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Proteome and Acetylome Analysis 
Identifies Novel Pathways and 
Targets Regulated by Perifosine in 
Neuroblastoma
Xiao Gu1, Zhongyan Hua1, Yudi Dong1, Yue Zhan1, Xiaowen Zhang1, Wei Tian1, Zhihui Liu2, 
Carol J. Thiele2 & Zhijie Li1

Perifosine, an Akt inhibitor, has been shown to be effective in controlling neuroblastoma tumor 
growth. However, studies indicate that in addition to the ability to inhibit Akt, other mechanisms 
contribute to perifosine’s anti-tumor activity. To gain insight into perifosine anti-tumor activity in 
neuroblastoma we have studied changes in the proteome and acetylome after perifosine treatment in 
SK-N-AS neuroblastoma cells using SILAC labeling, affinity enrichment, high-resolution and LC-MS/
MS analysis. Bioinformatic analysis indicates that, a total of 5,880 proteins and 3,415 lysine acetylation 
sites were quantified in SK-N-AS cells and 216 differentially expressed proteins and 115 differentially 
expressed lysine acetylation sites were obtained. These differentially expressed proteins and lysine 
acetylated proteins were involved in a number of different biological functions, metabolic pathways 
and pathophysiological processes. This study details the impact of perifosine on proteome and lysine 
acetylome in SK-N-AS cells and expands our understanding of the mechanisms of perifosine action in 
neuroblastoma.

Neuroblastoma (NB) is the most common extracranial solid tumor in childhood. Reminiscent of its neural crest 
origin1, tumors present along the sympathetic chain, especially in the adrenal medulla or paraspinal ganglia2. 
After leukemia and brain tumors it is the third leading cause of pediatric cancer. Although its incidence rate is 
only 7–8% of pediatric malignancies, the mortality rate accounts for approximately 15% of all pediatric cancer 
deaths. According to its clinical manifestation and biological characteristics, NB patients can be divided into low, 
intermediate and high-risk groups3. Low and intermediate risk NB patients can benefit from surgery and chemo-
therapy with long-term survival rates up to 90%. Unfortunately, high-risk NB patients still have a poor prognosis 
and their long-term survival rate remains < 50% in spite of increasingly intensive treatment strategies, such as 
high-dose chemotherapy, radiotherapy, and bone marrow transplantation4. Unlike other pediatric malignancies, 
the cure rate and long-term survival rate of high-risk NB patients have not significantly improved with the pro-
gress of detection technologies and treatment approaches5,6. Therefore, new therapeutic approaches and better 
understanding of tumor response to treatment are needed to improve treatment efficacy in high-risk NB patients.

Akt activation is detected in the tumor tissues of patients with high-risk NB, and is a predictor of poor prognosis7.  
Such studies indicate that Akt may be a potential therapeutic target for NB. Perifosine, an alkylphospholipid Akt 
inhibitor, inhibits Akt activation by preventing the recruitment of Akt to cell membrane8–10. Our previous studies 
showed that perifosine, as a single agent, inhibited the NB growth in vitro and in vivo, as well as improved the 
sensitivity of NB to chemotherapeutic drugs11,12. Similar results were found in other tumors13–16. Mechanistically, 
besides blocking Akt, perifosine has been found to exert its anti-tumor growth effect through inhibition of MAPK 
pathway17, reduction of telomerase activity and shortening of telomeres13, induction of reactive oxygen species 
(ROS) production and phosphorylation of JNK and P3818 and inhibition of phosphatidylcholine (PC) synthesis19.

In this study, to explore the mechanisms underlying perifosine treatment, the global proteome and lysine 
acetylome profile in SK-N-AS (AS) cells after perifosine treatment were intensively studied by a combination of 
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SILAC labeling, affinity enrichment, high-resolution LC-MS/MS analysis and intensive bioinformatic analysis 
(Fig. 1). We obtained 216 differentially expressed proteins from the 5,880 quantified proteins, and 115 differen-
tially expressed lysine acetylation sites from the 3,415 quantified lysine acetylation sites. These proteins mainly 
exist in the nucleus and cytoplasm, and are involved in a wide variety of metabolic pathways and biological 
functions, such as lipid metabolic process, apoptosis and transcription. We explored the mechanisms underlying 
perifosine treatment and our results provided novel insights into the action and acetylation caused by perifosine.

Results
Inhibition of cell survival and Akt phosphorylation by perifosine in AS cells. AS cells were 
treated with different concentrations of perifosine (2.5, 5, 7.5, 10, 15, 20, 30, 40, 50 and 60 μ M) for 48 h and 
MTS assay was used to detect cell survival. Perifosine induced a concentration-dependent decrease in AS cell 
survival (Supplementary Fig. S1a). We treated AS cells with varying concentrations (2.5, 5, 7.5, 10 and 15 μ M) 
of perifosine for 16 h to study the effect of perifosine on the expressions of phosphorylated-Akt and protein 
acetylation. We found that Akt phosphorylation was inhibited by perifosine at the five concentrations we tested 
(Supplementary Fig. S1b), while 10 μ M of perifosine induced the most significant changes in protein acetylation 
(Supplementary Fig. S1c). So we used 10 μ M of perifosine for the following proteome and acetylome analysis.

Impacts of perifosine treatment on global proteome level in AS cells. Changes in the global pro-
teome of AS cells in response to perifosine treatment were analyzed. In total, 6,731 proteins were identified, 
among which 5,880 proteins were quantified. By setting quantification ratio of > 1.5 as up-regulated threshold 
and < 0.67 as down-regulated threshold, we detected 124 up-regulated proteins and 92 down-regulated proteins 
after perifosine treatment.

