INTRODUCTION
The cattle of Bangladesh are mainly an indigenous, Zebu type (Bos indicus) and their daily average milk production is 0.5 to 2.5 liter (Khan et al., 2005 and Hossain et al., 2002). Whereas, crossbred cattle namely cross of Holstein-Friesian, Jersey, Sahiwal and Red-Sindhi with indigenous cattle produces 5 to 10 liters milk per day (Hossain et al., 2002; Majid et al., 1998; Khan and Khatun, 1998 and Nahar et al., 1992). 
Crossbred cows usually exceed the average performance level of potential pure-breeds and thus play an important role in livestock improvement. They have enough economic importance in terms of total production potentialities. Therefore, Bangladesh is conducting dairy cattle genetic improvement programme since 1970 using both tropical and temperate breeds through straight-breeding and crossbreeding. Certainly no unique achievement for production potentialities of crossbred cattle due to diversity of management systems and indiscriminate of breeding policy.    
Dairy cattle improvement depends largely on the emphasis placed on increasing production by selection. Productive and reproductive efficiency of cow directly affect the profitability and also act as indicators in selecting animal. Estimates of genetic parameters for productive and reproductive traits can be justified because these traits have high economic importance.
To devise an efficient method of selection for genetic improvement in dairy cattle, it is necessary for breeders to have information of the heritability, repeatability, genetic and phenotypic correlations of dairy traits (Malau-Aduli et al., 1990). The rate of genetic gain that could be made by selection is depends on the heritability (h2) of the traits. Estimation of heritability (h2) and repeatability (r2) of traits are essential genetic parameters required in animal breeding research and the design and application of practical breeding programme (Koots et al., 1994).
Accurate estimates of the genetic parameters are important for ranking of the breeding animal in the herd to choose genetically superior cows. Genetic parameters may change due to selection, migration of gene from one population to another, or changing environmental conditions (Van Der Werf and De Boer, 1989). Selection over the time alters genetic (co)variances due to accumulation of inbreeding and gametic phase disequilibrium (Falconer, 1981 and Bulmer, 1971).
There is wide variation in terms of production as well as reproduction among the existing cattle. To enhance their genetic potential, several indiscriminate attempts were undertaken in past few decades but no remarkable responses are observed (Bhuiyan, 2001 and 1997). In most of these programmes, scientific procedures for genetic evaluation of breeding animals an estimate of the merit of an individual’s full complement of genes were not followed. But the pre-requisite for estimation of genetic merit of animals is the good estimate of genetic parameters i.e., heritability and genetic correlation (Rahman et al., 2007).
Estimates of genetic parameters (heritability, repeatability, genetic, phenotypic, and environmental correlations) have been established for most economical important traits, genetic evaluation of sires and dams has become a highly accurate procedures, availability of genetically superior breeding stock is widespread, selection index procedure for estimating pedigree value and trait combination scores have received wide acceptance and use, and rate of genetic advance for economically important traits has accelerated (Marquez et al., 2003).
Genetic parameters of economically important traits are usually estimated from field data. Genetic evaluation can be undertaken based on different models (e.g. sire model/ individual animal model). Parameters in a model can be estimated by several ways such as Least Square Methods (LSM), Restricted Maximum Likelihood (REML) and Best Linear Unbiased Predictions (BLUP) (Ducrocq, 1990). For the genetic evaluations, various computer software could use such as ASREML, AIREML, BreedPlan and SAS (Khan, 2009). 

Numerous estimates of genetic parameters for production traits have appeared in the dairy cattle breeding in literature (e.g. Carabano et al., 1989; Biochard and Bonaiti, 1987; Meyer, 1984; Hill et al., 1983 and Maijala et al., 1974), but their applicability under Bangladesh condition is limited. The majority of studies of dairy cattle breeding in the tropics, including Bangladesh, has been biological, involving comparisons of productive and reproductive performances (e.g. Khan et al., 2005; Hossain et al., 2002; Uddin, 2001; Hirooka and Bhuiyan, 1995; Udo et al., 1990; Ahmed and Islam, 1987; Rahman et al., 1987), but there are very few studies on genetic parameter estimates for economic traits (e.g. Rahman et al., 2007; Ahmed et al., 2004; Hossain et al., 2002; Bhuiyan, 1999) were found. 
Recently a good number of crossbred cattle have already been added to the herd of different parts of the country. Genetic parameters of this new base population prior to selection must be known in order to draw general inferences about the population, to predict genetic gains from breeding programs, and to predict breeding value of the animals. Therefore, this study was an attempt to collect information of genetic parameters on productive and reproductive traits in crosses of temperate breeds with indigenous cattle of Bangladesh.
1.1. OBJECTIVES
1.1.1. General objectives
1. To know the phenotypic performance of the crossbred dairy cows under existing farming system.

2. To estimate the genetic parameters of important dairy traits for crossbred dairy cows.

3. To find an indication and ways to select superior animals for future breeding programme. 
1.1.2. Specific Objectives
1. To know the mean phenotypic value of five important dairy traits. 
2. To know the effect of different factors such as farm, season of birth, year of birth and lactations on economically important dairy traits.

3. To estimate the heritability (h2) of dairy traits for crossbreds.

4. To estimate the genetic and phenotypic correlations between dairy traits.
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