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I. Abstract Body (up to 250 words)
The rapid increase in the world population and the growing food demand in parallel bring about the examination of the factors in ensuring efficiency control in the arable land and the need for new studies to solve the problems that may arise with these variables [2].

In this study,  gene expression profiles of two genes belonging to different transcription factor families; CAMTA [3] and YABBY [1], were investigated in two different common bean varieties  exposed to lead (Pb), copper (Cu) and cadmium (Cd)  stress Various concentrations of the heavy metals were applied to the leaves of two different common bean varities (Akman-98 and Önceler-98) and, the expression levels of the genes were determined by qRT-PCR followed by a  normalization procedure performed by using actin (ACT) as a housekeeping gene. Results revealed that mRNA levels of target genes show differences after lead (Pb), copper (Cu) and cadmium (Cd) stress exposure.  Increasing the concentration in lead (Pb) stress was not very effective in CAMTA genes on Akman-98 variety It was determined that copper (Cu) concentration cause the increased gene expression level in Akman-98 bean variety and cause the decreased in Önceler-98 bean variety. Increasing the concentration of cadmium (Cd) caused an increase in expression levels in bothgenes in Akman-98 bean variety. Higher concentrations of cadmium (Cd) caused as the decrease in YABBY-7 gene expression level and the increase in CAMTA-4 gene expression level in Önceler-98 bean variety.
II.  Image:
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Fig 1: Stresses and  mRNA fold changes applied  to CAMTA-1 gene in two bean varieties.
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