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advantage over the traditionally used acetone precipitation method is still unclear. In this work, we prepared urinary

proteins by the two methods by LC-MS/MS. Then we used protein spectra counts to assess the reproducibility of the two

methods. Proteins identified by the two methods were almost the same in number, spectral count distribution and

distribution of coefficients of variation value. In conclusion, nitrocellulose membrane method is generally the same as

acetone precipitation method. It can be used for large scale preservation of clinical urine samples.
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Fig. 1  SDS-PAGE analysis of urinary proteins
prepared by two methods. M: protein marker; NC
represents  proteins prepared by nitrocellulose
membrane preservation method; AP represents proteins
prepared by acetone precipitation method.
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Fig. 2 Repetition rate of protein identifications by
nitrocellulose membrane preservation method (NC) and
acetone precipitation method (AP) respectively. (A)
The repetition rate of protein identifications in three
urinary samples prepared by nitrocellulose membrane
preservation method. (B) The repetition rate of protein
identifications in three urinary samples prepared by
acetone precipitation method. (C) The comparison of
common identified proteins in three urinary protein
samples prepared by nitrocellulose membrane preservation
method and acetone precipitation method respectively.
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Fig. 3 Distribution of molecular weight of unique
protein identifications by nitrocellulose membrane
preservation method and acetone precipitation method
respectively. AP: acetone precipitation method; NC:
nitrocellulose membrane preservation method.
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Fig. 4 Distribution of isoelectric point of unique
protein identifications by nitrocellulose membrane
preservation method and acetone precipitation method
respectively. AP: acetone precipitation method; NC:
nitrocellulose membrane preservation method.
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Fig. 5 Distribution of spectral counts of proteins by
nitrocellulose membrane preservation method and
acetone precipitation method respectively. AP: acetone
precipitation method; NC: nitrocellulose membrane
preservation method.
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Fig. 6 Distribution of CV values of protein spectral counts by nitrocellulose membrane preservation method and
acetone precipitation method respectively. The distribution of CV values of protein spectral counts was according to
ecqual intervals (A) and accumulative intervals (B) respectively. AP: acetone precipitation method; NC:

nitrocellulose membrane preservation method.
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