Supplemental Figure 1
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Quantitative analysis of differentially-expressed proteins in NGF-treated PC12 cells by

ITRAQ method based on LC-MALDI or LC-ESI MS/MS analysis. (A) Amino acid sequence of
VGF (Swiss-Prot accession number P20156) identified by LC-MALDI or LC-ESI MS/MS analysis. Green
sequences were identified by both LC-MALDI and LC-ESI MS/MS analysis. Red and blue sequences were
identified by only LC-MALDI and LC-ESI MS/MS analysis, respectively. (B, C) Example tandem mass
(MS/MS) spectra of the precursor ion NAPPEPVPPPP identified as VGF by LC-MALDI (B) and LC-ESI
(C) MS/MS analysis were shown. Expanded views of the low-m/z end of the MS/MS spectrum show
relative abundances of the signature iTRAQ ions at 114.1, 115.1, 116.1, and 117.1 m/z.



Supplemental Figure 2
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Quantitative time course analysis of PAIRBP1, TCTP, ProTa and MAGED1 by Western blotting in
NGF-stimulated PC12 cells. Cell lysates were prepared at different time points as indicated. The ratios
were calculated by the intensities of the protein bands shown in Fig. 4A. The intensities at 0 hours (before
NGF stimulation) were determined to be the standard (the ratio = 1.0).



