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Abstract

The experimental material comprising of 41 genotypes was
evaluated in randomized complete block design with three
replications. Genotype DPPM-74 was the most promising
with significantly highest number of pods per plant, total
biomass, seed yield and protein content. The differences in
performance of genotypes for seed yield per plant might be
attributed to pods per plant, seeds per pod and 100-seed
weight. Significant genetic variations were observed for
seed yield and related traits. High PCV and moderate GCV
were recorded for seed yield per plant. Moderate estimates
of PCV and GCV were recorded for number of branches,
internodal length, plant height, pod length, seeds per pod,
harvest index, 100-seed weight, protein content, starch, pods
per plant, total biomass and ascorbic acid. High heritability
coupled with high genetic advance was observed for pods
per plant, total biomass, seed yield per plant and harvest
index. Seed yield per plant had positive association with
internodal length, plant height, pod length, seeds per pod,
pods per plant, total biomass, harvest index and 100-seed
weight at phenotypic and genotypic levels. Total biomass
and harvest index had maximum positive direct effects on
seed yield/plant. Based on variability studies, it can be
concluded that pods per plant, pod length, seeds/pod, total
biomass and harvest index should be given due focus for
the improvement of garden pea.

Key words: Garden pea, genotypes, PCV, GCV, heritability,
correlation, path coefficient

Introduction

Pea (Pisum sativum L.) belonging to the family
Leguminosae is one of the major vegetables grown in
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the world as well as in India. It is grown as a cool season
vegetable crop and consumed widely as a rich source
of protein, carbohydrates, vitamins and minerals. Pea
protein is rich in lysine and other essential amino acids,
but low in sulfur containing amino acids, cysteine and
methionine (Ceyhan and Avci 2005). It is palatable and
nutritious for human consumption and is eaten as fresh,
canned, frozen or in dehydrated forms. Pea as a legume
crop helps in fixing the atmospheric nitrogen and reduces
the cost of production by providing the advantage of
low input and sustainable organic farming (Sharma et
al. 2020). It is a leading vegetable crop in the North-
Western Himalaya region of India comprising the states
of Himachal Pradesh, Jammu and Kashmir, and
Uttarakhand (Sharma et al. 2010). Genetic variability in
germplasm determines the level of success in the
improvement of any crop through selection and an
opportunity to improve the yield and quality through
strategic breeding programme (Sekhon and Sharma
2019). Therefore, genetic restructuring of pea
germplasm is the first step to identify the potential
genotypes for use in breeding programme. Most of the
desirable traits are quantitative in nature and their
expression is influenced by the environment. The
response of selection depends upon the relative proportion
of the heritable component in the continuous variation
which is due to genotype while the non-heritable portion
is mainly due to the environmental factors.

It is also beneficial to make comparative study of a few
characters to select the desirable ones in different
genotypes. Study of association of characters is to
identify the role of individual characters towards pod
yield. As yield is a complex trait, indirect selection via
correlated, less complex and easier measurable traits
would be an advisable strategy to increase the yield.
Efficiency of indirect selection depends upon the
magnitude of association between yield and target yield
components. Determination of correlation and path-
coefficients between yield and yield components is
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important for the selection of desirable plant types for
effective pea breeding programmes. The path analysis
has been used to identify traits that are useful selection
criteria to improve crop yield (Negi and Sharma 2019).
Genetic variability, heritability, coefficient of variation
and genetic advance are pre-requisite for improvement
of any crop for selection of superior genotypes and
improvement of any traits. Thus, investigation was done
to estimate genetic variability for seed yield and related
quantitative traits for selection of desirable genotypes
vis-à-vis identification of suitable genotypes.

Materials and Methods

A field experiment was conducted at Department of
Vegetable Science and Floriculture, College of
Agriculture, CSKHPKV, Palampur during winters 2009-
10 and 2010-11. The experimental material comprising
of 41 genotypes of garden pea including four checks
namely, Lincoln, Azad P-1, Palam Priya and Punjab-89
was evaluated in randomized complete block design with
three replications to assess the nature of genetic
variability, association of various traits with yield and
their direct and indirect effects for effective selection,
and to study the extent of genetic diversity among
genotypes. Data were recorded on  randomly taken ten
plants of each genotype in each replication followed by
computing their means for the various traits  viz., days
to 50% flowering, number of branches, internodal
length (cm), nodes per plant, plant height (cm), pod
length (cm), seeds per pod, pods per plant, total biomass
(g), seed yield per plant (g), harvest index (%), 100-
seed weight (g), total soluble solids (obrix), ascorbic
acid (mg), protein content (%), total sugars (%) and
starch content (%). Analysis of variance was performed
for individual season and error variance was tested for
homogeneity (Gomez and Gomez 1984). The combined
analysis of variance of two season’s data was performed
for each trait. The genotypic and phenotypic variations
and heritability were calculated as per the method of
Burton and De Vane (1953). Genetic advance (GA) was
calculated as per Burton and De Vane (1953) and Johnson
et al. (1955). Coefficients of correlation were calculated
as suggested by Al-Jibouri et al. (1958) while path
coefficients of different traits with seed yield per plant
were carried out as per Dewey and Lu (1959).

