
Gene expression profiles of different components of the developing kidney are compared. This series shows the changing gene expression patterns of the forming nephron. E11.5 metanephric mesenchyme is compared to E12.5 renal vesicles, which are compared to E15.5 S-shaped bodies, which are compared to both E15.5 proximal tubules and E15.5 renal corpuscles (glomeruli).


Components were collected by laser capture microdissection, the RNA purified, and target prepared and hybridized to Affymetrix MOE430 version2 microarrays. For details of the procedures refer to protocols.


Biological triplicates, or more, were analyzed for each component.


The data was analyzed with GeneSifter software, using RMA normalization, performing a pairwise t-test, requiring a fold change of equal to or greater than two, and a P value of equal to or less than 0.05.


The Excel data includes log base 2 transformed expression levels (mean and standard error of the mean), ratio or fold change, up or down change (in second component), P value, several gene identifiers including symbol and name, chromosome location of gene and ontology information.

