plant diseases and the difficulty of
purging deleterious mutations from the germplasms [13]. Broadening the genetic base of
existing yam (Dioscorea spp.) breeding populations is crucial for increasing the variability
and the chance of finding more promising genotypes. Wild relatives are potential sources
of resistance, adaptation, and quality trait genes for yam breeding programs and, therefore,
a better understanding of their genetic variability is crucial for maximum impact [14,15].

The genus Dioscorea consists of ~600 yam species, of which eight are grown in West
Africa, where D. cayenensis and D. rotundata are native and predominant species [16,17].
These two native species emerged from the domestication of wild yams, mainly, D. praehen-
silis, D. burkilliana, and D. abyssinica [13,18,19]. These wild yam species which are related to
the cultivated species, therefore, constitute a vast reservoir of genetic resources that can be
exploited to improve the white Guinea yam. In addition, in the era of changing climate, the
diversity offered by wild species might provide alternative forms of valuable genes, which
could be fundamental in the production of cultivars that are resilient to current and future
climatic and edaphic conditions [20]. Wild relatives of cultivated yams might also be the
sources of key agronomic and tuber quality traits which can be introgressed as beneficial
alleles to improve white Guinea yam and thus broaden its genetic base for breeding in
West Africa.

Bush yam (D. praehensilis) is an edible semi-cultivated wild yam species, utilized
primarily for filling the hunger gaps in lean seasons among the local farmers in the forest
zones of West African countries such as Nigeria, Ghana, Benin, and Togo [21,22]. This
species has a high yield potential, tolerance to insect pests and diseases, longer in-soil
storage aptitude, and ability to flower and set fruits profusely [22]. In addition, spontaneous
and controlled hybridizations of this species with the white Guinea yam have been reported
in West Africa [12,23]. Thus, this species is a promising candidate in the effort of broadening
the genetic base of the white Guinea yam and increase in the genetic gain for critical traits.

This study aimed, therefore, at exploring the potential of D. praehensilis as a new source
for key agronomic and tuber quality traits in white Guinea yam breeding programmes.
Specifically, this study sought to: (i) identify D. praehensilis genotypes with superior perfor-
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mance for nine agronomic and tuber quality traits and (ii) estimate the variance components
and broad-sense heritability of those traits.

2. Materials and Methods
2.1. Experimental Site

The field experiment was conducted between December 2019 and November 2020 at
the Teaching and Research farm of the School of Agriculture, University of Cape Coast,
Ghana (5◦07′7.6” N, 1◦17′18.9” W, and at 15 m above the sea level). This university is located
in Central region of Ghana, a semi-deciduous forest and coastal savannah climatic zones
with a bimodal rainfall pattern. The annual rainfall during the study period (December 2019
to November 2020) was 1246.2 mm. The average minimum and maximum temperatures
were 24.2 and 28.7 ◦C, respectively. The average relative humidity for this period was
75.7%. The soil of the experimental site was sandy loam with a slightly acidic pH (6.72),
1.31% organic carbon, 754.6 µg/g available phosphorus, and 0.081 cmol/kg potassium.

2.2. Plant Materials

A panel of 174 yam accessions including 162 D. praehensilis morphotypes and 12 D.
rotundata landraces (serving as checks) were used in this study (Table S1). Dioscorea praehen-
silis panel comprised of 72, 24, and 66 morphotypes collected from the Central, Eastern,
and Western North regions of Ghana, respectively, while the most preferred D. rotundata
landraces were sourced from the local markets in Ghana.

2.3. Experimental Design and Field Management

The experiment was conducted in simple lattice design with two replicates. The
field layout was generated using “Agricolae” package in R software [24]. Each replicate
comprised of 18 incomplete blocks with 10 experimental units (plots) as block size. In each
replicate, the experimental unit comprised of 3 m long ridges containing three plants at 1 m
spacing between and within rows. The planting setts were pre-treated using 70 g Mancozeb
(80% WP) as fungicide and 75 mL of cypermetrin (25% EC) as insecticide in 10 L of tap
water to prevent soil borne fungi and insect pests from spoiling the setts after planting. The
tuber setts from a same accession were labelled properly in net bags and dipped into the
solution for 10 min and left in a shaded place for 24 h to allow the cut surface to dry. Hand
weeding using hoe was carried out when necessary to reduce the weed competition.

2.4. Data Collection

Data were collected on traits of economic significance to yam farmers and consumers.
Assessed traits included YMV and YAD severity scores recorded monthly from two to six
months after sprout emergence, the plant vigour was assessed four months after sprout
emergence, the number of tubers per plot and tuber size were recorded at harvest, tuber
yield (per hectare) was collected one year after planting and tuber dry matter content, tuber
flesh oxidation and tuber flesh hardness were collected at post harvest. All these traits were
assessed using the yam crop ontology recommendations [25].

The plot yield was extrapolated to the yield in tons per hectare using the following formula:

TTYH=
TTWP× 10

PLS
(1)

where TTWP is the total tuber yield per plot and PLS is the plot size.
The dry matter content was determined by chopping 100 g of fresh tuber flesh into

small pieces and then oven-dried at 105 ◦C for 24 h till a constant weight was achieved.
The percentage dry matter content was then estimated as:

% dry matter content =
Dry tuber flesh weight (g)
Wet tuber flesh weight (g)

× 100 (2)



Agronomy 2022, 12, 55 4 of 16

Intensity of tuber flesh oxidation (colour change or browning of cut tuber flesh) was
assessed 60 min after cutting, using a Chroma (colorimeter) meter (CR-400, Konica Minolta,
Japan), and the L* (lightness), a* (red/green coordinate), b* (yellow/blue coordinate) values
were recorded. A reference of white and black porcelain tiles was used to calibrate the
Chroma meter before each reading. The delta (colour difference) (∆E*) between all the
three coordinates was calculated using the following formulas:

∆E∗ = (L∗ + a∗ + b∗)1/2 (3)

Oxidative browning = F∆E* − I∆E* (4)

where F∆E* is the final delta and I∆E* is the initial delta.
The area under the disease progression curve (AUDPC), a valuable quantitative

summary of disease intensity or severity for YMV and YAD over time was estimated using
the trapezoidal method [26]. This method discretizes the time variable and calculates the
average disease intensity or severity between each pair of adjacent time points:

AUDPC =
N

∑
i=1

(yi+yi+1

2

)
(ti+1 − ti) (5)

where N is the number of observations, yi is the disease severity at ith observation, ti is the
time at ith observation.

Tuber flesh hardness was assessed with a 6.00 mm probe digital penetrometer. Tuber
samples of 1 cm thickness and ~5 cm diameter were prepared from each genotype/accession
and the probe was pressed into the tuber. The force necessary for its penetration into the
tuber was considered as an indicator of the tuber flesh hardness. Three measurements were
taken per accession, the average was calculated, and the data were expressed in Newton.
The number of tubers harvested per plant was hand counted and recorded at harvesting.

