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Abstract:

One of the fundamental challenges for an organism is to survive changes in the physical environment-mainly
extreme temperatures, salinity, or dehydration. Some organisms when exposed to extreme conditions evolved
biosynthetic pathways for some active compounds, thus enabling survival. Among these compounds is trehalose.
As many functions have been described for trehalose specially to protect against stress we have investigated the
pathways exist for trehalose biosyntethis in plants using databases and gene banks and sofwares like CLUSTAL —
X, Tree view, Genedoc and Genevestigator server. Among 5 pathways found for biosynthesis of trehalose there is
one pathway in plants. Based on phyligeentic analysis done using MEGA3 software genes involved in this
pathway grouped into tree main group.
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