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Summary  

In order to study of cytogenetically variation on tea selected clones in Iran, ordinary 
squash technique was used. The root tip of tea was cut and pretreatment with α-Bromo-
Naphthalene and then fixed by Farmer solution. The roots were stained with Aceto-Iron-
Hemataxilin solution after hydrolyzation by HCl (1 N). Some of the chromosomal parameters 
including the total length (TL), long and short arm lengths (LA and SA), arm ratio (AR), 
centromer index (CI) and Chromosome numbers was measured. All of the studied genotypes was 
diploid, with 30 Chromosomes (2n=30). The resultant data were tested for normality and then 
analyzed according to two-factorial experiment based on the completely randomized design 
(CRD) with three replicates of cells. The first factor was considered to be genotypes with 7 levels 
and the second was considered to be chromosomes with 15 levels. Analysis of variance showed 
that there are significant differences between genotypes and Chromosomes in TL, LA and SA 
characters. Furthermore, the mean comparisons have been carried out on the genotypes using 
Duncan's method. Consequently, TL and SA chromosome parameters in 3 classes, LA in 4 
classes, and CI and AR in 1 class have been categorized. Cluster analysis has been carried out for 
all chromosome parameters from which the genotypes have been classified in three classes. 
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