Data on plant vigour was collected two months after the emergence of the sprouts
using the rating scale: 1 = weak (75% of the plants or all the plants in a plot are small, few
leaves, and thin vine); 2 = medium (intermediate or normal); 3 = vigorous (75% of the
plants or all the plants in a plot are robust with thick vine and leaves very well developed
or with abundant foliage).

Data on tuber size was collected at harvest using the rating scale: 1 = small (less than 15 cm
length); 2 = medium (between 15 and 25 cm length); 3 = big/large (more than 25 cm length).

2.5. Statistical Analysis

A linear mixed model (LMM) for simple lattice design was used to perform the analysis
of variance (ANOVA) using lm function in R package [27]. The linear model used was
as follows:

Yhijk = µ + Sh + Gi + Rj + Bk + εhijk (6)

where Yhijk = value of the observed quantitative trait in block k and replicate j, µ = popula-
tion mean; Sh = effect of the hth species, Gi = effect of the ith genotype; Rj = effect of the jth

replicate (superblock); Bk = effect of the kth incomplete block within the jth replicate; and
εijk = experimental error.

Species and genotypes were considered as random effects while replicates and blocks
were considered as fixed effects. Expected mean squares (EMS) from ANOVA using
lmerTest and lme4 in R package [27] were employed to estimate the variance components
for each trait. Broad-sense heritability (H2b), phenotypic coefficient of variance (PCV),
and genotypic coefficient of variance (GCV) were calculated using the values derived
from respective variance components. Broad-sense heritability (H2b) was classified as low
(<30%), medium (30–60%), and high (>60%), according to Johnson et al. [28]. Based on
Deshmukh et al. [29], phenotypic and genotypic coefficients of variation greater than 20%
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are regarded as high, whereas values between 10 and 20% are medium and values less than
10% are regarded as low.

The broad-sense heritability (H2b) was estimated using the following formula:

H2b =

(
δ2

g

δ2
g + δ2

p/n

)
× 100 (7)

The phenotypic coefficient of variance (PCV) was determined by:

PCV =

√
δ2

p

Grand mean
× 100 (8)

The genotypic coefficient of variance (GCV) was calculated as follows:

GCV =

√
δ2

g

Grand mean
× 100 (9)

In these formulas, δ2
g is the genotypic variance, δ2

p is the phenotypic variance ex-
plained as the residual, and the n is the number of replications.

Descriptive statistics, such as the calculations of means, standard deviations, minimum
and maximum values and coefficients of variation, were employed to describe variations
in key agronomic and tuber quality traits of D. praehensilis and D. rotundata. Degrees
of association among assessed traits were determined using the Pearson’s correlation
coefficient in R [27]. The association between traits was visualized using corrplot R package
version 0.84 [30].

The principal component analysis (PCA) was carried out using the packages Factoex-
tra, and FactoMineR in R [27]. Hierarchical cluster analysis was generated using Pheatmap
and Ward.2 methods implemented in Cluster package in R [27]. The silhouette method
implemented in Cluster package [27] was used to determine the optimum number of
clusters and to assess the effectiveness of grouping. FactoMineR in R package was also
used to generate biplots to determine the position of the key agronomic and tuber quality
traits of D. praehensilis and D. rotundata collections. Path coefficient analysis was conducted
using FactoMineR in R package considering the tuber yield and tuber dry matter content
as response variables. A path diagram was constructed to depict the direct effect of key
agronomic and tuber quality traits on tuber yield and dry matter content to determine
which traits can be adopted for indirect selection.

3. Results
3.1. Variability in Key Agronomic and Tuber Quality Traits of D. praehensilis and D. rotundata

Analysis of variance for species revealed significant differences (p < 0.05) for most
of the parameters evaluated, except the dry matter content, tuber flesh oxidation and the
number of tubers per plot (Table 1). Significant differences (p < 0.05) were also observed
among the genotypes within species for all the traits, except the tuber flesh oxidation
(Table 1). Dioscorea praehensilis recorded significantly high tuber yield (23.47 t ha−1), low
YMV severity score (AUDPC = 147.45), high plant vigour (2.43), and large tuber size (2.73)
compared to D. rotundata (Table 2). No significant variations were observed in dry matter
content and tuber flesh oxidation between the two yam species, although D. praehensilis
recorded higher maximum values for dry matter content (41.96%) and the number of tubers
per plot (~6.00) while D. rotundata had better tuber flesh hardness score (39.00) (Table 2).
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Table 1. Variation due to random effects of agronomic and tuber quality traits in D. praehensilis and D. rotundata genotypes.

Mean Squares

Sources of Variation df Tuber Yield (t ha−1) DMC (%) YMV YAD TBOXI TBHard (N) PLNV TBRSZ NTP

Replicate 1 946.61 * 323.41 * 0.65 NS 1.28 × 10−24 * 288.63 NS 0.15 NS 0.003 NS 0.003 NS 7.47 *
Block 14 194.37 NS 9.97 NS 1704.20 * 271.42 * 112.12 NS 12.21 * 0.44 * 0.16 * 1.28 NS

Species 1 1824.46 * 31.19 NS 602.71 * 1814.16 * 238.16 NS 2395.04 * 2.06 * 1.38 * 0.69 NS

Genotype 172 640.93 * 19.58 * 1861.65 * 553.71 * 92.37 NS 2.59 * 0.54 * 0.68 * 1.65 *
Residual 159 209.96 12.62 0.64 1.91 × 10−24 81.98 0.37 0.01 0.01 0.74

DMC = Dry matter content, YMV = Yam mosaic virus, YAD = Yam anthracnose disease, TBOXI = Tuber flesh oxidation, TBHard = Tuber flesh hardness, PLNV = Plant vigour,
TBRSZ= Tuber size, NTP = Number of tubers per plot, SD = Standard deviation, CV = Coefficient of variation. df = degree of freedom, NS = Non-significant, * = Significant at
p-value < 0.05.

Table 2. Mean variations in key agronomic and tuber quality traits of D. praehensilis and D. rotundata genotypes.

