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OBJECTIVES

Integration of experimental results followed by an extensive data analysis and mining can lead to the discovery of hovel biomarkers of chronic
kidney disease (CKD). The present study aims at the development of a peptide and protein centric database infegrating high-throughput
peptidomics and proteomics data retrieved from other existing databases and state-of-the-art literature related to CKD. The database
supports comprehensive data analysis in order to achieve a better understanding of kidney pathologies.
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Dendrogram representing unique proteins and peptides for diabetic nephropathy (DN)
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