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Aldosterone from adrenal cortex is the most important mineralocorticoid for the sodium reasorption, potassium
excretion, and water retention in the distal region of the nephron. This action led to regulation of blood pressure
and balance of fluids and electrolytes in blood. In addition, high level of aldosterone induces fibrosis of heart
tissue. In molecular mechanism of aldosterone action, aldosterone- mineralocorticoid receptor (MR) complex acts
as a transcription factor in nucleus, which transactivates or represses the transcription of target genes related to
physiological consequences for salt and water homeostasis. However, many of them have not been identified
and analyzed yet.

In this study, targeted proteomic strategy and advanced proteomic technologies with aldosterone rat model were
applied to analyze and identify the aldosterone dependently expressed proteins in rat kidney cortex. To address
this, we conducted comparative analysis between normal and aldosterone- treated proteome from membrane
fractions using two- dimensional differential gel electrophoresis (2D- DIGE) and label free quantification with
UPLC- Q- TOF mass spectrometry. The changed proteins by aldosterone were quantified by DeCyder and PLGS
software and subjected to identification with LC- MS/MS.

As a result, modulated proteins were identified, which could produce the clues for the understanding of
aldosterone action on kidney.

In conclusion, the combination of gel and non- gel based proteomic approach is high- throughput and effective
method for global analysis of aldosterone dependent proteins.
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