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Abstract 

Estimation of genetic variability in the germplasm of a particular crop is prerequisite for making any 

effective breeding programme. To bring about improvement in this crop, the knowledge of magnitude of 

genetic variability and the extent of heritability of desirable characteristic is essentially important because 

the phenotypic selection depends upon the range of genetic diversity present in the population. Therefore, 

an attempt was made to study the genetic variability, heritability and genetic advance among various 

horticultural traits of cauliflower genotypes. 
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Introduction 

Cauliflower (Brassica oleracea var. botrytis L.) commonly known as “Phoolgobhi” is the 

foremost well known vegetable presented in India in 1822 by Dr. Jemson, who was the In-

charge of Botanical Plant, Saharanpur, Uttar Pradesh (Nath et al., 1994) [1] and originated from 

wild cabbage (Brassica oleracea var. sylvestris) and its centre of origin is believed to be the 

Island of Cyprus (Kohli et al., 2008) [2]. It is a monogenomic species belonging to ‘C’ genome 

and possessed the chromosome number n=9 (Thamburaj and Singh, 2001) [3] and has specific 

climatic requirement for the economic part i.e., curd development in comparison with other 

brassicaceous vegetables (Vanlalneihi et al., 2017) [4]. The edible part of cauliflower 

botanically known as prefloral fleshy apical meristem or flowering primordial or immature 

inflorescence and is N latitude (Nath et al., 1994) [1]. Often cauliflower gave severe negative 

response to unfavorable environmental conditions viz., extreme temperatures and droughts that 

lead to economic reduction as results of pre mature curd formation (Singh et al., 2014) [5]. It is 

herbaceous annual vegetable grown for its tender ‘curd’ and biennial for seed production 

(Singh et al., 2013) [6]. Vavilov (1951) [7] was the first to realize that a wider range of 

variability in any crop provides better scope of selecting the desirable types. Wright (1921) [8] 

reported that heritability components comprised of additive and non-additive portion and it is 

the former, which responds to selection. Estimation of expected genetic advance is important 

to have an idea of effectiveness of selection. Burton and DeVane (1953) [9] suggested that 

genetic coefficient of variation together with heritability estimates would give reliable 

indication of the amounts of the extent of improvement expected from selection and further 

remarked that expected genetic gain under particular system supplies a true practical 

information which is needed by a breeder. Improvement of crop plants is a continuous process 

and the plant breeders continuously strive for developing high yielding and widely adaptive 

quality varieties/hybrids excelling the existing ones. Their successes primarily rely on the 

available genetic variability existing in the crop, on which they employ different crop 

improvement tools to achieve their objectives. 

The earlier studies on variability, heritability and genetic advance in cauliflower are reviewed 

as follows: 

 

Genetic variability 

Genetic variability is the basis of all plant improvement programmes. Adequate genetic 

variability, if present, can be exploited for developing superior cultivars.  
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Thirteen genotypes of cauliflower evaluated by Kumar and 

Korla (2001) [10] and they observed maximum variability for 

gross curd weight. Phenotypic and genotypic coefficients of 

variability were high for gross curd weight, curd weight, stalk 

length and leaf size. Maximum heritability for the number of 

leaves per plant, whereas genetic advance was highest for 

stalk length. Sharma and Verma (2001) [11] studied the genetic 

variation and divergence in 9 cauliflower cultivars and 

reported significant differences for all the traits. Cluster 

means showed maximum values for gross weight per plant, 

curd yield per plant, curd diameter, leaves per plant and days 

to curd maturity in cluster 2 while leaves per plant contributed 

the most to genetic divergence. 6 characters in 5 cultivars of 

cauliflower are assessed by Thakur and Singh (2001) [12] and 

reported that the cultivar SWI-1 had the highest average yield 

of 387.16 q/ ha and net curd weight of 0.897 and 0.671 kg in 

two different years. The variety also showed a good curd 

quality and size as well as the lowest number of outer leaves, 

while the largest curd size was given by 'White Fox'. Pusa 

Sharad produces long leaves, smaller stalk, matured within 85 

days after transplanting having high harvest index and curd 

yield (26 tonnes/ha) reported by Sharma et al., (2001) [13]. 

