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The study of depleting high abundance and high molecular weight proteins from serum using centrifugal ultrafiltration
Li Ke.Zhu Hui

(Department of Clinical Laboratory Medicine s Nanjing General Hospital of Nanjing Command PLA ,210002,China)
Abstract: Objective To establish and validate a centrifugal ultrafiltration method to deplete albumin from serum and investi-
gate its effectiveness and reproducibility. Methods Four millitires of human serum was diluted by the addition of 16 mL 20% (V/
V)acetonitrile,and aliquots of serum ultrafiltered applied onto centrifugal filters with molecular weight cut off (MWCO) of 100 X
10°,50X10%,30>X10° and 10X 10%, respectively. The sample was centrifuged at 8 000X g about 15 min, then the filtrate was lyophi-
lized to dryness and resuspended with 100 pL. of H,O. The resuspended filtrate was analyzed by Tricine-SDS-PAGE method and the
binary gradient high performance liquid chromatography(HPLC) ,and to investigate its effectiveness and reproducibility. Results
The electrophoresis analysis showed that it was appropriate to select MWCO of 50X 10* or 30X 10*. After centrifuging by the cen-
trifugal filters, the high abundance and high molecular weight proteins,in particular, the albumin were depleted effectively. The
HPLC results showed that,after using centrifugal filters with MWCO of 50 X 107, the RSD of relative retention time and relative
peak area of the low abundance proteins were < 0. 46 % and <5. 56 % , respectively. Conclusion The centrifugal ultrafiltration

method offers a simple and reproducible method to deplete high abundance and high molecular weight proteins,which lays founda-

tion for further studying and exploiting the serum proteomics.
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