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Somatic embryogenesis (SE) is one of the plant
regeneration pathways. This process is very
similar to zygotic embryogenesis, but embryos
develop not from zygote, but from vegetative
tissues. This process is widely used in
biotechnology for plant transformation and
propagation. Somatic embryos can derive
directly from the vegetative tissues or through

We study SE in Medicago truncatula (Fabaceae).
There are several Medicago lines, differing in capacity
for somatic embryogenesis in vitro.
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The aim of the project was to study the MtWOX2 role in the SE in M. truncatula

We performed transcriptome analysis of Medicago truncatula calli with
overexpression of this gene compared to the calli overexpressing GUS.

It was shown that MtWOX2 overexpression led to the changes in expression
levels of genes, enriched with several GO pathways, including groups related to

Due to qPCR results, expression of MtWOX2 does not
increase significantly during SE neither in non-embryogenic
line, nor in embryogenic one.
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