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Abstract : Thisstudy comprised of five families to study gene action. For daysto flowering, all three types of gene effects were observed in
fivefamilies, thisindicated that both additive aswell as non-additive gene effects had a major contribution in inheritance of thistrait. In plant
height, all thetype of gene effect wereregistered in five significant crosses but the magnitude of non-additive gene effect was much higher than
additive component except in PDM 14 x GM 4, this cross expressed additive x additive (i) type of gene action. In seed yield, it was concluded
that epistatic components additive x additive (i) and dominance x dominance (1) effect was significant in crossGM 4 x GM 3 and PDM 143 x
GM9918, PDM 11 x K 851 and PDM 87 x GM 3, respectively. In general, the magnitude of dominance x dominance type of gene action was
very higher magnitudefor yield per plant. Inthistrait, none of thefamily observed significant in desiredirection for intra- allelic interaction gene
action for YMV incidence. For improvement of such crosses, inter-se mating, multiple crossing and recurrent selection would be more fruitful

asdominance could be diluted dueto inbreeding and additive gene could befixed.
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INTRODUCTION

India has done remarkable progress in enhancing the
productivity of cereals but the production of pulses to the
level of self-sufficiency has been a cause of worry in the past
and even today. Every year country suffers from gross deficit
of pulsesand shortfall in requirement isto meet through import
from various countries. Theyield levels of this crop could be
increase by way of genetic improvement. However, very scanty
information is available on this aspect of yellow mosaic virus
in mungbean (MY MYV). Identification of suitable parents for
hybridization is an important means to meet the objectives of
breeding programme. It not only hel psto identify parentsand
crosseswhich arelikely to give the maximumimprovement for
the trait under consideration but also provide means of
understanding regarding gene actioninvolved init. An attempt
was made to identity specific cross combinations for YMV
incidence, seed yield and its components in mungbean.

The analysis of generation means (Hayman and Mather,

1995 and Hayman, 1958) is useful in testing the adequacy of
different types genetic models and then estimating the genetic
parameters in the form of components of means. The
parameters obtained are useful to the breeder in understanding
the genetic structure of populations, their variation and
response to various breeding approaches. Thegrainyieldisa
very complex trait controlled by polygene with small effects.
Theinformation of genetic architecture of yield and itsvarious
componentsistherefore, the prerequisite for adopting asound
breeding programmme with the above in view, the present
investigation was conducted to study genetic parameters for
yield components, including resistance to yellow mosaic
virug(YMV).

MATERIALS AND METHODS

This study comprised of five families to study gene
action. Fivefamilieswereviz, PDM 143x GM 9918, PDM 11 x
K 851, PDM 14x GM 4, PDM 87x GM 3and GM 4x GM 3. From
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