To characterize the functions and subcellular locations of the differentially expressed proteins in response to 
perifosine treatment, bioinformatic analysis on Gene Ontology (GO) and subcellular functional annotation were 
carried out. The GO annotation analysis included biological process, cellular component, and molecular function. 
For the biological process classification in GO annotation, the largest group was the proteins associated with the 
cellular process (16%), followed by single-organism process (14%), biological regulation (11%), metabolic process 
(9%), and response to stimulus (9%) (Fig. 2a). The top three lists of the cellular components were cell (33%), orga-
nelle (26%) and membrane (16%) (Fig. 2b). The altered proteins involved in binding (48%) and catalytic activity 
(24%) accounted for the main proportion of proteins enriched by molecular function analysis (Fig. 2c). The 
differentially expressed proteins were mainly distributed in the nucleus (35%), cytoplasm (22%) and extracellular 
region (18%) in the subcellular location category (Fig. 2d).

To reveal the nature of the quantified proteins after perifosine treatment in AS cells, GO enrichment-based 
clustering analysis was performed (Fig. 3a–c). All the quantified proteins were divided into four groups according 
to quantification ratios: Q1 (Ratio <  0.67), Q2 (0.67 <  Ratio <  0.77), Q3 (1.3 <  Ratio <  1.5), Q4 (Ratio >  1.5).

Figure 1. The general technical route for SILAC quantification of the whole proteome and lysine acetylome 
in perifosine-treated AS cell line. 
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The biological process enrichment-based clustering analysis showed that several processes were enriched in 
the up-regulated proteins (Q4), including cellular lipid metabolic process, programmed cell death, negative reg-
ulation of cell proliferation, regulation of localization, regulation of cell-substrate adhesion, positive regulation 
of cell differentiation, mesenchymal-epithelial cell signaling, chemotaxis, and response to hypoxia. The processes 
enriched in the down-regulated proteins were regulation of cellular response to growth factor stimulus, fructose 
2,6-bisphosphate metabolic process, β -amyloid clearance, and immune response (Fig. 3a).

In the cellular component category, up-regulated proteins were mainly distributed in extracellular, cytoplas-
mic vesicle, peroxisome, and plasma membrane. In contrast, down-regulated proteins were located on cytoskele-
ton, cell junction, laminin complex and MHC protein complex (Fig. 3b).

The molecular function enrichment-based clustering analysis indicated that transcription regulatory, 
DNA binding and SNARE binding were enriched in the up-regulated proteins. Functions enriched in the 
down-regulated proteins correlated with metabolism such as phospholipid binding, GTP-Rho binding, phos-
phatase activity, dihydropyrimidine dehydrogenase (NADP+ ) activity, dihydroorotate dehydrogenase, and 
ATP-dependent DNA helicase activity (Fig. 3c).

To identify cellular pathways, protein complexes and protein domains involved in perifosine treatment in AS 
cells, we performed clustering analysis based on KEGG pathway, protein complex and protein domain (Fig. 3d–f).  
All the differentially expressed proteins were separated into four groups (Q1, Q2, Q3 and Q4) as in the GO 
enrichment-based clustering analysis.

The dominant pathways enriched in the up-regulated proteins were microRNAs in cancer pathway and glyc-
erophospholipid metabolism pathway. While β -alanine metabolism pathway and Ras signaling pathway were 
enriched in the down-regulated proteins (Fig. 3d).

The clustering analysis on “protein complex” showed that the complexes in the formation of SMAD1 (for 
instance, p300-SMAD1-STAT3 complex, SMAD1-CBP complex, SMAD1-OAZ-HsN3 complex, SMAD1-p300 
complex) and p16-cyclinD2-CDK4 complex were enriched in the up-regulated proteins. While the TGF-, EGFR-, 
ITGAV-ITGB5-, ITGA4-ITGB1-, or CIN85- contained complexes, such as TGF-β -receptor-SMAD7-SMURF2 
complex,  RIN1-STAM2-EGFR complex (EGF st imulated) ,  ITGA4-ITGB1-JAM2 complex, 
ITGAV-ITGB5-CYR61 complex, and CIN85-CBL-SH3GL2-EGFR complex (EGF stimulated), were enriched in 
the down-regulated proteins (Fig. 3e).

The clustering analysis on “protein domain” indicated that death domain, lipid transport protein (N-terminal), 
and EGF-like domain (extracellular) were enriched in the up-regulated proteins after perifosine treatment. While 
the pleckstrin homology domain, homocysteine S-methyltransferase and dihydropteroate synthase-like domain 
were enriched in the down-regulated proteins upon perifosine treatment in AS cells (Fig. 3f).

We validated the results from the global proteome analysis by western blotting in two neuroblastoma cell 
lines, AS and BE2 cells. The expression of integrin β 5 was down-regulated after 10 μ M of perifosine treatment in 
both AS and BE2 cells (Fig. 4a), which was consistent with the quantitative results from global proteome analysis 
performed in AS cells. Based on the results of validation, we next performed integrin β 5-siRNA transfection to 
further investigate the biological functions of integrin β 5 in AS cells. The expression of integrin β 5 protein was 
reduced after transfection of integrin β 5-siRNA1 and integrin β 5-siRNA2 into AS cells (Fig. 4b). The MTS and 

Figure 2. GO and subcellular location annotation of the proteome in perifosine-treated AS cell line.  
(a) biological process, (b) molecular function, (c) cellular component, (d) subcellular location.
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wound healing assay results suggested that knockdown of integrin β 5 significantly induced cell death (p <  0.01) 
and inhibited cell migration (p <  0.01) (Fig. 4c,d). Our data indicated that knockdown of integrin β 5 took the 
same effect as perifosine on AS cells survival and migration.