Kumar (2002) [14] studied 22 divergent genotypes of 

cauliflower and observed significant differences for all the 

horticultural traits. PCV and GCV were highest for gross curd 

weight, while they were moderate for number of leaves per 

plant and net curd weight. Heritability in broad sense was 

highest for days to marketable maturity while genetic advance 

was highest for gross curd weight. Ahmed et al., (2003) [15] 

evaluated 10 cultivars of cauliflower at Hathazari, Chittagong, 

Bangladesh and observed that 'Shiroyama-65' gave the highest 

value for whole plant weight (1916.67 g) and width of biggest 

leaf (22.17 cm), where as 'Rakhushi Late' recorded the highest 

values for plant height (68.00 cm), number of leaves at 

harvest (25.93) and length of biggest leaf (56.03 cm). 

'Shiroyama-65' also gave the highest curd weight (661.67 g) 

and curd yield (18.38 tonnes/ha). Pathania (2003) [16] studied 

various characters in 20 divergent genotypes of cauliflower 

and reported significant differences for all the horticultural 

and quality traits. He further observed high PCV and GCV for 

gross curd weight and net curd weight while moderate for 

black rot severity and curd compactness. High heritability and 

genetic advance was recorded for net curd weight. Jindal and 

Thakur (2004) [17] evaluated 36 genotypes of cauliflower for 

various horticultural and quality traits and revealed the 

existence of wide genotypic differences for all the traits 

except number of leaves per plant, curd diameter and curd 

depth. High heritability with high genetic advance was 

recorded for harvest index and gross weight while high 

heritability and low genetic advance were recorded for plant 

spread and days to curd maturity. Garg and Lai (2005) [18] 

determined the components of genetic variation and genetic 

parameters for 11 characters in cauliflower and concluded that 

over dominance was responsible for manifestation of curd 

characters and plant spread. They further observed that plant 

height, stalk length and days to curd maturity were controlled 

by additive gene action. 

Sharma et al., (2005) [19] evaluated various selections of mid 

season cauliflower and observed wide variability for curd 

weight, curd colour, curd compactness, harvest index and 

days to marketable maturity. They further reported that 'CCS-

l' (Cauliflower Composite Selection-1) excelled the other 

selections for all the characters. Kumar et al., (2006) [20] 

studied genetic parameters and quality traits in 25 diverse 

genotypes of cauliflower and observed significant differences 

among different genotypes for all characters. Moderate PCV 

and GCV were observed for leaf size index, gross curd weight 

and net curd weight. High heritability with moderate genetic 

advance was observed for gross curd weight and harvest 

index whereas high heritability with high genetic advance was 

recorded for net curd weight. Sharma et al., (2006) [21] studied 

genetic variability, heritability and genetic advance for yield 

and yield components in 13 cauliflower cultivars and reported 

that phenotypic and genotypic coefficients of variation were 

the highest for net curd weight, stalk length, marketable curd 

yield per plant, gross plant weight and harvest index. High 

levels of heritability and genetic advance were recorded for 

marketable curd yield per plant, net curd weight and stalk 

length. Singh et al., (2006) [22] observed high variability, 

heritability coupled with high genetic advance for leaf size, 

curd weight without guard leaves and curd weight with guard 

leaves. Quamruzzaman et al., (2007) [23] evaluated 20 diverse 

genotypes of cauliflower and reported that intra-cluster value 

was the highest in cluster IV and minimum in cluster II. The 

inter-cluster distance was larger than the intra-cluster 

distance, which suggested wide genetic diversity among the 

genotypes of different groups. Dhatt and Garg (2008) [24] 

studied 21 genotypes of mid maturity cauliflower for two 

consecutive years and found that marketable curd weight, 

gross curd weight and stalk length exhibited considerable 

genetic variability while days to curd maturity was least 

variable character. High heritability coupled with high genetic 

advance was recorded for gross curd weight, marketable curd 

weight and stalk length during both the years. Kumar et al., 

(2009) [25] evaluated 15 exotic genotypes of cauliflower and 

reported that genotypes showed a wide range of variability for 

stalk length in CGN-11089 (5.56 cm) to CCS-06-08 (9.5 cm). 

