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Objective: to develop a highly effective plant-microbial system “Medicago lupulina + Rhizaphagus irregularis” based on the
inoculation-responsive plant, MIS-1 line, and effective AM fungus, strain RCAMO00320.

Tasks: 1) assessment of the mycorrhization effect on the metabolome and transcriptome of the host plant, identification of the
main ways of developing effective AM; 2) creation of a collection of AM fungal strains to form effective PMS.

Materials and methods: A pot experiment was conducted in conditions of a low and optimal level of phosphorus available
for plant nutrition. The effect of mycorrhization on the metabolome (GC-MS data analysis ) and transcriptome (Massive
Analysis of cDNA Ends) of the host plant at the key stages of development was evaluated.
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Conclusions:

The effective plant-microbial model system

“Medicago lupulina + Rhizaphagus irregularis” has
been developed.
The main groups of genes and metabolites involved
in the development of effective AM symbiosis have
been identified.
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