Impacts of perifosine on acetylome level in AS cells. Changes on acetylome in AS cells in response to 
perifosine treatment were analyzed. In total, 3,468 lysine acetylation (Kac) sites in 1,417 proteins were identified, 
among which 3,415 sites in 1,398 proteins were quantified. By setting quantification ratio of > 1.5 as up-regulated 
threshold and < 0.67 as down-regulated threshold, we detected 56 up-regulated Kac sites in 50 proteins and 59 
down-regulated Kac sites in 50 proteins.

To characterize the possible specific sequence motifs surrounding acetylated lysine residues in 
perifosine-treated AS cells, a motif analysis was generated to indicate the likelihood of amino acids being over- or 
under-represented at the positions surrounding the Kac sites (Fig. 5). Fourteen significantly enriched motifs were 
found from all of the identified Kac sites, including I*Kac, KacH, F*Kac, Kac*F, KacY, KacF, YKac, LKac, FKac, 

Figure 3. Enrichment-based clustering analysis of the proteome in perifosine-treated AS cell line.  
(a) Biological process, (b) molecular function, (c) cellular component, (d) KEGG pathway, (e) protein complex, 
(f) protein domain. In each classification, all the quantified proteins were divided into four groups according to 
L/H ratios: Q1 (Ratio <  0.67), Q2 (0.67 <  Ratio <  0.77), Q3 (1.3 <  Ratio <  1.5), Q4 (Ratio >  1.5).
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Kac*Y, F**Kac, L*Kac, V*Kac, and Y*Kac (* represents a random amino acid residue, Fig. 5a). The amino acid fre-
quencies of the sequences flanking Kac sites were assessed to confirm whether there were position-specific amino 
acids adjacent to Kac sites by motif model (Fig. 5b). We found that phenylalanine acid (F), histidine acid (H) and 
tyrosine acid (Y) were overrepresented in multiple positions (± 1, ± 2, ± 3) surrounding Kac sites. Isoleucine acid 
(I), leucine acid (L) and valine acid (V) were also overrepresented in the neighboring position of Kac. In addition, 
lysine acid (K), proline acid (P) and arginine acid (R) were frequently depleted at ± 1, − 2 position of Kac site, 
but arginine acid (R) preferred to appear in relatively distant positions such as + 4 and + 7 position of Kac site. 
Interestingly, the occurrence frequencies of phenylalanine acid (F), histidine acid (H) and tyrosine acid (Y) sur-
rounding Kac were relatively high, while proline acid (P) surrounding Kac was usually low.

To better understand the biological feature and functional alteration of lysine acetylome in response to per-
ifosine treatment in AS cells, we performed the GO classification and subcellular location analysis (Fig. 6). In 
the biological process category, proteins were highly enriched in the cellular process (18%), metabolic process 
(15%) and single-organism process (13%) (Fig. 6a). The three principal cellular components were cell (28%), 
organelle (26%) and macromolecular complex (16%) (Fig. 6b). For the molecular function analysis, we found 
that the proteins related to binding (47%), catalytic activity (28%) and structural molecule activity (12%) were 
enriched (Fig. 6c). The subcellular location classification indicated that the differentially expressed Kac proteins 
were predominantly located in the cytoplasm, nucleus and mitochondria, which accounted for 47%, 26% and 11% 
respectively (Fig. 6d).

To reveal the functional changes of protein acetylome regulated by perifosine in AS cells, we investigated the 
GO enrichment-based clustering analysis. All the quantified Kac proteins were divided into four groups (Q1, Q2, 
Q3 and Q4) according to quantification ratios described above (Fig. 7a–c).

Figure 4. Validation of the global proteome and acetylome results and functional study of integrin β5.  
(a) Validation of the global proteome and acetylome results. AS and BE2 cells were treated with 10 μ M of 
perifosine for 16 h. Total proteins were extracted and 30 μ g of protein was analyzed for integrin β 5 and acetyl-
Histone H2B (Lys12) by western blotting. GAPDH was used as loading control. (b), (c) and (d) (b) AS cells 
were transfected with siRNA control, integrin β 5-siRNA1 and integrin β 5-siRNA2 for 48 h. Total proteins were 
extracted and 30 μ g of protein was analyzed for integrin β 5 protein by western blotting. GAPDH was used as 
loading control. (c) AS cells were transfected with siRNA control, integrin β 5-siRNA1 or integrin β 5-siRNA2. 
MTS assay was used to assess cell survival at 72 h of transfection. Means and standard deviations were shown. 
**p <  0.01, integrin β 5-siRNA1 transfected cells or integrin β 5-siRNA2 transfected cells vs. siRNA control 
transfected cells. (d) AS cells transfected with siRNA control, integrin β 5-siRNA1 or integrin β 5-siRNA2 
were seeded into 24-well plates and scratched with a 200-μ l pipette tip across the center of the well at 48 h of 
transfection, and then gap closing was photographed. The cell migration rate was calculated as described in 
“Methods” section. Bars, SD. **p <  0.01, integrin β 5-siRNA1 transfected cells or integrin β 5-siRNA2 transfected 
cells vs. siRNA control transfected cells.
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On the biological process classification, metabolism-related and immunity-associated processes (such as lipid 
metabolic process, sterol metabolic process, lipoprotein metabolic process, and immunoglobulin production) 
were prominently enriched in the up-regulated Kac proteins (Q4). Meanwhile, processes associated with complex 
assembly and disassembly, cell adhesion and locomotion, and response to hypoxia were prominently enriched in 
the down-regulated Kac proteins (Fig. 7a).