Sharma (2010) [26] studied twenty-five genetically diverse 

lines of cabbage for the assessment of variability and inter-

association of phenotypic characters. Significant differences 

were observed among the genotypes for all the characters. 

The genotypic (GCV) and phenotypic coefficients of variation 

(PCV) expressed in per cent points were comparatively high 

for gross weight per plant and net weight of head. Kumar et 

al. (2011) [27] investigated variability in thirty two genotypes 

of early cauliflower and observations were recorded for each 

entry on eight quantitative and three quality traits. Significant 

differences among genotypes in early Indian cauliflower were 

reported, suggesting sufficient variability for yield and quality 

characters. The genotypes DC-98-4, DC-98-10 and DC-124 

were found superior with respect to yield and quality 

characters. The overall values of PCV were higher than those 

of GCV. The highest estimate of GCV was observed for 

vitamin C contents (54.58) followed by duration of curd 

availability (49.04). Gangapur et al. (2011) [28] reported that 

seed yield per meter and seed yield per plant showed higher 

phenotypic and genotypic coefficient of variability in both 

conditions followed by biological yield per plant in mustard. 

Mall et al. (2012) [29] observed genetic variability and 

divergence for some metric traits in twenty three Indian 

mustard genotypes under timely and late sown conditions to 

assess the impact of environments. The results revealed 

presence of wide exploitable variability in the material. The 

high values of phenotypic coefficient of variation closely 

followed by genotypic coefficient of variation for seed yield 

per plant in both the conditions. Singh et al. (2013) [30] 

evaluated twenty four genotypes of cauliflower consisting of 

hybrids and released/pre-released varieties. The analysis of 

variance indicated that the difference due to genotypes were 

highly significant for all the characters. Maximum phenotypic 
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coefficient of variation (PCV) was observed in leaf length 

(21.04) followed by leaf weight (17.19) while minimum 

variability was observed in days to maturity (7.01) followed 

by number of leaves (9.05) and number of inner leaves (9.22). 

Mehra and Singh (2013) [31] estimating genetic variability, 

heritability and genetic advance for curd yield per hectare & 

its contributing characters in cauliflower and noted that the 

genotypic and phenotypic coefficient of variation was lowest 

in days to 50 per cent curd initiation. Nimkar and Korla 

(2014) [32] evaluated late cauliflower in compact family block 

design with three replications for eight horticultural and three 

quality traits. F4 11-119-BP, F4 11-111-BP, F4 11-113-BP, 

F4 5-109-BP and F4 2-77-BP and F4 4-92-MP, F4 4-94-MP, 

F4 11-120-MP, F4 3- 84-MP and F4 11-112-MP possessed 

good yield and quality traits. PCV and GCV was high for the 

gross curd weight, net curd weight and harvest index. 

Mekonnen (2014) [33] reported that highly significant 

difference for day of maturity, grain filling period, secondary 

branches per plant, harvest index, days of flowering, plant 

height, primary branches per plant, biomass per plot, number 

of seeds per pod, seed yield per plot, oil content and oil yield 

per plot among the tested genotypes of Ethiopian mustard. 

Meena et al. (2014) [34] reported that high range for 

marketable yield, days to maturity and leaf length. The 

highest estimates of PCV and GCV were for stalk length 

followed by core length and yield and low for leaf width 

followed by polar length and days to maturity in cabbage. 