Species Tuber Yield (t ha−1) ± SD DMC (%) ± SD YMV ± SD YAD ± SD TBOXI ± SD TBHard (N) ± SD PLNV ± SD TBRSZ ± SD NTP ± SD

D. praehensilis 23.47 ± 18.53 a 32.83 ± 3.16 a 147.45 ± 31.00 b 267.78 ± 16.48 a −10.36 ± 7.13 a 50.76 ± 1.15 a 2.43 ± 0.52 a 2.73 ± 0.61 a 1.89 ± 0.93 a

Min. 1.67 21.90 135.00 210.00 −35.30 39.60 1.00 1.00 1.00
Max. 123.00 41.96 270.00 315.00 4.43 53.55 3.00 3.00 5.50

D. rotundata 16.39 ± 10.23 b 34.00 ± 2.82 a 157.50 ± 40.70 a 260.00 ± 23.35 b −6.47 ± 4.25 a 40.10 ± 1.42 b 1.92 ± 0.29 b 2.25 ± 0.45 b 1.71 ± 0.69 a

Min. 7.67 28.20 135.00 210.00 −13.08 39.00 1.00 2.00 1.00
Max. 44.34 37.14 270.00 270.00 −0.55 41.03 2.00 3.00 2.50

CV (%) 63.40 10.79 0.53 0.27 89.67 1.22 4.94 4.35 45.90

Means followed by the same superscripts are not significantly different using HSD test at p < 0.05; SD: Standard deviation. DMC = Dry matter content, YMV = Yam mosaic virus,
YAD = Yam anthracnose disease, TBOXI = Tuber flesh oxidation, TBHard = Tuber flesh hardness, PLNV = Plant vigour, TBRSZ= Tuber size, NTP = Number of tubers per plot,
SD = Standard deviation.
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Coefficients of variation (CV) ranged from 0.27% for YAD severity score to 89.67% for
the tuber flesh oxidation. High CVs were recorded for the traits such as tuber yield, tuber
flesh oxidation and number of tubers per plot while low CVs were recorded for dry matter
content, plant vigour, tuber size, YMV severity, YAD severity, and tuber flesh hardness
(Table 2).

3.2. Genetic Variability and Broad-Sense Heritability of Agronomic and Tuber Quality Traits in D.
praehensilis and D. rotundata

Phenotypic and genotypic variance components, phenotypic and genotypic coeffi-
cients of variation and broad-sense heritability of agronomic and tuber quality traits in
D. praehensilis and D. rotundata genotypes are presented in Table 3. Genotypic coefficients
of variation (GCV) ranged from 5.8 to 66.3% for tuber flesh hardness and tuber yield,
respectively. Phenotypic coefficients of variation ranged from 4.8 to 93.5% for YAD severity
and tuber flesh oxidation, respectively. Broad-sense heritability (H2b) varied between 4.9
and 99.9%. High H2b (>60%) was observed in YMV severity, YAD severity, tuber flesh
hardness, plant vigour, and tuber size. Moderate H2b (30%–60%) were observed in tuber
yield and number of tubers per plot, while low H2b (<30%) were observed in dry matter
content and tuber flesh oxidation.

Table 3. Genetic variability and broad-sense heritability in D. praehensilis and D. rotundata accessions.

Genetic Parameters

Traits δ2
g δ2

p GCV (%) PCV (%) H2b (%)

Tuber yield (t ha−1) 229.6 435.4 66.3 91.3 52.7
DMC (%) 4.0 16.6 6.1 12.4 24.1

YMV 994.8 995.4 21.4 21.4 99.9
YAD 162.0 164.0 4.8 4.8 98.8

TBOXI 4.4 89.2 20.8 93.5 4.9
TBHard (N) 8.5 8.9 5.8 6.0 95.5

PLNV 0.3 0.3 21.9 22.6 93.3
TBRSZ 0.3 0.5 21.2 24.7 73.9

NTP 0.5 1.2 37.6 58.5 41.3
DMC = Dry matter content, YMV = Yam mosaic virus, YAD = Yam anthracnose disease, TBOXI = Tuber flesh
oxidation, TBHard = Tuber flesh hardness, PLNV = Plant vigour, TBRSZ= Tuber size, NTP = Number of tu-
bers per plot, δ2

g = Genotypic variance, δ2
p = Phenotypic variance, GCV = Genotypic coefficient of variation,

PCV = Phenotypic coefficient of variation, H2b = Broad-sense heritability.

3.3. Principal Component Analysis of the Key Agronomic and Tuber Quality Traits

The first three principal components, with eigenvalues greater than one, explained
53.76% of the genotypic variations. The first principal component (PC1) accounted for
23.51% of the total variation and was correlated positively with tuber yield, number of
tubers per plot, tuber size, plant vigour, tuber hardness, YAD severity, and dry matter
content but it was negatively associated with tuber flesh browning/oxidation and YMV
severity (Table 4; Figure 1). The genotypes that contributed positively to the PC1 were:
WNDpr76, WNDpr63, CDpr7, EDpr14, CDpr58, WNDpr15, CDpr28, CDpr11, WNDpr79,
and EDpr13 (Figure S1). The traits that positively contributed to the second principal
component (PC2) were tuber flesh oxidation, dry matter content, and YAD severity,
while YMV severity and tuber flesh hardness contributed negatively to PC2 (Figure 1).
Accessions such as CDpr50, WNDpr89, Dente, Puna_Central, WNDpr4, Olodo-1, Dur-
ban, Dp_Asesewa_UP_E_001, Dp_UP_E_001, WNDpr1, CDpr81, Puna, CDpr23, CDpr1,
CDpr54, WNDpr8, CDpr24, WNDpr59, WNDpr41, CDpr75, TDr_Durben, TDr_Mutwu,
CDpr10, Dr_Kpanjol, WNDpr56, TDr_Nyaminti, TDr_Asana_North, CDpr85, TDr_Alata_
Puna, WNDpr9, WNDpr10, and Dp_Asamankese_Assin_C_002 were positively associated
with the PC2 (Figure S1). The variations at the third principal component (PC3) were
positively associated with tuber flesh hardness, YAD severity and plant vigour, while YMV
severity, tuber yield, and number of tubers per plot had a negative contribution (Table 4).
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Table 4. Principal component analysis and contributions of agronomic and tuber quality traits on
the variability.

Traits PC1 PC2 PC3 PC4 PC5 PC6 PC7 PC8 PC9

Yield 0.0041 −0.8613 −0.5015 0.0667 −0.0207 0.0171 −0.0355 −0.0156 0.0015
DMC −0.0162 −0.0257 0.0094 0.1242 0.8464 −0.5164 −0.0111 −0.0188 −0.0059
YMV 0.9992 −0.0096 0.0268 0.023 0.0104 −0.008 0.0018 −0.0002 0.0006
YAD −0.0263 −0.5051 0.8598 −0.0626 0.0018 0.0295 0.0035 −0.0026 −0.0012

TBOXI −0.0232 0.0268 0.0886 0.9768 −0.1813 −0.0611 0.0062 −0.0031 −0.0084
TBHard 0.0014 −0.0205 0.0073 −0.1467 −0.4997 −0.8516 0.0122 −0.0353 −0.0414
PLNV −0.0011 −0.0049 −0.0001 0.0027 −0.0154 −0.0412 0.1198 0.0835 0.9883
TBRSZ 0.0001 −0.0128 −0.0029 0.0009 −0.003 −0.0371 −0.1019 0.9913 −0.073

