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The limited genetic variation for key traits, important to the Australian chickpea industry such as tolerance to soil acidity poses a significant barrier to further genetic improvement and expansion of chickpeas to new production areas. Genetic transformation and gene editing methods offer the potential to improve the traits of interest in chickpeas. The stable genetic transformation of chickpeas is time-consuming and inefficient. To investigate the function of the priori genes involved in aluminium, and low pH tolerance, we used a hairy root transformation mediated by Agrobacterium rhizogenes K599 strain. The RUBY and BASTA herbicide resistance genes under the control of CaMV 35S promoter were used as selectable markers. Several transgenic lines expressing RUBY that convert tyrosine to vividly red betalain were developed. Further work is in progress to check the transcript levels of priori genes in the transgenic chickpea hairy roots.