Chittora and Singh (2015) [35] observed genetic variability for 

eighteen quantitative characters and five qualitative characters 

in forty genotypes of early cauliflower. Analysis of variance 

revealed significant differences among the genotypes for all 

the characters except for days to curd initiation, days to curd 

maturity and curd depth. The genotypes viz., PCF-95, PCF-

106, Inb-9-5 and Inb-10-1 were found promising as they had 

more than one desirable quantitative and qualitative trait. 

PCF-95 had maximum curd yield per hectare (271.87 q) while 

PCF-101 exhibited earliest harvestable curd maturity (115.33 

days). Good level of phenotypic and genotypic coefficients of 

variation (PCV and GCV) were observed for characters like 

net curd weight, marketable curd weight, curd yield per 

hectare, harvest index and gross plant weight. However, 

lowest coefficient of variation was observed for days to curd 

initiation and days to curd maturity. 

 

Correlation coefficients 
Correlation coefficient is a measure of the degree of 

association between the two traits worked out at the same 

time (Hayes et al., 1955) [36]. Yield is very complex entity as 

it is not only polygenically controlled but also subject to the 

fluctuating environment. Hence, the selection of superior 

genotypes based on the performance of yield as such is 

usually not effective. For selecting superior genotypes, the 

breeder has to choose from the material on the basis of its 

phenotypic expression. The extent of observed relationship 

between two characters is indicated by phenotypic correlation 

which includes both hereditary and environmental influences, 

while the real association between the two characters is 

indicated by genotypic correlation coefficient which may be 

useful for selection (Johnson et al., 1955) [37]. Kumar (2002) 
[38] observed a positive and significant correlation of net curd 

weight with number of leaves per plant, gross curd weight, 

curd depth and curd compactness. Pathania (2003) [39] 

observed that net curd weight had positive and significant 

correlation with days taken to marketable curds (0.711), 

number of leaves (0.799), gross curd weight (0.915), curd 

depth (0.796), curd width (0.802) and curd compactness 

(0.949). Garg and Lal (2004) [40] studied 36 cauliflower 

genotypes and reported that net curd weight had positive and 

significant correlations with equatorial diameter of curd, curd 

size index, plant spread, polar diameter of curd and curd 

compactness index. The equatorial diameter of curd was 

positively correlated with polar diameter of curd while curd 

compactness index had positive correlation with plant spread. 

Kumar et al., (2004) [41] evaluated 51 genotypes of mid and 

late group and observed positive and significant correlation of 

net curd weight with gross curd weight, curd depth and leaf 

breadth. Liu et al., (2004) [42] reported that the curd yield was 

significantly correlated with leaf mass, leaf area, plant mass, 

diameter of curd stem and curd mass. Kumar et al., (2005) [43] 

studied 25 divergent genotypes of cauliflower and reported 

that genotypes significantly varied for all the horticultural 

traits. Net curd weight was positively correlated with gross 

curd weight, plant frame and leaf size index while curd depth 

was positively correlated with gross curd weight and 

negatively correlated with harvest index. Sharma et al., 

(2006) [44] revealed that marketable curd yield per plant 

exhibited positive correlation with net curd weight, curd size 

index, number of leaves per plant, curd length, curd breadth 

and gross plant weight at the genotypic and phenotypic levels. 

Singh et al., (2006) [45] reported that yield was positively and 

significantly correlated with curd width and curd weight with 

guard leaves. Among component traits, leaf size had positive 

correlation with curd weight with guard leaves and head 

compactness exhibited negatively significant correlation with 

curd width. Dhatt and Garg (2008) [24] concluded that gross 

curd weight, marketable curd weight and days to curd 

initiation positively influenced net curd weight both directly 

and indirectly. 

 

Studies on heritability and genetic advance  

Heritability is the proportion of phenotypic and genotypic 

variation which is transmitted from parent to progeny. 

