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ABI5, a bZIP family transcription factor (TF) is one of the components of the abscisic acid (ABA) signalling pathway in seeds. In Arabidopsis thaliana,

it is also involved in tolerance against water stress that induces growth arrest after germination. Our purpose is to investigate the role of MtABI5 in
desiccation tolerance (DT) of Medicago truncatula seeds using insertion mutants and transcriptomic analysis.
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MtABI5 affects transcript levels related to biotic defense response during the re-establishment of DT
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MtABI5 and ABA synthesis during the re-establishment of DT
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Genes coding for zeaxanthine epoxidases (ZEP, ABA1) that are involved in ABA ABA contents increased in emerged radicles of both WT and Mtabi5-1 mutant
synthesis were upregulated upon the re-establishment of DT, whereas genes emerged radicles after PEG treatment. However, contents were 1.2 fold lower
involved in ABA catabolism (CYP707Al1, abscisic acid 8'-hydroxylase) were in Mtabi5-1 radicles that remain sensitive to dessication after PEG treatment.
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