NTP −0.0015 −0.0301 −0.0219 −0.0006 0.0176 0.0068 0.9868 0.092 −0.1269

Eigenvalue 2.115 1.516 1.207 0.994 0.876 0.765 0.712 0.557 0.258
Variance (%) 23.505 16.843 13.412 11.040 9.736 8.504 7.913 6.184 2.864

Cumulative (%) 23.505 40.348 53.760 64.800 74.535 83.040 90.952 97.136 100.000

DMC = Dry matter content, YMV = Yam mosaic virus, YAD = Yam anthracnose disease, TBOXI = Tuber flesh
oxidation, TBHard = Tuber flesh hardness, PLNV = Plant vigour, TBRSZ= Tuber size, NTP = Number of tubers
per plot. PC1 to PC9 indicate Principal Components.
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Figure 1. Contributions of agronomic and tuber quality traits to PC1 and PC2. DMC = Dry matter
content, YMV = Yam mosaic virus, YAD = Yam anthracnose disease, TBOXI = Tuber flesh oxidation,
TBHard = Tuber flesh hardness, PLNV = Plant vigour, TBRSZ= Tuber size, NTP = Number of tubers
per plot.

3.4. Relationships among Agronomic and Tuber Quality Traits

We observed significant correlations among evaluated traits (Figure 2). Tuber yield
(t ha−1) had significant positive correlations with tuber size (r = 0.38; p < 0.001), number
of tubers per plot (r = 0.72; p < 0.001) and plant vigour (r = 0.16; p < 0.05). However, the
tuber yield showed significant negative relationship with tuber flesh oxidation (r = −0.13;
p < 0.05). Tuber yield showed positive but not significant relationship with the dry matter
content (r = 0.12) and the YAD severity (r = 0.11). Dry matter content had significant
negative correlation with YMV severity (r = −0.16; p < 0.05) and tuber flesh hardness
(r = −0.17; p < 0.05), but showed significant positive correlation (r = 0.23; p < 0.01) with
tuber flesh oxidation.
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Figure 2. Correlation coefficients among agronomic and tuber quality traits. DMC = Dry matter
content, YMV = Yam mosaic virus, YAD = Yam anthracnose disease, TBOXI = Tuber flesh oxidation,
TBHard = Tuber flesh hardness, PLNV = Plant vigour, TBRSZ= Tuber size, NTP = Number of tubers
per plot. Significance level: “p < 0.1“ = . “p < 0.05” = *; “p < 0.01” = **; “p < 0.001” = ***.

3.5. Hierarchical Clustering on Principal Components of D. praehensilis and D. rotundata Genotypes

Hierarchical clustering based on agronomic and quality trait performance grouped
the genotypes of D. praehensilis and D. rotundata into three groups (Figure 3). Cluster 3
had the highest number of genotypes (79), while cluster 1 had the lowest number (39).
Hierarchical clustering revealed high significant variation in the distribution of D. prae-
hensilis and D. rotundata genotypes among the clusters (Table 5). Cluster 1 comprised of
genotypes of D. praehensilis and D. rotundata that possessed low tuber yield (12.19 t ha−1),
high dry matter content (33.14%), high susceptible to YMV, high YAD resistance, moder-
ate tuber flesh oxidation, minimal tuber flesh hardness and moderate plant vigour, low
number of tubers per plot, and small tuber size (Table 5; Figure 3). Among members of
cluster 1, we had: Puna, Nyaminti, Puna_Central, Olodo-1, Asana, Dente, Alata_Puna,
Nyamint, Durben, Mutwu, and CDpr54 as the genotypes with low tuber flesh hardness;
and CDpr50, WNDpr50, WNDpr74, Dente, Puna, WNDpr4, Olodo, WNDpr10, WNDpr9,
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and Alata-Puna as the genotypes with high dry matter content. The cluster 2 consisted of
D. praehensilis genotypes characterized by high tuber yield (30.91 t ha−1), high dry matter
content (33.81%), high resistance to YMV, moderate resistance to YAD, low tuber flesh
oxidation, high tuber flesh hardness, high plant vigour, high tuber size, and high number
of tubers per plot (Table 5; Figure 3). Among cluster 2 members, we had: WNDpr76,
CDpr28, CDpr7, WNDpr63, EDpr14, CDpr58, WNDpr15, CDpr11, and WNDpr79 as supe-
rior genotypes with high yielding ability, WNDpr76, CDpr7, WNDpr63, EDpr14, CDpr58,
CDpr28, CDpr11, WNDpr79, EDpr13, and WNDpr10 as the genotypes with high resis-
tance to YMV, WNDpr76, WNDpr88, CDpr28, CDpr29, WNDpr24, CDpr6, WNDpr84,
CDpr48, WNDpr36, CDpr34, and CDpr5 as the top genotypes with high dry matter content,
WNDpr87, WNDpr36, WNDpr31, WNDpr94, WNDpr21, WNDpr40, WNDpr76, CDpr5,
CDpr6, and WNDpr34 were the top selected genotypes for low tuber flesh oxidation and
WNDpr76, CDpr29, CDpr7, CDpr73, CDpr58, CDpr79, CDpr11, EDpr14, CDpr68, and
EDpr6 were the genotypes with high number of tubers per plot. Cluster 3 contained D.
praehensilis genotypes that were characterized by low or no tuber flesh oxidation, high
tuber flesh hardness, high susceptibility to YMV and YAD, moderate tuber yield, large
tuber size, moderate plant vigour, and number of tubers per plot and moderate dry matter
content (Table 5; Figure 3). Of the members of this group, we had: WNDpr68, Cdpr51,
Otim, WNDpr29, EDpr1, CDpr33, WNDpr93, WNDpr7, WNDpr49, and WNDpr19 were
top genotypes with low or no tuber flesh oxidation.
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Table 5. Description of clusters of D. praehensilis and D. rotundata genotypes.

Traits Cluster 1 ± SD (39) Cluster 2 ± SD (56) Cluster 3 ± SD (79) F-value

Tuber yield (t ha−1) 12.19 ± 12.70 c 30.91 ± 22.14 a 22.69 ± 14.20 b 14.11 ***
Dry matter content (%) 33.14 ± 3.67 ab 33.81 ± 2.60 a 32.17 ± 3.08 b 4.76 **

Yam mosaic virus 145.77 ± 31.15 a 137.68 ± 10.36 b 155.60 ± 39.03 a 5.66 *
Yam anthracnose disease 256.15 ± 31.42 b 270.54 ± 4.01 a 270.38 ± 8.65 a 11.94 ***

Tuber flesh oxidation −8.17 ± 6.04 b −9.43 ± 6.59 ab −11.52 ± 7.56 a 3.42 *
Tuber flesh hardness (N) 47.44 ± 5.07 b 50.47 ± 0.95 a 50.98 ± 1.31 a 25.30 ***

Plant vigour 2.23 ± 0.48 b 2.96 ± 0.19 a 2.09 ± 0.36 c 107.15 ***
Tuber size 1.79 ± 0.73 b 2.96 ± 0.19 a 2.95 ± 0.22 a 133.64 ***

Number of tubers per plot 1.55 ± 0.86 b 2.25 ± 1.03 a 1.77 ± 0.78 b 8.15 ***

Significance level: “p < 0.05” = *; “p < 0.01” = **; “p < 0.001” = ***. Means followed by the same superscripts are
not significantly different using the least significant difference (LSD) test at 5% p-value threshold; SD: Standard
deviation. The bold values indicate significant traits at each cluster.

