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Origin and Evolution of OSCA1 Family in Plants

CHALI Li-fang ( College of Life Science of Shanxi Normal University, Linfen, Shanxi 041000)

Abstract OSCA (reduced hyperosmolality-induced [ Ca> ], increase channel) are hyperosmolarity-gated non-selective cation channels that
permeates calcium ions. OSCA family plays a key role in sensing exogenous and endogenous osmotic changes and regulating plant growth and
development. Most of the current researches on the OSCA1 family focused on functions, but few on phylogenetic analysis.There were no further
studies using a large number of samples in plants.In this study, we investigated the origin and evolution of OSCA1 family in 82 species in plants
that had completed genome sequencing. The results were as follows: OSCA1s in angiosperms could be divided into four branches (OSCA1.2,
0OSCAL1.5, OSCA1.7 and OSCA1.8), and that OSCAls was monophyletic in the whole higher plants. There were gene duplication events oc-
curred in all 8 members of OSCA1 family.The number of OSCA1 family in lower to higher plants showed an increasing trend in general.The a-
bove results could be not only helpful for us to know the phylogeny of OSCA1 family in plants, but also helpful for further study of its functions.
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Fig.1 Phylogenetic tree of analyzed OSCA1 amino acid sequences in plants(NJ tree)
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