Genetic variability largely depends upon heritable variation 

and higher heritable variations have greater possibility to fix 

the characters by selection methods. So heritability studies are 

of foremost importance to judge whether the observed 

variation for a particular character is heritable or due to 

environment. Knowledge of heritability for different 

component traits seems to be essential for any crop 

improvement programme because the heritable component is 

the consequence of genotype and is inherited from generation 

to generation. Johnson et al., (1955) [37] moreover found it 

more valuable to assess the heritability values in conjunction 

with hereditary development in anticipating the anticipated 

advance to be accomplished through determination. Kanwar 

and Korla (2002) [46] evaluated biparental progenies of cross 

PSBK-I × KT-25 of late cauliflower and found that 

heritability was high for stalk length, leaves per plant, days to 

marketable maturity, net curd weight and harvest index, 

indicating that these traits are highly heritable. High 

heritability accompanied with moderate genetic gain was 

found for stalk length, leaves per plant and net curd weight, 

suggesting the non-additive gene action for the control of 

these traits and hence, selection would be less effective. Leaf 

length was highly influenced by the environment as it 

recorded low heritability as well as low genetic gain. Dubey 

et al. (2003) [47] studied quantitative characters in sixty five 

genotypes of Indian cauliflower and observed that net curd 

weight (96.83 %), harvest index (95.78 %) and total plant 

weight (92.03 %) had high broad sense heritability, while 
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heritability estimates for curd depth (58.06 %), days to 50 % 

curd maturity (59.12 %) and leaf width (60.10 %) were of 

medium value suggesting that the environmental effects 

constitute a major portion of total phenotypic variation and 

hence direct selection for these characters will be less 

effective. Expected genetic advance and its estimates as 

percentage of mean for various characters revealed that net 

curd weight (71.33 %), total plant weight (62.66 %) and 

harvest index (51.77 %) had high genetic advance. Days to 50 

% curd maturity, plant height at 50 % curd maturity, leaf 

width and curd depth had low GCV, resulting in less genetic 

advance. Shakuntala and Kalia (2005) [48] studied variability 

on quality traits in 11 genotypes of green sprouting broccoli. 

High heritability (99.20 %) coupled with high genetic 

advance (78.11 %) was observed for ascorbic acid, indicating 

role of additive gene action for its inheritance. However, 

protein content had moderate heritability (69.60 %) and low 

genetic advance (8.98 %). Sharma et al. (2006) [49] evaluated 

thirteen diverse genotypes of cauliflower and observed high 

heritability and genetic advance for marketable curd yield/ 

plant, net curd weight and stalk length. This indicated the 

predominance of additive genetic variance and hence 

selection based upon these characters would be effective. 

These estimates were moderate for gross plant weight 

whereas harvest index and leaves per plant had high 

heritability with moderate genetic advance. Jindal and Thakur 

(2004) [50] studied heritability and genetic advance among 

twelve traits. High heritability with high genetic advance was 

recorded for harvest index and whole plant weight, indicating 

the occurrence of additive gene effects. High heritability with 

low genetic advance was recorded for plant spread and days 

to curd maturity, indicating the occurrence of non-additive 

gene effects. Gautam et al. (2005) [51] evaluated eighteen 

diverse genotypes of heading broccoli and found that 

heritability (in broad sense) varied from 35.60 % for stalk 

diameter to 86.50 % for marketable yield per plant. Genetic 

advance (expressed as percentage of mean) was maximum for 

marketable yield per plant (50.23), followed by gross weight 

per plant (42.12) and marketable yield per hectare (42.06). 

Marketable yield per plant showed high heritability and high 

genetic advance, indicating additive gene action and 

consequently a high genetic gain is expected from selection. 