3.6. Path Coefficient Analysis among Assessed Traits of D. praehensilis and D. rotundata

The number of tubers per plot and tuber size had highly positive (r = 0.67) and
moderately positive (r = 0.21) direct path effects, respectively, on tuber yield per hectare
(Figure 4). Dry matter content (r = 0.09), YAD severity (r = 0.08), plant vigour (r = 0.04),
and YMV severity (r = 0.03) recorded low but positive direct path effects on tuber yield.
The tuber flesh oxidation had low and negative direct path effect (r = −0.03) on tuber
yield (Figure 4). In addition, tuber yield (r = 0.24) and tuber flesh oxidation (r = 0.22) had
positive moderate path effects on dry matter content, while tuber flesh hardness recorded
low negative direct path effect (r = −0.13) on dry matter content (Figure 4).
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4. Discussion
4.1. Variability in Key Agronomic and Tuber Quality Traits and Potential of D. praehensilis as
Source of Genes for D. rotundata Breeding

White yam production has been constrained by pests and diseases and poor posthar-
vest tuber quality. Unfortunately, breeding populations had shown a narrow genetic base
for those traits. Identification of new sources of genes for high yield potential, disease and
pest resistance, and good post-harvest tuber quality traits is a prerequisite to the devel-
opment of varieties that are acceptable by the farmers, consumers, and other end-users.
Compared to the cultivated yam varieties, little information is available on the genetic
potential of wild yam relatives [31]. The high CVs observed for several traits, including for
tuber yield, YMV, tuber flesh oxidation, and the number of tubers per plant, are indicative
of the impact of the environment on these traits. Anokye et al. [32] also recorded high CVs
for yield traits among Ghanaian water (D. alata) yam. Such wide range in trait values and
attendant high CVs could serve as a basis for selection in breeding programmes.

The results from this study revealed the existence of a vast genetic variation in the
assessed agronomic and tuber quality traits between D. praehensilis and D. rotundata. High
tuber yield observed for D. praehensilis compared to D. rotundata is an indication that D.
praehensilis could be used to improve the yield potential of the white Guinea yam. Currently,
the yield of the white Guinea yam is ~20% of its attainable yield (40 t ha−1) [4,33] and the
bush yam could be explored in bridging this yield gap. The high yield of D. praehensilis in
this study corroborates the findings by [21,22], who reported high yields in D. praehensilis
after the participatory rural appraisal survey in Togo and Ghana, respectively. Wild yam
relatives have also been reported to produce higher yields when compared to the cultivated
varieties [31]. The wide range recorded in the agronomic and tuber quality traits are
indicative that these traits provide an opportunity for the selection of superior genotypes
that can be used for hybridization in yam breeding programmes [34].

From this study, D. praehensilis showed more resistance to the YMV when compared
with D. rotundata. This agreed with the study outcomes of [35], who reported high resistance
in D. praehensilis in Togo. The high resistance to YMV suggests the existence of resistance
genes in the genetic resources of D. praehensilis [35] and which can be exploited in D.
rotundata breeding.

Tuber quality traits are also important traits in the selection and breeding of superior
yam varieties [36]. The D. rotundata local varieties showed better performance in tuber
quality attributes (dry matter content, tuber flesh oxidation, and tuber hardness) than the D.
praehensilis genotypes; although, some D. praehensilis genotypes also recorded comparable
tuber quality attributes. The poor tuber quality attributes of D. praehensilis have been
reported as the major hindrance associated with its disappearance (genetic erosion) from
agro systems in Ghana [22]. White yam breeders should, therefore, look for alternative
sources of genes for these quality traits.

4.2. Genetic Parameters and Broad-Sense Heritability of Assessed Traits

High GCV and PCV (>20%) were observed in some of the evaluated traits such as
tuber yield, YMV, tuber flesh oxidation, plant vigour, tuber size, and number of tubers
per plant. This is an indication of high selection intensity, which can be imposed on these
important traits of the superior genotypes in future yam breeding programmes. High
GCV and PCV recorded for tuber yield in this study were in agreement with the findings
obtained in the study conducted on advanced breeding population of white yam [37].
Siadjeu et al. [38], also reported high GCV and PCV for harvest index which is a yield
component trait in a study conducted on D. dumetorum in Cameroon. High H2b (>60%)
recorded in this study for traits such as YMV, YAD, tuber flesh hardness, and plant vigour
indicates a high correspondence between phenotypic and genotypic variance, and hence,
high response to selection. Our results are in agreement with finding of Bhattacharjee
et al. [39] and Agre et al. [11] who reported high broad-sense heritability for YAD in water
(D. alata) yam and YMV in white yam, respectively.
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4.3. Correlation Coefficients, Principal Components, Path Coefficients, and Hierarchical Clusters
among Assessed Traits of D. rotundata and D. praehensilis

Genotypes with high dry matter content, high tuber size, and high number of tubers
per plant could be selected for when breeding for improved yield. This was exemplified in
the positive correlations between tuber yield and dry matter content, high tuber size and
high number of tubers per plot (Figure 2). This corroborates the finding of Agre et al. [40]
who reported positive correlation between total tuber weight, tuber shape, and the number
of tubers per plant in a panel of water yam. The negative correlation between tuber yield
and tuber flesh oxidation suggests that the selection for genotypes with high tuber yield
could reduce simultaneously enzymatic oxidation of the tuber flesh. In the present study,
no significant correlation was observed between tuber yield and the severity of the two
major yam diseases (YMV and YAD). Similarly, from our correlation analysis, the positive
correlation that exists between dry matter content and tuber flesh oxidation is an indication
that selection for genotypes with high dry matter content will not be affected by increased
tuber flesh oxidation. Desirable significant negative correlation observed between dry
matter content and YMV severity suggests that the selection of high dry matter content
cultivars could reduce the severity of YMV or alternatively, any YMV control measure
will help improve yam dry matter content. Weak association of YMV severity with other
evaluated traits has also been reported by Asfaw et al. [41] in a study on early generations
of breeding population of white yam.

