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Introduction: Aamonda serbica Panc. is a resurrection plant that can survive a long period of severe dehydration- EesEEt
desiccation. Desiccation induces cellular membrane integrity loss, protein aggregation, and denaturation, as well as S
accelerated generation of reactive oxygen species. However, £ serfica can fully recover its metabolic functions §
already one day upon watering [1]. >
Aim: to obtain more insight into the mechanisms of desiccation tolerance in # serfica by differential de novo g8
transcriptomics of hydrated (HL) and desiccated leaves (DL).
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Results:
Atter gz novetranscriptome analysis, |894ab transcripts (32.6% with the length between allU-1kbp) with 183003 unigenes were annotated with seven comman
databases. Among obtained unigenes, b4.6% and 42.3% were annotated by NGBl non-redundant protein and nucleotide sequences database (db), Za7% by PFAM
db, 22.0% by Clusters of Urthologous Groups of proteins db, 48.02% by awiss-Prot db, 28 % KEGG db and 13.73 by Gene Untology db.
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