Expression of paralogous gene families in the human brain
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The tissue-specificity of paralogous gene functions can be brought out by measuring gene expression and members of a gene family can show specific
expression profiles in different tissues. Our main objective Is to identify gene families having specific expression patterns between brain tissues or
shared between brain and accessible tissues. To reach this goal we have to deal with genomic regions of paralogs with a high sequence homology that can
Impact RNA-seq expression measurements. By looking to the mappability of duplicated genes we estimate the proportion of problematic genes and genomic
regions. Moreover we extract representative expression profiles of gene families in brain and blood by using expression correlation and differential
expression analyses.
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Objectives
1) Study on the mappability of duplicated gene transcriptome
2) ldentification of interesting expression profiles of gene families by differential expression studies
1) The duplicated gene mappability 2) Expression analyses of gene families
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family with strong sequence homology. between different tissues from shared individuals.
Perspectives

Manage to differentiate brain tissues from expression profiles of gene families

Improving the expression measurement of duplicated genes Gene expression analyses between different brain tissues

* Bioinformatics method to improve brain reference
transcriptome based on hybrid RNA sequencing.
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