Singh et al. (2006) [52] recorded more than 80 % heritability 

for curd weight with guard leaves, curd weight without guard 

leaves and leaf size. Leaf size, curd weight with guard leaves 

and curd weight without guard leaves exhibited high genetic 

advance along with high heritability. Halwai et al. (2006) [53] 

reported that PCV and GCV were high in case of gross curd 

weight, net curd weight, harvest index, stalk length and plant 

frame and were comparatively high in magnitude in BIP mix 

pollinated progenies. Heritability in broad sense coupled with 

genetic advance as percentage of mean and genotypic 

coefficient of variability were high for plant frame, gross and 

net curd weight, and low for number of leaves per plant and 

days to maturity. Net curd weight had positively and 

significant association with gross curd weight. Antonova 

(2009) [54] investigated the heritability and genetic advance for 

some characters in open pollinated cultivars and selected new 

breeding lines of late head cabbage. Broad-sense heritability 

was high for most of the investigated characteristics and 

varied from 45 % to 92 %. Highest heritability was observed 

for head weight while lowest for vegetation period. 

Atter et al. (2009) [55] estimated heritability and genetic 

advance for marketable and its component yield traits in 29 

lines of cabbage. High heritability was noticed for shape of 

head (93.1 %) followed by compactness of head (92.00 %), 

marketable yield (87.2 %), and gross weight per plant (82.5). 

Number of non-wrapper leaves, harvest index, marketable 

head and length of stalk showed moderate heritability 

estimates. Days to marketable maturity showed low 

heritability estimates (49.2 %). High heritability in broad 

sense indicated that large proportion of phenotypic variance 

was attributable to the genotypic variance and were less 

influenced by the environment. High genetic advance was 

observed for marketable yield (58.00), whereas it was low for 

days to marketable maturity (14.53), marketable head (2.56), 

length of stalk (15.00) and harvest index (19.00) and indicates 

hat these traits are likely to respond better to selection. Meena 

et al. (2009) [56] studied variability in thirty diverse genotypes 

of cabbage and noticed high estimates of heritability for yield 

(98.90 %) while gross weight (78.60 %) showed low 

heritability estimates. High heritability in broad sense 

indicated that large proportion of phenotypic variance was 

attributable to the genotypic variance and were less influenced 

by environment. High % of genetic gain was observed for 

yield (75.54 %) whereas it was low for days to maturity 

(21.10 %) and polar length (33.16 %). Kanwar et al. (2010) 
[57] reported high heritability accompanied with moderate 

genetic gain for days to marketable maturity, number of 

leaves, net curd weight and curd compactness pointed towards 

additive gene action which gave credence for successful 

breeding of these traits through selection. Sharma (2010) [58] 

studied variability in twenty five genotypes of cabbage and 

reported that most of the characters exhibit high heritability 

except for number of non-wrapper leaves and harvest index. 

The highest genetic advance was predicted for gross weight 

(60.33) followed by net weight of head (48.65). Kumar et al. 

(2011) [59] reported highest heritability for days to 50 % curd 

formation (0.992). High heritability along with high genetic 

advance as per cent of mean was estimated for curd 

compactness, net curd weight and vitamin C content. Nimkar 

and Korla (2011) [60] reported that gross curd weight and net 

curd weight exhibited high heritability and genetic advance as 

percentage of mean indicating the additive gene effects for 

these traits. The high heritability with low genetic advance 

was found for stalk length and days to harvesting. Rest of the 

traits had low to moderate heritability with low genetic gain 

indicating the influence of environment. Singh et al. (2011) 
[61] studied variability in thirty six diverse genotypes of 

cabbage and found that moderate to high heritability was 

evident for all the traits and was accompanied with high 

genetic advance for carotenoids (138.25 %), dry matter (62.74 

%), plant height (49.76 %), gross plant weight (65.35 %), net 

head weight (64.71 %), stalk length (81.82 %), core length 

(57.72 %) and head compactness (76.0 %) which show the 

presence of additive gene action. On the other hand, low 

genetic advance observed for ascorbic acid, number of non-

wrapper leaves, head shape index, days to 50 % maturity and 

harvest index reflected the predominance of non-additive 

gene action. Singh et al. (2013) [62] evaluated twenty four 

genotypes of cabbage and observed maximum heritability for 

leaf width (98.7 %) followed by leaves weight (95.1 %)and 

number of leaves (91.6 %). While, maximum genetic advance 

as percentage of mean was found for leaf weight (39.15 %) 

followed by leaf length (35.07 %) and leaf width (34.95 %). 