Results of cellular component by category indicated that the acetylation level of the proteins involved in mito-
chondrial part, endoplasmic reticulum and endomembrane system was increased. The acetylation level of those 
proteins related to cell junction, ribosome, extracellular region and cell division site was decreased (Fig. 7b).

The molecular function enrichment-based clustering analysis indicated that proteins involved in 
fatty-acyl-CoA binding, transporter activity and active transmembrane transporter activity were intensively 
enriched in up-regulated acetylation level (Q4). However, proteins with down-regulated acetylation level were 
enriched in ATPase activity, pyrophosphatase activity, and nucleoside binding (Q1) (Fig. 7c).

Figure 5. Motif analysis of the identified acetylation peptides. (a) sequence logo of acetylation motifs,  
(b) heat map of amino acid frequencies of the sequences flanking Kac sites.

Figure 6. GO and subcellular location annotation of the acetylome in perifosine-treated AS cell line.  
(a) Biological process, (b) molecular function, (c) cellular component, (d) subcellular location.



www.nature.com/scientificreports/

7SCIeNtIfIC RePoRTS | 7:42062 | DOI: 10.1038/srep42062

To identify the cellular pathways, protein complex and protein domain regulated by perifosine in AS cells, we 
carried out clustering analysis based on KEGG pathway, protein complex and protein domain (Fig. 7d–f). All the 
quantified Kac proteins were divided into four groups (Q1, Q2, Q3 and Q4) as described above.

The KEGG pathway clustering analysis showed that the pathways of fatty acid metabolism, vitamin digestion 
and absorption, oxidative phosphorylation, microRNAs in cancer, protein processing in endoplasmic reticulum, 
pathways in cancer, and metabolic pathways were enriched in the up-regulated Kac proteins (Q3 and Q4). By 
contrast, the pathways enriched in the down-regulated Kac proteins were cAMP signaling pathway, regulation of 
autophagy, tight junction, pyruvate metabolism, and ribosome (Fig. 7d).

The clustering analysis on protein complex showed that the proteins associated with CDC5L com-
plex, HDAC1-associated protein complex, Mi2/NuRD complex, polycomb repressive complex 2, SIN3 
complex, HSP90-CDC37-LRRK2 complex, and TNF-α  /NF-κ B signaling complex were enriched 
in Q3 and Q4 with up-regulated Kac level. In contrast, FACT complex, p300-CBP-p270 complex, 
BRAF-MAP2K1-MAP2K2-YWHAE complex, and TNF-α /NF-κ B signaling complex 6, all were enriched in 
down-regulated Kac proteins (Q1 and Q2) (Fig. 7e).

Figure 7. Enrichment-based clustering analysis of the acetylome in perifosine-treated AS cell line.  
(a) Biological process, (b) molecular function, (c) cellular component, (d) KEGG pathway, (e) protein complex, 
(f) protein domain. In each classification, all the quantified lysine acetylation proteins were divided into 
four groups according to L/H ratios: Q1 (Ratio <  0.67), Q2 (0.67 <  Ratio <  0.77), Q3 (1.3 <  Ratio <  1.5), Q4 
(Ratio >  1.5).
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Results of protein domain clustering analysis indicated that acyl-CoA-binding protein (ACBP), porin domain, 
thiolase-like domain, and pyridoxal phosphate-dependent transferase were obviously enriched in Q3 and Q4 
with increased Kac protein levels. On the contrary, heat shock protein Hsp90 (N-terminal), zinc finger (ZZ-type), 
EF-hand domain, and phosphofructokinase domain were distinctly enriched in Q1 and Q2 which had decreased 
Kac protein level (Fig. 7f).

We validated the results from the acetylome analysis in two neuroblastoma cell lines (AS and BE2). The 
expression of acetyl-Histone H2B (Lys12) was down-regulated after 10 μ M of perifosine treatment in both AS 
and BE2 cells (Fig. 4a), which were consistent with the quantitative results of acetylome performed in AS cells.

Protein-protein interaction network of lysine acetylome upon perifosine treatment in AS 
cells. To identify the chief nodes and important connectors among the Kac proteins after perifosine treatment 
in AS cells, we generated a protein-protein interaction network analysis based on the identified Kac proteins. 
There were 92 nodes and 762 interactions in protein-protein interaction network. The highest ten central nodes 
were GAPDH, EEF1A1, RPS27A, HSPA9, RPL4, PKM, EEF1A2, IMPDH2, RPS2 and EP300. We observed tight 
communications among the Kac proteins and highly connected clusters in ribosome (Fig. 8).

Discussion
Previous studies have shown that Akt phosphorylation in tumor tissues is associated with the reduction of 
event-free survival and overall survival of NB patients7. Our previous studies using the allosteric Akt selective 
inhibitor MK-2206 showed little single agent activity in NB cell lines in vivo20. In contrast, the Akt inhibitor per-
ifosine, as a single agent, inhibited NB growth in preclinical modes of NB11,12. To identify novel mechanism of 
perifosine action in NB cells, we investigated the changes in the proteome and lysine acetylome after perifosine 
treatment in AS cells. We obtained 216 differentially expressed proteins and 115 differentially expressed lysine 
acetylation sites in perifosine-treated AS cells. These proteins and sites were found predominantly in the nucleus 
and the cytoplasm, and involved in diverse biological regulation processes and cellular functions, including lipid 
metabolic process, integrins, apoptosis and transcription.

