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PROJECTS

Roadmap of developing systems biology in Iran— We wrote a 10-years roadmap for the development of systems biology approach
in Iran, which was ordered by the Biotechnology Development Headquarters and conducted under the supervision of the Iranian Systems
Biology Association

Kidney Meta- eQTL Project— We are conducting the largest expression quantitative trait loci (eQTL) mapping study on kidney gene

expression patterns through a collaboration with international expert teams.

ICBP partitioned PRS Project— We are clustering BP SNPs to different functional groups based on their associations with other

related complex traits and diseases. By partitioning the BP polygenic scores (PRS) into functional clusters, we aim to increase the transferability

of PRS across ancestries.

Post-GWAS project —GWASs identify the associated genomic loci for complex traits. We analyze these data to find the biological

interpretation of the associated loci. We have applied our pipeline on different complex traits/diseases through international projects which their

publications are already available online.
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