Leaf width and leaf weight showed high heritability coupled 

with high genetic advance which indicated additive factors for 

this character for which improvement is feasible through 

selection based on phenotypic observations. Qing et al. (2013) 
[63] studied combining ability and heritability in cauliflower 
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using six inbred lines. Narrow heritability ranked in the order 

of maturity, bracts rate, leaf coverage ratio, head height, ball 

diameter and head weight. Singh et al. (2013) [64] evaluated 

sixteen genotypes of cauliflower and observed high estimate 

of heritability in broad sense for two traits viz., curd weight 

without guard leaves and vitamin C, while the moderate 

heritability was observed for stem diameter. The high genetic 

advance in per cent of mean showed by curd weight with 

guard leaves while the lowest genetic advance in per cent of 

mean showed by leaves per plant. High heritability coupled 

with high genetic advance was observed for curd weight with 

guard leaves which are governed by additive gene and could 

be effectively improved through selection. Soni et al. (2013) 
[65] evaluated heritability and genetic advance in sixteen 

genotypes of cabbage under Lucknow condition. Findings 

revealed that high heritability in broad sense were observed 

for vitamin C (99.50%), days to maturity (98.90%), core 

length (88.20%), head weight (87.30%), yield (87.20%), leaf 

width (83.40%) and leaf length (83.20%) whereas, moderate 

for plant height (78.20%), equitorial length (72.70%), head 

polar diameter(71.60%), stalk length (71.20%), plant spread 

(69.80%) and number of non-wrapper leaves(66.00%). 

Genetic advance as percentage of mean varied from 6.04 %-

50.09% for plant spread and vitamin C content, respectively. 

Mehra et al. (2013) [66] reported that curd depth showed 

lowest heritability and genetic advance for this character. 

Plant diameter showed highest heritability (99.99%) with 

medium genetic advance (24.04) and moderate genetic 

advance as percentage of mean (29.79 %). These characters 

are very important while making selection for high yielding 

genotypes. Ali et al. (2013) [67] studied variation and 

heritability of some morphological and biochemical traits of 

introduced Ethiopian mustard genotypes. The highest 

heritability values were recorded for pod length (0.83) 

followed by pods on main raceme (0.82). Genetic advance (as 

percent of mean) was the highest for seed yield plant-1 and 

pods on main raceme. 

 

Conclusion 

The composing checked on in this paper highlighted the 

variability, heritability, genetic advance, correlation, path 

analysis and genetic divergence available in cauliflower 

genotypes. Due to its good taste it is favored by provincial 

and urban people but the little data with regard to alter 

program limits the agriculturists to win most prominent 

advantage. Hence, data of relationship of characters may 

illustrate exceedingly profitable in an objective choice of 

needed characteristics. A wide amplify of capriciousness 

gives an exceptional scope for making strides resign of 

cauliflower through an exact and orchestrated choice program 

for one or more facilitate or circuitous yield components. 

Consequently, to induce reasonable higher yields the 

underneath standings on the connection of characters with 

curd yield (q/ha) and other green characteristics themselves is 

crucial. Empower way coefficient examination is a successful 

instrument to demonstrate arrange and underhanded affect to 

each character towards abdicate. The studies on the extent of 

variability available in the germplasm offers a better 

opportunity to judge the scope for the selection of desirable 

genotypes and a subsequent estimates of heritability, genetic 

gain and inter relations among the different traits helps in 

making effective selection.  
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