The key agronomic and tuber quality traits that best discriminated the 174 genotypes
of D. praehensilis and D. rotundata were those which resolved on PC1. These traits, including
tuber yield, number of tubers per plant, tuber size, plant vigour, tuber hardness, YAD
severity, dry matter content, and tuber oxidation could be utilized in evaluating genetic
diversity among related Dioscorea spp. Agre et al. [12,38,40] has reported the significant
contribution of these traits in discriminating yam accessions.

The direct path effects of some of these traits on tuber yield could be utilized for
indirect selection in yam breeding programme to enhance the genetic gain in white Guinea
yam. Tewedros et al. [42] reported significant direct path coefficients between dry matter
content and tuber weight in a study conducted on Ethiopian yam accessions.

The hierarchical clustering in this study revealed similarities among genotypes that
were grouped in the same cluster. Clustering of D. praehensilis and D. rotundata genotypes in
cluster 1 (Figure 3) supported the findings of Scarcelli [18] who reported that D. praehensilis
was the most likely progenitor of white Guinea yam. From our hierarchical clustering,
D. praehensilis genotypes showed outstanding performance for attributes such as tuber
yield, resistance to YMV, tuber size, plant vigour, tuber flesh oxidation, number of tubers
per plant, while D. rotundata landraces were best for attributes like tuber flesh hardness
and resistance to YAD. Development of crosses between promising genotypes of D. prae-
hensilis and D. rotundata using D. rotundata genotypes as female parents could result in
development of improved cultivars of white Guinea yam with outstanding performance in
important traits like tuber yield, resistance to yam mosaic virus, and some post-harvest
tuber quality attributes.

5. Conclusions

This study explored 162 accessions of D. praehensilis and 12 landraces of D. rotundata
to identify new sources for key agronomic and tuber quality traits to improve white Guinea
yam by broadening its genetic base. We observed wide variations between the two species
of yam in terms of tuber yield, dry matter content, resistance to YMV and YAD, tuber
flesh hardness, plant vigour, number of tubers per plant, and tuber size. We also observed
significant relationships among some traits which can useful for indirect selection. Cluster
analysis revealed three groups with contrasting characteristics. This study identified some
genotypes of D. praehensilis with outstanding performance in tuber yield, resistance to YMV,
dry matter content, tuber flesh oxidation, tuber size, number of tubers per plant, and plant
vigour. These genotypes could be explored in breeding programmes to improve white
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Guinea yam for those traits. Further characterization of this D. praehensilis germplasm
is required with high throughput molecular markers to refine parental selection prior
designing cross-combinations. Combined assessment of these germplasm collection using
descriptor keys and molecular markers would provide more insight in the genetic diversity
of D. praehensilis and its effective use as source of genes to improve white Guinea yam.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/agronomy12010055/s1, Figure S1: PCA-Biplot of key agronomic
and tuber quality traits for 174 genotypes of D. praehensilis and D. rotundata, Table S1: List of D.
praehensilis and D. rotundata genotypes used in the study and their source of collection.

Author Contributions: Conceptualization, A.S.A., P.A.A. (Paterne A. Agre), K.J.T. and P.A.A. (Paul
A. Asare); methodology, A.S.A.; data analysis, A.S.A. and P.A.A. (Paterne A. Agre); supervision,
K.J.T., P.A.A. (Paul A. Asare), P.A.A. (Paterne A. Agre) and M.O.A.; writing—original draft, A.S.A.;
manuscript—review and editing, A.S.A., P.A.A. (Paterne A. Agre), P.A.A. (Paul A. Asare), M.O.A.,
K.J.T., J.M.M. and S.A. All authors have read and agreed to the published version of the manuscript.

Funding: We acknowledge funding support from the Bill and Melinda Gates Foundation (BMGF/
PP1052998). Also, we acknowledge, funding support from the African trans-regional cooperation
through academic mobility (ACADEMY) project, reference number 2017-3052/001-001, funded
by the European Union Commission and African Union within the framework of “Intra Africa
Mobility Scheme” granted a Ph.D. scholarship to the first author to study at the University of Cape
Coast, Ghana.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data supporting the findings of this work are available within this article.

Acknowledgments: Authors acknowledge the provision of research fund to the first author by the
ACADEMY project. Directorate of Research, Innovation, and Consultancy, University of Cape Coast
is also acknowledged for their contributions.

Conflicts of Interest: The authors declare that they have no conflict of interest.

References
1. Asiedu, R.; Sartie, A. Crops that feed the World 1. Yams. Food Secur. 2010, 2, 305–315. [CrossRef]
2. Sesay, L.; Norman, P.E.; Massaquoi, A.; Kobba, F.; Allieu, A.P.; Gboku, M.L.; Fomba, S.N. Assessment of farmers’ indigenous

knowledge and selection criteria of yam in Sierra Leone. Sky J. Agric. Res. 2013, 2, 1–6.
3. Alabi, T.R.; Adebola, P.O.; Asfaw, A.; De Koeyer, D.; Lopez-Montes, A.; Asiedu, R. Spatial multivariate cluster analysis for

defining target population of environments in West Africa for yam breeding. Intern. J. Appl. Geospat. Res. 2019, 10, 30. [CrossRef]
4. FAO FAOSTAT. Available online: http://www.fao.org/faostat/en/#data/QL (accessed on 10 August 2021).
5. Zannou, A.; Ahanchédé, A.; Struik, P.C.; Richards, P.; Zoundjihékpon, J.; Tossou, R.; Vodouhè, S. Yam and cowpea diversity

management by farmers in the Guinea-Sudan transition zone of Benin. NJAS–Wagen. J. Life Sci. 2004, 52, 393–420. [CrossRef]
6. Obidiegwu, J.E.; Akpabio, E.M. The geography of yam cultivation in southern Nigeria: Exploring its social meanings and cultural

functions. J. Ethn. Foods 2017, 4, 28–35. [CrossRef]
7. Thouvenel, J.C.; Dumont, R. Perte de rendement de l’igname infectee par le virus de la mosaique en Côte d’Ivoire. Agron. Trop.

