©
2013 2015

1gA 1gA

Proteomic analysis of IgA-deposits on glomeruli of biopsy samples of IgA
nephropathy

Yoshida, Yutaka

3,700,000

EMARS
1gA 1gA

EMARS fluorescein-tyramide

EMARS method can label proteins in the immediate vicinity of a target membrane
protein with fluorescein without destruction of cells or tissue integrity. We aimed to identify IgA
deposits on glomerulus of biopsy samples of patients with IgA nephropathy bur found problems in
specificity of labeling and low recovery of proteins. We, therefore, used glomeruli highly purified from
rat kidneys and nephrin as a target protein to improve EMARS method. By using fluorescein-tyramide as a
labeling reagent, labeling specificity was much improved and we succeeded in identification of many
membrane proteins associates with neﬁhrin in the slit diaphragm, but also find a low recovery and low
specificity of labeled proteins in the step of collection of labeled proteins.
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Soluble Protein Extraction (SPE)
Focus Global Fractionation Kit, G
Biosciences, St Louis, MO, USA
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1 Nephrin

2 Neph1l

3 Podocalyxin

4 Podocin

5 Claudin 5

6 JAM A, Junctional adhesive molecule A

7 GLEPP1, Receptor-type tyrosine-protein phosphatase

8 CAR, Coxsachievirus and adenovirus receptor

9 Protein Crb2

10 Protein Thsd7a
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