Results and Discussion

Significant variations were recorded in the performance
of different genotypes for seed yield and related traits
over the years (Table 1) indicating thereby role of
environment in a particular season that determined the
performance of particular genotype for different traits.
Number of pods per plant has a direct bearing on the

total productivity of garden pea crop. Among the top
ten ranked genotypes, DPPM-74 had significantly the
highest number of pods per plant and also showed high
total biomass and seed yield along with protein content.
Further, it was observed that Punjab-89 had significantly
less total biomass than check Palam Priya but they had
at par performance for seed yield per plant. Punjab-89
and DPPMR-09-2 outperformed all other genotypes for
harvest index and 100-seed weight, respectively over
all the genotypes and check varieties. The differences
in performance of genotypes for seed yield per plant
might be attributed to pods per plant, seeds per pod and
100-seed weight. Higher phenotypic coefficient of
variation (PCV) than genotypic coefficient of variation
(GCV) (Table 2) indicated that most of the yield attributes
were under the influence of environment (Sekhon and
Sharma 2019). Therefore, caution has to be applying in
making selection for these characters on the basis of
phenotype alone as environmental variation is
unpredictable in nature. High PCV and moderate GCV
were recorded for seed yield per plant in pooled over
years indicating high potential of the traits for effective
selection (Sharma and Swain 2018). The moderate
estimates of PCV and GCV were recorded for number
of branches, internodal length, plant height, pod length,
seeds per pod, harvest index, 100-seed weight, protein
content and starch content. The moderate estimates
suggest that direct selection for these traits should be
considered cautiously (Sharma et al. 2016).

Heritability in broad sense is of tremendous significance
to the breeders as its magnitude indicates the reliability
with which a genotype can be recognized by its
phenotypic expression. High heritability estimates
(>60%) were observed for internodal length, plant
height, pod length, seeds per pod, pods per plant, total
biomass and seed yield per plant. The high heritability
estimates for these characters revealed the lesser
influence of environment and greater role of genetic
component of variation. For an effective selection
programme, knowledge of estimates of heritability alone
is not sufficient and it is therefore useful to study genetic
advance along with heritability. Heritability alone could
not be the sole guideline for improvement since high
heritability does not mean high expected genetic
advance. Hence, prediction on the basis of both the
estimates could be more useful. High heritability coupled
with high genetic advance was observed for pods per
plant, total biomass, seed yield per plant and harvest
index (Table 2). The results suggested the importance
of additive gene action for the inheritance of these
characters and improvement could be brought about
by phenotypic selection. The earlier researchers have
also reported high heritability and genetic advance for
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total biomass/biological yield, seed yield per plant
(Sharma et al. 2003, Kumar 2008). High heritability along
with moderate genetic advance was observed for pod
length, seeds per pod, 100-seed weight, ascorbic acid,
total sugars and starch content.

In general, the genotypic coefficients were higher than
the phenotypic ones which suggested that there is a
strong inherent association between various characters,
though the phenotypic expression of the correlation gets
reduced under the influence of environment. Seed yield
per plant revealed positive association with internodal
length, plant height, pod length, seeds per pod, pods
per plant, total biomass, harvest index and 100-seed
weight (Table 3). Plant height expressed positive
correlation with pod length, harvest index, seeds per
pod, total biomass and pods per plant at phenotypic and

genotypic levels. The pod length was positively
associated with seeds per pod, total biomass, harvest
index, 100-seed weight, total soluble solids, protein
content and total sugars at phenotypic and genotypic
levels, along with ascorbic acid at genotypic level.
Kumar et al. (2004) also reported positive association
of pod length with seeds per pod and 100-seed weight.
Similarly, seeds per pod revealed positive association
with harvest index, total biomass, ascorbic acid, total
sugars and protein content. A significant positive
association of pods per plant with total biomass and
harvest index, and total biomass with 100-seed weight
was also noticed.