1975, 45, 125–129.
8. Adeniji, M.; Shoyinka, S.; Ikotun, T.; Asiedu, R.; Hughes, J.D.; Odu, B. Yield loss in guinea yam (Dioscorea rotundata poir.) due to

infection by yam mosaic virus (YMV) genus potyvirus. Ife J. Sci. 2012, 14, 237–244.
9. Frossard, E.; Aighewi, B.A.; Aké, S.; Barjolle, D.; Baumann, P.; Bernet, T.; Dao, D.; Diby, L.N.; Floquet, A.; Hgaza, V.K.; et al. The

challenge of improving soil fertility in yam cropping systems of West Africa. Front. Plant Sci. 2017, 8, 1953. [CrossRef]
10. Matsumoto, R.; Ishikawa, H.; Asfaw, A.; Asiedu, R. Low soil nutrient tolerance and mineral fertilizer response in White Guinea

Yam (Dioscorea rotundata) genotypes. Front. Plant Sci. 2021, 12, 223. [CrossRef] [PubMed]
11. Agre, P.A.; Norman, P.E.; Asiedu, R.; Asfaw, A. Identification of quantitative trait nucleotides and candidate genes for tuber yield

and mosaic virus tolerance in an elite population of white Guinea yam (Dioscorea rotundata) using genome-wide association scan.
BMC Plant Biol. 2021, 21, 552. [CrossRef]

12. Agre, P.A.; Dassou, A.G.; Loko, L.E.; Idossou, R.; Dadonougbo, E.; Gbaguidi, A.; Mondo, J.M.; Muyideen, Y.; Adebola, P.O.;
Asiedu, R.; et al. Diversity of white Guinea yam (Dioscorea rotundata Poir.) cultivars from Benin as revealed by agro-morphological
traits and SNP markers. Plant Genet. Resourc. 2021, 19, 437–446. [CrossRef]

https://www.mdpi.com/article/10.3390/agronomy12010055/s1
https://www.mdpi.com/article/10.3390/agronomy12010055/s1
http://doi.org/10.1007/s12571-010-0085-0
http://doi.org/10.4018/IJAGR.2019070104
http://www.fao.org/faostat/en/#data/QL
http://doi.org/10.1016/S1573-5214(04)80023-X
http://doi.org/10.1016/j.jef.2017.02.004
http://doi.org/10.3389/fpls.2017.01953
http://doi.org/10.3389/fpls.2021.629762
http://www.ncbi.nlm.nih.gov/pubmed/33679844
http://doi.org/10.1186/s12870-021-03314-w
http://doi.org/10.1017/S1479262121000526


Agronomy 2022, 12, 55 15 of 16

13. Sugihara, Y.; Kudoh, A.; Oli, M.T.; Takagi, H.; Natsume, S.; Shimizu, M.; Abe, A.; Asiedu, R.; Asfaw, A.; Adebola, P.; et al.
Population Genomics of Yams: Evolution and Domestication of Dioscorea Species. In Population Genomics; Springer: Cham,
Switzerland, 2021; pp. 1–28. [CrossRef]

14. Dempewolf, H.; Baute, G.; Anderson, J.; Kilian, B.; Smith, C.; Guarino, L. Past and future use of wild relatives in crop breeding.
Crop Sci. 2017, 57, 1070–1082. [CrossRef]

15. Lebot, V.; Abraham, K.; Kaoh, J.; Rogers, C.; Molisalé, T. Development of anthracnose resistant hybrids of the Greater Yam
(Dioscorea alata L.) and interspecific hybrids with D. nummularia Lam. Genet. Resour. Crop Evol. 2019, 66, 871–883. [CrossRef]

16. Couto, R.S.; Martins, A.C.; Bolson, M.; Lopes, R.C.; Smidt, E.C.; Braga, J.M.A. Time calibrated tree of Dioscorea (Dioscoreaceae)
indicates four origins of yams in the Neotropics since the Eocene. Bot. J. Linn. 2018, 188, 144–160. [CrossRef]

17. Darkwa, K.; Agre, P.; Olasanmi, B.; Iseki, K.; Matsumoto, R.; Powell, A.; Bauchet, G.; De Koeyer, D.; Muranaka, S.; Adebola, P.;
et al. Comparative assessment of genetic diversity matrices and clustering methods in white Guinea yam (Dioscorea rotundata)
based on morphological and molecular markers. Sci. Rep. 2020, 10, 13191. [CrossRef]

18. Scarcelli, N.; Cubry, P.; Akakpo, R.; Thuillet, A.C.; Obidiegwu, J.; Baco, M.N.; Otoo, E.; Sonké, B.; Dansi, A.; Djedatin, G.; et al.
Yam genomics supports West Africa as a major cradle of crop domestication. Sci. Adv. 2019, 5, eaaw1947. [CrossRef]

19. Sugihara, Y.; Darkwa, K.; Yaegashi, H.; Natsume, S.; Shimizu, M.; Abe, A.; Hirabuchi, A.; Ito, K.; Oikawa, K.; Tamiru-Oli, M.; et al.
Genome analyses reveal the hybrid origin of the staple crop white Guinea yam (Dioscorea rotundata). Proc. Natl. Acad. Sci. USA
2020, 117, 31987–31992. [CrossRef] [PubMed]

20. Bhandari, H.; Bhanu, N.A.; Srivastava, K.; Singh, M.; Shreya, H.A. Assessment of Genetic Diversity in Crop Plants—An Overview.
Adv. Plants Agric. Res. 2017, 7, 279–286. [CrossRef]

21. Pitalounani, W.E.N.; Dourma, M.; Wala, K.; Woegan, Y.; Gbogbo, A.; Batawila, K.; Dansi, A.; Tozo, K.; Akpagana, K. Agrodiversity,
peasant management and importance of Dioscorea praehensilis (Benth.) in the Subhumid Zone of Togo. Afr. J. Food Agric. Nutr. Dev.
2017, 17, 12455–12475. [CrossRef]

22. Adewumi, A.S.; Asare, P.A.; Adu, M.O.; Taah, K.J.; Akaba, S.; Mondo, J.M.; Agre, P.A. Farmers’ perceptions on varietal diversity,
trait preferences and diversity management of bush yam (Dioscorea praehensilis Benth.) in Ghana. Sci. Afr. 2021, 12, e00808.
[CrossRef]

23. Mondo, J.M.; Agre, P.A.; Edemodu, A.; Adebola, P.; Asiedu, R.; Akoroda, M.O.; Asfaw, A. Floral Biology and Pollination Efficiency
in Yam (Dioscorea spp.). Agriculture 2020, 10, 560. [CrossRef]

24. De Mendiburu, F. Agricolae Tutorial (Version 1.3-5); Universidad Nacional Agraria: La Molina, Peru, 2021; 88p.
25. Asfaw, A. Standard Operating Protocol for Yam Variety Performance Evaluation Trial; IITA: Ibadan, Nigeria, 2016; p. 27.
26. Campbell, C.L.; Madden, L.V. Introduction to Plant Disease Epidemiology; John Wiley & Sons: Hoboken, NJ, USA, 1990.
27. R Development Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing:

Vienna, Austria, 2019.
28. Johnson, M.W.; Robinson, H.F.; Comstock, R.E. Genotypic and phenotypic correlations in soybeans and their implication in

selection. Agron. J. 1955, 47, 477–483. [CrossRef]
29. Deshmukh, S.N.; Basu, M.; Reddy, P.S. Genetic variability, character association, and path coefficient analysis of quantitative traits

in Virginia bunch varieties of groundnut. Indian J. Agric. Sci. 1986, 56, 515–518.
30. Wei, T.; Simko, V. R Package “corrplot”: Visualization of a Correlation Matrix (Version 0.84). 2017. Available online: https:

//github.com/taiyun/corrplot (accessed on 1 August 2021).
31. Padhan, B.; Mukherjee, A.K.; Mohanty, S.K.; Lenka, S.K.; Panda, D. Genetic variability and inter species relationship between

wild and cultivated yams (Dioscorea spp.) from Koraput, India based on molecular and morphological markers. Physiol. Mol. Biol.
Plants 2019, 25, 1225–1233. [CrossRef]

32. Anokye, M.; Tetteh, J.P.; Otoo, E. Morphological Characterization of Some Water Yam (Dioscorea alata L.) Germplasm in Ghana. J.
Agric. Sci. Technol. 2014, 4, 518–532.

