Deep transcriptomic analysis of Chromera
velia under Mercury-stress condition.
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Introduction

* Chromera velia is an unicellular photosynthetic marine alga isolated .
from Australia.

* (. velia is the closest known relative of apicomplexan parasites.
* Mercury(Hg) is one of most toxic heavy metals in marine ecosystem.

* At higher concentration Hg leads to the disruption of water flow in
higher plants, modulation of chloroplast structure and trigging of ROS

effect.
* (. velia is more tolerant to Hg toxication when compared to plants and
other related algae.
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Methods

C. velia was cultured in variable concentration of Hg.

* RNA isolation was followed by cDNA library
construction.

* Transcriptome sequencing was done and followed by
quantification of variable expression of genes.

* Identification of Differentially Expressed Gene’s (DEG’s)
* Real Time-qPCR analysis was done for validation of

* RNA-seq is very useful tool for the identification of related gene and to RNAseq results.
elucidate the expression patterns in C. velia.
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CONCLUSION

FUTURE DIRECTIONS

* Deep Transcriptome analyses was done for C. velia
* Differential expression of various genes was observed under

Hg stress in C. velia.
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