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Abstract

The research is to study gene action on yield and yield components of three sesame
varieties; Kul8, A30-15 and WL9. The population consists of six generations i, e., Py, Py, Fy, Fy,
BC,, BC, of three crosses. They were evaluated yield and yield components during October
2013 to February 2014 at Faculty of Agriculture, Ubon Ratchathani University, by
Randomized Complete Block Design (RCBD) with 3 replications. The result revealed that
additive, dominance and epistasis gene effects were significant for first pod height, plant
height and internode length . Where as dominance gene effect was more important than
additive gene effect and epistasis for branches per plant, pod number per plant and 1000

seeds weight.
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Table 1 Gene effects of first pod height, plant height, internode length, number of primary branches per plant, number of pods per plant, 1,000 seeds weight.

Gene effect
Character Cross m d h [ j l
First pod height KU18xA30-15 24.79+4.46** -1.97+0.76* 31.93+11.50** 12.34+4.39** -52.12+3.42%* 8.54+7.82**
KU18xWL9 18.24+6.309** -0.88+0.806 43.54+20.27*%* 17.80+6.25** -57.41+4.32%* -17.43+29.42**
A30-15xWL9 42.98+4.67** 1.07+£3.41 -1.68+13.51* -4.96+3.2%* -78.91+£7.31** -1.41+£9.25
Plant height KU18xA30-15 54.76+6.72** 3.54+1.30** 70.70+16.78** 26.42+6.59** -192.11+£4.91%** -26.51+£11.18**
KU18xWL9 78.1+6.39%* 9.25+1.43* 15.38+16.28 - 2.62+6.23 - 122.78+5.01** - 93.09+4.60**
A30-15xWL9 122.44+3.40%* 5.61+1.82** 1305.50+10.17** - 50.6+£2.87** - 93.09+4.60** 160.39+7.15**
internode length KU18xA30-15 6.34+0.41%* -0.37+0.10** -1.18+11.28 -1.22+0.39** -10.75+0.35%* 0.95+0.71
KU18xWL9 4.87+0.52** 5.97+0.11** 1.68+1.42 1.1+0.51* -11.68+0.46** -0.88+0.94
A30-15xWL9 5.92+0.39** -0.18+0.11 -0.04+1.04 -0.24+0.37 -10.76+0.35** -0.48+0.71
Number of primary KU18xA30-15 1.13+0.504* -0.27+0.12* 2.29+1.27* 0.70+0.47 -3.44+0.41** -1.42+0.88
branches per plant KU18XWL9 14126.12 - 0.13+0.57 1.15+14.66 adm adm adm
A30-15xWL9 -0.71+0.51 0.13+0.12 7.40+1.42%* 2.68+0.501** - 10.76+0.47** - 3.63+0.85**
Number of pods KU18xA30-15 23.14+4 23** -1+1.40 10.98+11.08 -0.04+3.99 - 45.68+3.78** 24.8+8.93**
per plant KU18xWL9 15.34+5.01%* 0.33+1.09 17.38+13.54 6.42+4.89 -19.47+4.41%* - 7.43+9.24
A30-15xWL9 20.95+5.70** 1.33+1.42 109.79+16.64** 43.72+5.52%* 37.53+5.69** 48.81+13.15%*
1,000seeds weight KU18xA30-15 3.96+0.55%* 0.125+0.10 1.424+1.30 0.92+0.53* - 6.03+0.36** 0.63+0.78
KU18xWL9 -10.49+0.58** -0.12+0.22 41.81+1.39** 13.52+0.53** -19.18+0.51** - 28.74+0.87**
A30-15xWL9 3.13+0.54** 0.005+0.22 0.20+1.32 adm adm adm

m = mean; d = additive; h = dominance; i = additive x additive; j = additive x dominance; | = dominance x dominance ;adm = additive dominance model

* Significance at 5 % level of probability

* * Significance at 1 % level of probability
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