Table 1 Analysis of variances for someyield and biochemical traits in F1 and F2 diallel crosses of the eight parents in tomato

	Source 

	d. f.
	Days to 
50 % flowering
	Plant 
height (cm)
	Primary branches plant-1
	 Fruits
Plant-1
	Harvest span (days)
	Total soluble solids (0Brix)
	Fruit acidity (%)
	Fruit yield 
(kgplant-1) 

	Blocks
	2
	241.31**
	31059.2**
	140.95
	2.04
	7714.39**
	3.00**
	0.079**
	3.92**

	Genotypes
	64
	41.23**
	580.95**
	5.35**
	258.14**
	106.12**
	1.16**
	0.080**
	0.38**

	Parents
	7
	32.39**
	609.24**
	3.13**
	127.27**
	30.53**
	0.70**
	0.067**
	0.12**

	F1
	27
	47.76**
	591.42**
	5.06**
	200.24**
	84.71**
	0.98**
	0.036**
	0.34**

	F2
	27
	27.19**
	493.86**
	4.89**
	366.61**
	133.86**
	1.52**
	0.085**
	0.41**

	P Vs F1
	1
	109.69**
	2152.16**
	43.09**
	58.08**
	524.72**
	0.10**
	0.004**
	2.74**

	P Vs F2
	1
	15.93**
	304.08**
	38.84**
	61.94**
	172.02**
	0.39*
	0.005**
	1.01**

	Error
	128
	2.00
	19.67
	0.28
	4.58
	9.47
	0.007
	0.001
	0.023

	
	
	*’** Significant at 5 %  and  1 % level, respectively



























Table 2 Estimates of genetic componentsfor some yield and biochemical traits in F1 and F2 diallel crosses of the eight parents in tomato

	
Source
	Days to50 %flowering
	Plant height(cm)
	Number of primary branches plant-1
	Fruits plant -1
	Harvest span
(days)
	Total soluble solids(0Brix)
	Fruit acidity
(%)
	Fruit yield
(kg plant-1)

	
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2

	D
	9.66 5.84
	10.43** 2.69
	194.69**
81.47
	195.51**
39.97
	0.99
0.82
	0.92
1.07
	39.69**
18.79
	41.59*
32.52
	5.43
4.82
	4.99
5.60
	0.23**
0.10
	0.23
0.17
	0.02
0.01
	0.02
0.01
	0.33**
0.03
	0.04
0.03

	H1
	57.84**  13.42
	128.31** 24.73
	489.07**
87.39
	1573.98**
367.52
	9.29**
1.88
	33.05**
9.87
	177.95**
43.20
	1362.4**
299.05
	123.26**
11.08
	623.49**
51.54
	0.97**
0.22
	6.95**
1.53
	0.02
0.01
	0.46**
0.09
	0.33**
0.07
	1.52**
0.29

	H2
	51.43**  11.68
	110.99** 21.51
	355.68**
162.94
	971.96**
319.74
	7.33**
1.63
	22.38**
8.59
	160.36**
37.59
	1281.36**
260.17
	99.57**
9.64
	577.46**
44.84
	0.81**
0.12
	6.27**
1.33
	0.02
0.01
	0.43**
0.08
	0.29**
0.06
	1.28**
0.25

	h²
	17.50*
7.83
	2.45
3.61
	349.41**
109.28
	46.56
53.61
	7.04**
1.10
	6.32**
1.44
	8.33
25.21
	9.80
43.52
	24.01**
6.46
	25.95**
7.52
	0.01
0.13
	0.06
0.22
	0.01
0.01
	0.07
0.01
	0.45**
0.04
	0.17**
0.04

	F
	11.55 13.80
	17.40
12.71
	56.61
192.51
	209.30
188.88
	2.59
1.93
	5.23
5.07
	0.76
44.41
	-48.07
153.69
	21.16
11.39
	8.61
26.49
	0.11
0.23
	0.29
0.79
	0.01
0.01
	0.03
0.04
	-0.04
0.07
	-0.04
0.15

	E
	1.44 1.95
	0.36
0.90
	8.40
27.16
	7.58
13.22
	0.06
0.27
	0.13
0.36
	2.73
6.26
	0.84
10.84
	4.75**
1.61
	5.19**
1.87
	0.01
0.03
	0.01
0.06
	0.01
0.01
	0.01
0.01
	0.01
0.01
	0.01
0.01



D: additive genetic variance, H1: dominance genetic variance, H2: corrected dominance genetic variance, h2:  total genetic dominance relative to the heterozygous loci, F: product of additive by dominance and E: expected environmental variance.

*’** Significant at 5 %  and 1 % level, respectively




















Table 3 Estimates of genetic ratios for some yield and biochemical traits in F1 and F2 diallel crosses of the eight parents in tomato

	
Source
	Days to50 %flowering
	Plant height(cm)
	Number of primary branches plant-1
	Fruits plant -1
	Harvest span
(days)
	Total soluble solids(0Brix)
	Fruit acidity
(%)
	Fruit yield
(kg plant-1)

	
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2
	F1
	F2

	(H1/D)1/2
	2.45
	3.51
	1.58
	2.84
	3.06
	6.01
	2.12
	5.72
	4.77
	11.18
	2.05
	5.48
	1.01
	4.56
	3.16
	6.37

	H2/4H1
	0.22
	0.22
	0.18
	0.15
	0.20
	0.17
	0.23
	0.24
	0.20
	0.23
	0.21
	0.23
	0.21
	0.24
	0.22
	0.21

	KD/KR
	1.65
	1.62
	1.20
	1.47
	2.49
	2.81
	1.01
	0.82
	2.38
	1.17
	1.26
	1.26
	1.33
	1.37
	0.70
	0.84

	h2/H2
	0.34
	0.02
	0.98
	0.05
	0.96
	0.28
	0.05
	0.01
	0.84
	0.04
	0.02
	0.02
	0.01
	0.17
	1.51
	0.13

	Heri. (ns)
	15.95
	29.58
	29.46
	37.98
	12.50
	12.93
	17.42
	10.15
	4.28
	2.81
	20.86
	12.60
	53.00
	17.95
	7.52
	8.19



 (H1/D)1/2 :average of degree dominance, H2/4H1: frequency of positive or negative alleles in loci which showed dominance, with a maximum value of 0.25,  KD/KR: proportion of dominance genes, h2/H2: number of gene groups which control the traits and show some degree of dominance,  (ns): heritability for diallel in a narrow sense.

[bookmark: _GoBack]*’** Significant at 5 %  and  1 % level, respectively