33. Bassey, E.; Akpan, U. Evaluation of Guinea White Yam (Dioscorea rotundata Poir.) for Yield and Yield Components in Nigeria. J.
Exp. Agric. Int. 2015, 8, 216–223. [CrossRef]

34. Kouam, E.B.; Avana-Tientcheu, M.L.; Lekeumo, V.D.; Akitio, H.M.; Khasa, D.P.; Pasquet, R.S. Agro-ecological distribution of
the phenotypic diversity of aerial yam (Dioscorea bulbifera L.) in Cameroon using multivariate analysis: Prospect for germplasm
conservation and improvement. Open Agric. 2018, 3, 190–206. [CrossRef]

35. Ayisah, K.D.; Mawussi, G.; Tchaniley, L.; Aziadekey, M.K. Potentials of Cultivated Varieties and Wild Yam Seeds as Efficient
Alternative Plant Genetic Resources for Resistant Genotypes against Yam Mosaic Virus (YMV) in Togo. J. Exp. Agric. Int. 2020, 42,
82–93. [CrossRef]

36. Padhan, B.; Panda, D. Variation of photosynthetic characteristics and yield in wild and cultivated species of yams (Dioscorea spp.)
from Koraput, India. Photosynthetica 2018, 56, 1010–1018. [CrossRef]

37. Norman, P.E.; Tongoona, P.B.; Danquah, A.; Danquah, E.Y.; Agre, P.A.; Agbona, A.; Asiedu, R.; Asfaw, A. Genetic parameter
estimation and selection in advanced breeding population of white Guinea yam. J. Crop Improv. 2021, 35, 790–815. [CrossRef]

38. Siadjeu, C.; Toukam, G.M.; Bell, J.M.; Nkwate, S. Genetic diversity of sweet yam Dioscorea dumetorum (Kunth) Pax revealed by
morphological traits in two agro-ecological zones of Cameroon. Afr. J. Biotechnol. 2015, 14, 781–793. [CrossRef]

http://doi.org/10.1007/13836_2021_94
http://doi.org/10.2135/cropsci2016.10.0885
http://doi.org/10.1007/s10722-019-00756-y
http://doi.org/10.1093/botlinnean/boy052
http://doi.org/10.1038/s41598-020-69925-9
http://doi.org/10.1126/sciadv.aaw1947
http://doi.org/10.1073/pnas.2015830117
http://www.ncbi.nlm.nih.gov/pubmed/33268496
http://doi.org/10.15406/apar.2017.07.00255
http://doi.org/10.18697/ajfand.79.15930
http://doi.org/10.1016/j.sciaf.2021.e00808
http://doi.org/10.3390/agriculture10110560
http://doi.org/10.2134/agronj1955.00021962004700100008x
https://github.com/taiyun/corrplot
https://github.com/taiyun/corrplot
http://doi.org/10.1007/s12298-019-00691-3
http://doi.org/10.9734/AJEA/2015/16496
http://doi.org/10.1515/opag-2018-0020
http://doi.org/10.9734/jeai/2020/v42i730557
http://doi.org/10.1007/s11099-018-0823-7
http://doi.org/10.1080/15427528.2021.1881012
http://doi.org/10.5897/AJB2014.14067


Agronomy 2022, 12, 55 16 of 16

39. Bhattacharjee, R.; Nwadili, C.O.; Saski, C.A.; Agre, P.; Scheffler, B.E.; Augusto, J.; Lopez-Montes, A.; Onyeka, J.T.; Lava-Kumar, P.;
Bandyopadhyay, R. An EST-SSR based genetic linkage map and identification of QTLs for anthracnose disease resistance in water
yam (Dioscorea alata L.). PLoS ONE 2018, 13, e0197717. [CrossRef] [PubMed]

40. Agre, P.; Asibe, F.; Darkwa, K.; Edemodu, A.; Bauchet, G.; Asiedu, R.; Adebola, P.; Asfaw, A. Phenotypic and molecular
assessment of genetic structure and diversity in a panel of winged yam (Dioscorea alata) clones and cultivars. Sci. Rep. 2019, 9,
18221. [CrossRef] [PubMed]

41. Asfaw, A.; Aderonmu, D.S.; Darkwa, K.; De Koeyer, D.; Agre, P.; Abe, A.; Olasanmi, B.; Adebola, P.; Asiedu, R. Genetic parameters,
prediction, and selection in a white Guinea yam early-generation breeding population using pedigree information. Crop Sci. 2021,
61, 1038–1051. [CrossRef]

42. Tewodros, M.; Firew, M.; Shimelis, H.; Endale, G. Interrelationship and Path analysis of Tuber yield and related traits in yam
(Dioscorea spp.) from Ethiopia. Res. J. Pharm. Phytochem. 2020, 12, 207–218.

http://doi.org/10.1371/journal.pone.0197717
http://www.ncbi.nlm.nih.gov/pubmed/30303959
http://doi.org/10.1038/s41598-019-54761-3
http://www.ncbi.nlm.nih.gov/pubmed/31796820
http://doi.org/10.1002/csc2.20382

	Introduction 
	Materials and Methods 
	Experimental Site 
	Plant Materials 
	Experimental Design and Field Management 
	Data Collection 
	Statistical Analysis 

	Results 
	Variability in Key Agronomic and Tuber Quality Traits of D. praehensilis and D. rotundata 
	Genetic Variability and Broad-Sense Heritability of Agronomic and Tuber Quality Traits in D. praehensilis and D. rotundata 
	Principal Component Analysis of the Key Agronomic and Tuber Quality Traits 
	Relationships among Agronomic and Tuber Quality Traits 
	Hierarchical Clustering on Principal Components of D. praehensilis and D. rotundata Genotypes 
	Path Coefficient Analysis among Assessed Traits of D. praehensilis and D. rotundata 

	Discussion 
	Variability in Key Agronomic and Tuber Quality Traits and Potential of D. praehensilis as Source of Genes for D. rotundata Breeding 
	Genetic Parameters and Broad-Sense Heritability of Assessed Traits 
	Correlation Coefficients, Principal Components, Path Coefficients, and Hierarchical Clusters among Assessed Traits of D. rotundata and D. praehensilis 

	Conclusions 
	References