Path analysis revealed that total biomass and harvest
index had maximum positive direct effects and also
contributed indirectly to enhance the magnitude of

Table 1: Mean performance of top 10 genotypes of garden pea for different traits in pooled over years

Where, D5F: Days to 50% flowering; NB: Number of branches; IL: Internodal length (cm); NPP: Nodes per plant; PH: Plant height (cm); PL:
Pod length (cm); SPP: Seeds per pod; PPP: Pods per plant; TB: Total biomass (g); SYPP: Seed yield per plant (g); HI: Harvest index (%); TSS:
Total soluble solids (o brix); AA: Ascorbic acid (mg); PC: Protein content (%); TS: Total sugars (%); SC: Starch content (%)

Genotypes/Traits D5F  NB IL NPP PH PL SPP PPP TB SYPP HI TSS AA PC TS SC 
DPPMFWR-12 93.17 1.66 4.45 19.67 54.67 8.07 6.18 13.79 37.00 10.23 27.70 16.93 12.74 13.89 6.86 22.05 
DPPMFWR-30-1 93.83 1.67 5.65 18.90 60.36 8.01 5.76 13.30 31.83 10.07 32.25 17.77 13.83 12.58 7.56 22.80 
DPPMFWR-30 -2 96.50 1.43 5.41 17.68 55.12 8.44 5.50 9.96 33.50 11.81 35.17 18.03 15.24 16.54 6.99 24.82 
DPPM-1 96.00 1.70 5.92 18.10 68.22 9.76 6.92 10.69 31.67 11.23 35.24 17.67 15.34 14.15 7.07 22.27 
DPPM-72 96.00 2.53 6.32 16.86 71.99 9.75 6.70 13.06 35.17 10.60 29.32 18.03 15.26 15.45 7.51 27.15 
DPPM-73 95.17 1.60 5.87 16.20 72.84 9.84 7.09 10.38 35.50 12.33 34.99 18.50 12.93 16.04 7.22 27.80 
DPPM-74 94.33 2.07 5.46 17.76 59.02 8.51 6.18 16.52 40.83 16.14 41.43 16.97 14.88 16.98 7.03 25.66 
DPPM-07-4 92.67 2.10 4.89 17.73 71.59 9.96 6.61 11.00 32.33 14.14 44.32 18.47 13.08 14.41 6.50 24.83 
DPPMR-09-2 98.67 1.57 5.46 16.73 60.20 8.81 5.01 6.81 32.67 11.40 34.28 17.67 15.12 14.27 6.39 20.88 
VP-215 89.33 1.76 5.96 16.63 62.25 8.69 5.87 10.32 29.00 11.09 38.82 17.43 14.59 13.88 7.04 25.20 
Lincoln 95.00 2.00 5.59 17.25 56.28 8.09 5.95 9.89 20.33 7.31 36.05 17.57 18.82 16.28 7.50 26.47 
Azad P-1 94.17 1.77 5.57 17.57 65.89 8.38 6.17 10.80 30.00 9.84 31.96 17.00 18.38 14.54 6.35 25.87 
Palam Priya 97.00 1.97 5.07 18.49 57.19 8.17 6.08 13.71 37.50 11.90 33.38 17.13 17.44 13.71 6.35 30.15 
Punjab-89 88.67 2.13 5.79 15.70 59.28 10.40 8.04 10.80 26.50 12.95 49.02 17.18 18.70 16.51 6.70 25.27 
Range 89-

100 
1.27-
2.53 

2.66-
6.52 

15.47-
19.87 

34.51-
81.67 

6.59-
13.35 

3.92-  
8.37 

4.89-
16.52 

9.83-
40.83 

2.68-
16.14 

21.04-
49.02 

15.03-
18.93 

12.38-
18.82 

10.65-
18.68 

5.93-
8.57 

18.90-
30.15 

CD at P ≤ 0.05 2.96 0.31 0.35 1.06 3.50 0.52 0.47 1.44 2.54 1.15 2.99 0.96 0.96 1.28 0.38 2.04 

 

Table 2: Estimates of different parameters of variability for different characters in garden pea pooled over years

GCV and PCV genotypic and phenotypic coefficients of variations, respectively; h2bs: Heritability in Broad sense; GA (%): Genetic advance
(%) of mean

Traits Range Population mean GCV (%) PCV (%) h2
bs GA (%) 