Studying the global proteome changes after perifosine treatment in AS cells, we found that many terms, which 
had been identified to be involved in perifosine actions in published studies were enriched. The cellular compo-
nents involved in plasma lipoprotein particle and the biological processes involved in lipid biosynthetic, storage, 
transport, localization and metabolism were enriched. The molecular functions involved in lipoprotein particle 
receptor activity, cholesterol transporter activity and phospholipid binding were enriched. The pathways involved 
in glycerophospholipid metabolism and the protein domain involved in lipid transport were enriched. Perifosine 
has been reported to have marked effects on lipid metabolism, cholesterol and lipoprotein homeostasis19,21,22. Our 
study showed that pleckstrin homology domain (PH domain) was enriched in the down-regulated proteins of 
protein domain category. This result was consistent with the known mechanism of perifosine9.

It had been reported that perifosine induced ROS production18, and in our present study the biological pro-
cesses related to ROS regulation and cellular response to oxidative stress were clearly enriched in global proteome 

Figure 8. Protein-protein interaction network of acetylation proteins in perifosine-treated AS cell line. 
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changes. Furthermore, previous evidence had shown that perifosine induced cell apoptosis via up-regulation of 
TRAIL receptor expression and increased-recruitment of death receptors23–25. The biological processes associated 
with regulation of programmed cell death, the cellular component associated with apoptosome, the molecular 
functions associated with death receptor binding and TRAIL binding, and the protein domain associated with 
death domain were enriched in global proteome changes.

In the present study we identified a group of integrins, such as ITGAV-ITGB5-CYR61 complex and the 
ITGA4-ITGB1-JAM2 complex, which were noticeably down-regulated in the protein complex clustering anal-
ysis. Integrins transduce mechanical and chemical stimuli from the extracellular matrix (ECM) to intracellular 
signaling components. They play a role in cell adhesion, stemness, survival, metastasis and drug resistance26,27. 
Integrin α vβ 5 was found in the majority of microvessels in Stage IV NB28 and blocking integrin α vβ 5 significantly 
reduced tumor invasiveness and angiogenesis29,30. An inhibitor named cilengitide targeting both α vβ 3 and α vβ 5  
integrins was approved effective on NB31. Up-regulation of integrin β 1 was found to promote cell adhesion and 
resistance to chemotherapy32. Some agents inhibited cancer cell metastatic potential by down-regulation of inte-
grin β 1 expression or changes of its localization33,34. In our study, using clustering analysis, we found that some 
biological processes or cellular components were enriched in down-regulated proteins, such as integrin com-
plex, integrin β  subunit, cytoskeleton, regulation of integrin activation, positive regulation of cell adhesion and 
locomotion, and blood vessel remodeling. Our results suggested that knockdown of integrin β 5 reduced the 
migration and survival in AS cells (Fig. 4b–d). These results provide the clue that blocking integrins is a potential 
mechanism for perifosine in the treatment of NB. Further experiments are needed to elucidate the mechanism of 
perifosine effect on integrins.

At acetylome level, there were a large number of metabolism-related processes enriched in the up-regulated 
Kac proteins on the classification of biological process with perifosine treatment. The result indicated a close 
relationship between Kac and metabolic regulation in tumor cells, which may help us further explore novel mech-
anisms of perifosine. Lysine acetylation is known to prefer targets of macromolecular complexes, which are often 
in the cytoplasm or nucleus, and participate in many cellular processes35. Our data demonstrated that the Kac 
proteins are mainly located in the cytoplasm and nucleus. Histone deacetylase inhibitors, such as MS-27-275, 
romidepsin and suberoylanilide hydroxamic acid (SAHA) were reported to have anti-tumor activities in cancers, 
including NB36–41. In our protein complex clustering analysis on acetylome data, TNF-α /NF-κ B signaling com-
plex 7/8/10, sin3 complex, mSin3A complex, SIN3-HDAC-SAP30-ARID4 complex and BRMS1-SIN3-HDAC 
complex were enriched in the up-regulated Kac proteins after perifosine treatment. These results were also 
observed in a lysine acetylome study in NB cells treated with SAHA42. Such observations suggested that perifosine 
and SAHA might share some regulatory mechanisms. Presently, there are very few reports about the acetylation 
changes induced by perifosine. Future studies will be needed to expose the relationship between perifosine and 
the acetylation of its target proteins, and whether and how the acetylation affects their activities and functions.

In summary, the present study offers a complete mapping of the proteome and acetylome profile after peri-
fosine treatment in neuroblastoma AS cells. The current study expands our understanding on the mechanism of 
perifosine effects. Thousands of proteins and hundreds of differentially expressed proteins were screened out from 
the study. In the future, research on the major target and key pathway may be well worth further validating and 
exploring in the role of perifosine.

Methods
Cells and reagents. SK-N-AS (AS) cell line and SK-N-BE2 (BE2) cell line were used in this study. AS and 
BE2 cells were cultured in RPMI-1640 medium (Pierce, Rockford, IL, USA) containing 10% fetal bovine serum 
(Gibco, Grand Island, NY), 100 U/ml penicillin, 100 μ g/ml streptomycin and 2 mM/L glutamine and sodium 
pyruvate at 37 °C in 5% CO2 incubator. Perifosine (Selleck Chemicals, Houston, TX, USA) was dissolved in 
ddH2O and stored in − 20 °C. Other chemicals such as trifluoroacetic acid (TFA), formic acid (FA), iodoaceta-
mide (IAA), dithiothreitol (DTT) were purchased from Sigma (St. Louis, USA). Trypsin and acetonitrile (ACN) 
were purchased from Promega (Fitchburg, MI, USA) and Fisher (Waltham, MA, USA) respectively.

Treatment. To study the response to perifosine, 1.5 ×  104 cells were seeded per well with 100 μ l medium for 
24 h and then treated with vary concentrations of perifosine (2.5, 5, 7.5, 10, 15, 20, 30, 40, 50 and 60 μ M) for 48 h 
in 96-well plates. To determine the effect of perifosine on phosphorylated (P)-Akt, total (T)-Akt and pan acetyl-
ation protein, AS cells were seeded at a density of 1.5 ×  106 cells/plate in five 100 mm plates for 24 h and treated 
with vary concentrations of perifosine (2.5, 5, 7.5, 10 and 15 μ M) for 16 h, and then harvested and washed twice 
with ice-cold PBS. To validate the the results from the global proteome and acetylome, AS and BE2 cells were 
seeded at a density of 1.5 ×  106 cells/plate in five 100 mm plates for 24 h and treated with10 μ M of perifosine for 
16 h, and then harvested and washed twice with ice-cold PBS.

siRNA and transfection. Integrin β 5-siRNA1, integrin β 5-siRNA2 and siRNA control were pur-
chased from Ruibo (Guangzhou, China). The sequences of siRNAs were used: integrin β 5-siRNA1, sense: 
5′-GAGAGAAAUUGGCAGAGAA-3′  and antisense: 3′ -CUCUCUUUAACCGUCUCUU-5′ ; integrin  
β 5-siRNA2, sense: 5′ -GAGCCAGAGUGUGGAAACA-3′  and antisense: 3′ -CUCGGUCUCACACCUUUGU-5′ .  
AS cells were seeded in 6-well plate, 3 ×  105 cells per well. After cultured 24 hours, siRNAs were transfected into 
cells using jetPRIME (Polyplus Transfection, Illkirsch, France) according to manufacturer’s instructions. After 
incubation for another 24 hours, cells were used for the MTS assay, wound healing assay and western blotting.

Cell survival analysis. Cell survival was measured using the MTS assay (3-(4,5-dimethylthiazol-2-yl)-5-(3-
carboxymethoxyphenyl)-2-(4-sulfophenyl)-2H-tetrazolium, inner salt assay) according to the manufacturer’s 
specification. Then, MTS was added to AS cells and incubated at 37 °C in 5% CO2 incubator for 2 h afterward. The 
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percentage of cell survival (survival rate) was calculated by normalizing the absorbance value of the treated AS 
cells by the absorbance value of the control AS cells within each group.

Western blotting. Protein lysate was extracted and the protein concentration was determined by the 
BCA method (Biyuntian, Nantong, China). Total 30 μ g protein in each condition was loaded onto sodium 
dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) gels, transferred to nitrocellulose membranes 
(Immobilon-P, Millipore, Bedford, MA, USA). Membranes were blocked with 5% non-fat milk in TBST (10 mM 
Tris, pH 7.4, 150 mM NaCl and 1‰ Tween-20) at room temperature for 1 h and incubated with the anti-P-Akt 
(Ser473) antibody (1:1000 dilution, Cell Signaling Technology, Beverly, Mass, USA), anti-T-Akt antibody (1:1000 
dilution, Cell Signaling Technology, Beverly, Mass, USA), pan anti-acetyllysine antibody (1:1000 dilution, PTM 
Biolabs, Hangzhou, China), anti-integrin β 5 antibody (1:500 dilution, Abcam, MA, USA), anti-acetyl-Histone 
H2B (Lys12) antibody (1:2000 dilution, PTM Biolabs, Hangzhou, China), and anti-GAPDH antibody (1:5000 
dilution, Kangchen bio-tech, Shanghai, China) at 4 °C overnight. After washing with TBST, the membranes were 
reacted with the peroxidase-conjugated affiniPure goat anti-rabbit or goat anti-mouse secondary antibodies 
(1:5000 dilution, Zhongshanjinqiao, Beijing, China) for 1 h at room temperature. After extensive washing with 
TBST, signals were detected using enhanced chemiluminescent reagents (Thermo Scientific, IL, USA).

Wound healing assay. Cell migration was measured with wound healing assay. AS cells were seeded into 
24-well plates after transfected with siRNA control, integrin β 5-siRNA1 and integrin β 5-siRNA2 in 48 h. The 
full layer cells was scratched with a 200 μ l pipette tip across the well center after 48 h, then washed with PBS, and 
cultured with normal media. The wound widths were photographed at 10×  magnification at 0 h and 48 h. The 
beginning and the end wound widths were measured by Image-Pro Plus software respectively. The cell migration 
rate was calculated as (B − E)/B ×  100%, in which B indicates the beginning wound width, and E indicates the end 
wound width. The experiments were repeated three times.

SILAC labeling. Either “heavy isotopic lysine” (13C-Lysine, 13C15N-Arginine) or “light isotopic lysine” 
(12C-Lysine, 12C14N-Arginine) labeled AS cells with a SILAC Protein Quantitation Kit (Pierce, Rockford, IL, USA) 
in the light of manufacturer’s instructions for over six generations, to attain at least 97% labeling efficiency. Later, 
the cells continuously grew in SILAC media to desired cell populations (~5 ×  108) in fifteen 150 cm2 flasks. The 
“light” and the “heavy” labeled cells were then treated with perifosine and the same amount of DMSO respectively 
for 16 h. Finally, the cells were harvested and washed twice with ice-cold PBS added with 2 μ M trichostatin A and 
30 mM nicotinamide.

Protein extraction and in-solution trypsin digestion. For the whole proteome quantification analysis, 
the harvested cells were lysed in lysis buffer (8 M urea, 5 μ M TSA, 50 mM NAM, 1% PR-619, and 1% cocktail III) 
on ice for 30 min. For acetylation abundance analysis, the cells were sonicated three times on ice in lysis buffer 
(8 M Urea, 5 mM DTT, 2 mM EDTA, and 1% cocktail III). After centrifugation at 20,000 g for 10 min at 4 °C, 
the supernatants were reserved and protein concentrations were measured. Equal amounts of crude proteins 
in supernatant labeled “heavy” or “light” were mixed and then precipitated by 15% TFA. After washing twice 
with cold acetone, the protein pellets were resuspended in 100 mM NH4HCO3 (pH 8.0) and added trypsin at 
an enzyme-to-substrate ratio (1:50) to digest at 37 °C for 16 h. After that, alkylation reaction was conducted and 
5 mM DTT was added for 30 min at 50 °C, followed by 15 mM IAA was added in dark for 30 min at room temper-
ature. Subsequently, 30 mM cysteine was used to quench the alkylation reaction for 30 min at room temperature. 
Trypsin (ratio of enzyme-to-substrate at 1:100) was then added and incubated for 4 h at 37 °C to accomplete the 
digestion cycle.

HPLC fractionation. The peptide mixture derived from tryptic hydrolysis was then separated into fractions 
by high pH reverse-phase HPLC using Agilent 300 Extend C18 column (5 μ m particles, 4.6 mm ID, 250 mm 
length) with a gradient of 2% to 60% ACN in 10 mM ammonium bicarbonate (pH 10) over 80 min into 80 frac-
tions. Afterward, the peptides were combined into 18 fractions and vacuum dried.

Affinity enrichment. To enrich Kac peptides, the tryptic peptides were suspended in NETN buffer (100 mM 
NaCl, 1 mM EDTA, 50 mM Tris-HCl, 0.5% NP-40, and pH 8.0) and incubated with pre-washed anti-acetyllysine 
antibody beads (PTM Biolabs, Hangzhou, China) overnight with gentle shaking at 4 °C. The peptides-enriched 
beads were washed four times with NETN buffer and twice with ddH2O. Next were the bound peptides eluted 
from the beads with 0.1% TFA, collected, vacuum dried and cleaned with C18 ZipTips (Millipore) in accordance 
with the manufacturer’s instructions.

LC-MS/MS analysis. Peptides were dissolved in 0.1% FA and directly loaded onto a reversed-phase 
pre-column (Acclaim PepMap 100, Thermo Scientific). Peptide fractions were separated using a reversed-phase 
analytical column (Acclaim PepMap RSLC, Thermo Scientific). The gradient started at an increase from 6% to 
22% solvent B (0.1% FA in 98% ACN) for 26 min, 22% to 35% for 8 min, climbed to 80% in 3 min and maintained 
at 80% for the last 3 min, all at a constant flow rate of 300 nl/min on an EASY-nLC 1000 UPLC system. The 
subsequent resulting peptides analysis was performed by Q ExactiveTM Plus hybrid quadrupole-Orbitrap mass 
spectrometer (ThermoFisher Scientific).

The peptides were subjected to NSI source, with subsequent tandem mass spectrometry (MS/MS) in Q 
ExactiveTM Plus (Thermo) coupled online to the UPLC. Intact peptides were detected in the Orbitrap at a res-
olution of 70,000 and selected for MS/MS with the NCE setting as 30. The fragment ions were detected in the 
Orbitrap at a resolution of 17,500. A data-dependent procedure that alternated between one MS scan followed by 
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20 MS/MS scans was applied for the top 20 precursor ions above the ion count threshold of 1E4 with 10 s dynamic 
exclusion. The electrospray voltage applied was 2 kV. Automatic gain control (AGC) was employed to prevent 
overfilling of the ion trap. For generation of MS/MS spectra, 5E4 ions were accumulated. The m/z scan range was 
350 to 1800 for MS scans.

Database search. The acquired MS/MS data were processed by MaxQuant with integrated Andromeda 
search engine (v.1.4.1.2). Tandem mass spectra were searched against SwissProt database (20,203 sequences) 
concatenated with reverse decoy database. Four missing cleavages, 4 modifications per peptide and 5 charges 
were allowed for specified trypsin/P as cleavage enzyme. Mass errors of precursor ions and fragment ions were 
separately set to 10 ppm and 0.02 Da. Carbamidomethylation on Cys was accounted as fixed modification, oxida-
tion on Met, acetylation on Lys and acetylation on protein N-terminal were accounted as variable modifications. 
False discovery rate (FDR) thresholds for protein, peptide and modification site were set at 1%. Minimum peptide 
length was set at 7. All the other parameters were default values in MaxQuant. The site localization probability 
was specified as > 0.75.

Bioinformatic analysis. Gene Ontology (GO) annotation was generated using the UniProt-GOA database 
(http://www.ebi.ac.uk/GOA/), supplement with the InterProScan soft. The updated version of wolfpsort, PSORT/
PSORT II, was used to predict subcellular localization. The protein pathways were annotated from the Kyoto 
Encyclopedia of Genes and Genomes (KEGG) database. Manually curated CORUM protein complex database for 
human was selected to analyze protein complex. Protein domain annotation was derived from InterPro domain 
database. The enrichment analysis was determined by a two-tailed Fisher’s exact test to identity the enrich-
ment of the differential expressed proteins against the background of all identified proteins with a corrected  
p value <  0.05. The differentially expressed proteins involved functional categories were clustered by one-way 
hierarchical clustering (Euclidean distance, average linkage clustering). To visualize cluster membership, a heat 
map was carried out using the “heatmap.2” function from the “gplots” R-package. The software motif-x was 
applied to analysis the amino acid sequence model in specific positions of acetyl-21-mers (Kac site ± 10 amino 
acids) of all identified Kac sequences. The search tool for the Retrieval of Interacting Genes/Proteins (STRING) 
database was researched to analyze protein-protein interactions of all the identified Kac proteins with a confi-
dence score ≥ 0.7 (high confidence). The interaction network was visualized by Cytoscape software (version 3.0.1).  
The detailed description of the bioinformatic analysis was shown in the Supplementary Information.

Statistical analysis. Comparisons of the cell survival rates and migration rates between two groups were 
performed using the Student’s t-test. The results were shown as means ±  SD.

References
1. Hoehner, J. C. et al. A developmental model of neuroblastoma: differentiating stroma-poor tumors’ progress along an extra-adrenal 

chromaffin lineage. Laboratory investigation; a journal of technical methods and pathology 75, 659–675 (1996).
2. Maris, J. M. Recent advances in neuroblastoma. The New England journal of medicine 362, 2202–2211, doi: 10.1056/NEJMra0804577 

(2010).
3. Cohn, S. L. et al. The International Neuroblastoma Risk Group (INRG) classification system: an INRG Task Force report. Journal 

of clinical oncology: official journal of the American Society of Clinical Oncology 27, 289–297, doi: 10.1200/JCO.2008.16.6785 
(2009).

4. Maris, J. M., Hogarty, M. D., Bagatell, R. & Cohn, S. L. Neuroblastoma. Lancet 369, 2106–2120, doi: 10.1016/S0140-6736(07)60983-0 
(2007).

5. Yu, A. L. et al. Anti-GD2 antibody with GM-CSF, interleukin-2, and isotretinoin for neuroblastoma. The New England journal of 
medicine 363, 1324–1334, doi: 10.1056/NEJMoa0911123 (2010).

6. Seeger, R. C. Immunology and immunotherapy of neuroblastoma. Seminars in cancer biology 21, 229–237, doi: 10.1016/j.
semcancer.2011.09.012 (2011).

7. Opel, D., Poremba, C., Simon, T., Debatin, K. M. & Fulda, S. Activation of Akt predicts poor outcome in neuroblastoma. Cancer 
research 67, 735–745, doi: 10.1158/0008-5472.CAN-06-2201 (2007).

8. Gills, J. J. & Dennis, P. A. Perifosine: update on a novel Akt inhibitor. Current oncology reports 11, 102–110 (2009).
9. Kondapaka, S. B., Singh, S. S., Dasmahapatra, G. P., Sausville, E. A. & Roy, K. K. Perifosine, a novel alkylphospholipid, inhibits 

protein kinase B activation. Molecular cancer therapeutics 2, 1093–1103 (2003).
10. Hennessy, B. T. et al. Pharmacodynamic markers of perifosine efficacy. Clinical cancer research: an official journal of the American 

Association for Cancer Research 13, 7421–7431, doi: 10.1158/1078-0432.CCR-07-0760 (2007).
11. Li, Z., Tan, F., Liewehr, D. J., Steinberg, S. M. & Thiele, C. J. In vitro and in vivo inhibition of neuroblastoma tumor cell growth by 

AKT inhibitor perifosine. Journal of the National Cancer Institute 102, 758–770, doi: 10.1093/jnci/djq125 (2010).
12. Li, Z., Oh, D. Y., Nakamura, K. & Thiele, C. J. Perifosine-induced inhibition of Akt attenuates brain-derived neurotrophic factor/

TrkB-induced chemoresistance in neuroblastoma in vivo. Cancer 117, 5412–5422, doi: 10.1002/cncr.26133 (2011).
13. Holohan, B. et al. Perifosine as a potential novel anti-telomerase therapy. Oncotarget 6, 21816–21826, doi: 10.18632/oncotarget.5200 

(2015).
14. Rios-Marco, P., Rios, A., Jimenez-Lopez, J. M., Carrasco, M. P. & Marco, C. Cholesterol homeostasis and autophagic flux in 

perifosine-treated human hepatoblastoma HepG2 and glioblastoma U-87 MG cell lines. Biochemical pharmacology 96, 10–19, doi: 
10.1016/j.bcp.2015.04.015 (2015).

15. Zhang, J., Hong, Y. & Shen, J. Combination treatment with perifosine and MEK-162 demonstrates synergism against lung cancer 
cells in vitro and in vivo. Tumour biology: the journal of the International Society for Oncodevelopmental Biology and Medicine 36, 
5699–5706, doi: 10.1007/s13277-015-3244-2 (2015).

16. