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Fig. S1 

Fig S1. MS/MS spectra of peptides belonging 
neuronal differentiation markers NES and TUBB3. 
(A) MS/MS spectrum of peptide 
SLEEEGQELPQSADVQR belonging to NES, a 
zoom of low m/z region is shown, as expected, 
signals for diff-SH-SY5Y (115 and 117) are less 
intense than signals from undiff-SH-SY5Y. (B) 
MS/MS spectrum of peptide 
LATPTYGDLNHLVSATMSGVTTSLR belonging 
to TUBB3, a zoom of low m/z region is shown, as 
expected, reporter ions signals are similar 
reflecting no significant variation of peptide 
between conditions. 
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Fig. S2 

Gene Ontology (GO) analysis (cellular component 
terms) of the upregulated proteins from total 
proteome (without phosphopeptide enrichment) 
data set. Only terms with p values less than 0.01 
are shown. 
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Fig. S3 

GO analysis (cellular component terms) of the 
downregulated proteins from total proteome 
(without phosphopeptide enrichment) data set. 
Only terms with p values less than 0.01 are shown. 
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Fig. S4 

Figure S-4. GO analysis of the upregulated 
proteins from phosphopeptide enrichment data 
set. (A) Biological process. (B) Cellular 
component. Only terms with p values less than 
0.01 are shown. 
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Fig. S5 

GO analysis of the downregulated proteins from 
phosphopeptide enrichment data set. (A) 
Biological process. (B) Cellular component. Only 
terms with p values less than 0.01 are shown. 
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Fig. S6 

KEGG pathways enrichment analysis of regulated 
proteins in interactive network. (A) Signaling 
pathways enrichment. (B) Pathways enrichment of 
processes related to neuron phenotype. Only 
terms with p values less than 0.01 are shown. 
Number of proteins involved in each pathway are 
indicated in parenthesis. 
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Fig S1. MS/MS spectra of peptides belonging neuronal differentiation markers 
NES and TUBB3. (A) MS/MS spectrum of peptide SLEEEGQELPQSADVQR 
belonging to NES, a zoom of low m/z region is shown, as expected, signals for 
diff-SH-SY5Y (115 and 117) are less intense than signals from undiff-SH-SY5Y. 
(B) MS/MS spectrum of peptide LATPTYGDLNHLVSATMSGVTTSLR belonging 
to TUBB3, a zoom of low m/z region is shown, as expected, reporter ions signals 
are similar reflecting no significant variation of peptide between conditions. 
 
 
 



 S4 

 
Fig. S1. Gene Ontology (GO) analysis (cellular component terms) of the 
upregulated proteins from total proteome (without phosphopeptide enrichment) 
data set. Only terms with p values less than 0.01 are shown. 
 

 

 
Fig. S3. GO analysis (cellular component terms) of the downregulated proteins 
from total proteome (without phosphopeptide enrichment) data set. Only terms 
with p values less than 0.01 are shown. 
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Fig. S4. GO analysis of the upregulated proteins from phosphopeptide 
enrichment data set. (A) Biological process. (B) Cellular component. Only terms 
with p values less than 0.01 are shown. 
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Fig. S5. GO analysis of the downregulated proteins from phosphopeptide 
enrichment data set. (A) Biological process. (B) Cellular component. Only terms 
with p values less than 0.01 are shown.  
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Fig. S6. KEGG pathways enrichment analysis of regulated proteins in interactive 
network. (A) Signaling pathways enrichment. (B) Pathways enrichment of 
processes related to neuron phenotype. Only terms with p values less than 0.01 
are shown. Number of proteins involved in each pathway are indicated in 
parenthesis. 
 
 