Days to 50% flowering 89-100 94.41±1.05 3.23 4.23 58.20 5.07 
Number of branches 1.27-2.53 1.76±0.11 16.07 22.01 53.33 24.18 
Internodal length  2.66-6.52 5.25±0.13 13.36 14.53 84.53 25.30 
Nodes per plant 15.47-19.87 17.51±0.38 5.47 7.62 51.64 8.10 
Plant height  34.51-81.67 61.43±1.25 14.26 15.11 89.16 27.75 
Pod length  6.59-13.35 8.74±0.19 12.94 13.97 85.91 24.72 
Seeds per pod 3.92-8.37 5.98±0.17 14.37 15.94 81.28 26.69 
Pods per plant 4.89-16.52 9.77±0.51 24.92 28.06 78.85 45.58 
Total biomass  9.83-40.83 27.76±0.90 21.65 23.07 88.05 41.85 
Seed yield per plant  2.68-16.14 9.22±0.41 28.98 30.96 87.60 55.87 
Harvest index 21.04-49.02 33.21±1.06 16.17 17.97 80.94 30.00 
100-seed weight  12.83-25.33 17.98±0.52 13.91 15.59 79.64 25.57 
Total soluble solids  15.03-18.93 17.58±0.34 3.57 5.95 35.98 4.41 
Ascorbic acid  12.38-18.82 14.97±0.34 10.00 11.45 76.18 17.97 
Protein content  10.65-18.68 14.70±0.45 10.87 13.25 67.31 18.37 
Total sugars  5.93-8.57 6.97±0.14 7.48 8.86 71.18 13.00 
Starch content  18.90-30.15 24.66±0.73 10.59 12.82 68.26 18.02 
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correlation of different traits with seed yield per plant,
suggesting their importance in selection programme for
improving yield. Togay et al. (2008) has also indicated
the importance of direct effects of biological yield and
harvest index on the seed yield. In addition, pods per
plant had also contributed indirectly to total biomass,
harvest index, plant height, ascorbic acid and internodal
length at genotypic level to increase the magnitude of
total association with seed yield per plant (Table 4).
Indirect contribution of plant height, branches per plant,
seeds per pod, pod length and harvest index on seed
yield per plant had also been observed by Singh and
Singh (2005) and that of biological yield and harvest
index by Usmani and Dubey (2007). It can be concluded
that the genotypes DPPM-74, DPPM-73, DPPM-72,
DPPMFWR-30-2 and DPPM-07-4 appeared to be
promising on the basis of seed yield characters and yield.
DPPMFWR-30-2 had fasciation plant type. High
heritability coupled with high genetic advance was
observed for pods per plant, total biomass, seed yield
per plant and harvest index revealing the importance of
additive gene action. For garden pea improvement,
emphasis should be given to pods per plant, pod length,
seeds per pod, total biomass and harvest index.

lkjka'k

lCth eVj dh 41 izHksnksa dk ewY;kadu rhu izfrÑfr okys jSaMekbTM
dEiyhV CykWd fMtkbu esa fx;k x;kA izHksn Mhihih,e&74 ls
lFkZd :i esa vf/kdre Qfy;ksa dh dqy la[;k] dqy tSo Hkkj]
cht mit ,oa izksVhu dh ek=k ik;h x;hA izfr ikS/k cht dh mit
dh izkfIr lEHkor% izfr ikS/k Qfy;ksa dh la[;k] chtksa dh la[;k izfr
Qyh ,oa 100 cht Hkkj ds dkj.k gks ldrk gSA cht mit o
lacafèkr y{k.kksa ds fy, egRoiw.kZ vkuqoaf”kd fofo/krk ns[kh x;hA
mPp ihlhoh vkSj e/;e thlhoh ds izfr ikS/k cht mit ds fy,
ik;k x;kA “kk[kkvksa dh la[;k] ik”oZ xkaB dh yEckbZ] ikS/ks dh
Å¡pkbZ] Qyh dh yackbZ] izfr Qyh chtksa dh la[;k] Qly rqM+kbZ
lwpdkad] 100 cht otu] izksVhu dh ek=k] LVkpZ] izfr ikS/k Qfy;ksa
dh la[;k] dqy tSo&Hkkj vkSj ,LdkfcZd ,flM ds fy, e/;e
ihlhoh vkSj thlhoh ntZ fd;k x;kA mPp oa”kkxfrRo ds lkFk
mPp vkuqokaf”kd ;ksT; izfr ikS/k Qfy;ksa dh la[;k] dqy tSo Hkkj]
cht dh mit izfr ikS/k vkSj Qly rqM+kbZ lwpdkad ds fy, ntZ
fd;k x;kA izfr ikS/k cht mit ik”oZ xkaB yackbZ] ikS/k Å¡pkbZ]
Qyh dh yackbZ] izfr Qyh chtksa dh la[;k] Qyh izfr ikS/k] dqy
tSo Hkkj vkSj Qly rqM+kbZ lwpdkad vkSj ckg~;n”̀; izk:i vkSj
vuqokaf”kd Lrjksa ij 100 cht otu ds lkFk ldkjkRed lg;ksx
ik;k x;kA dqy tSo Hkkj vkSj Qly lwpdkad dk izfr ikS/k cht
mit ij vf/kdre lh/kk ldkjkRed ,oa egRoiw.kZ izHkko ik;k
x;kA lglaca/k vkSj iFk xq.kkad fo”ys’k.k ds v/kkj ij ;g fu’d’kZ
fudyk fd mPp mit okys izHksnksa dks fodflr djus ds fy, izfr
ikS/k Qfy;ksa dh la[;k] Qyh dh yEckbZ] cht@Qyh dqy tSo Hkkj
,oa Qly rqM+kbZ lwpdkad dks p;u ekinaMksa ds :i esa iz;ksx fd;k
tk ldrk gSA
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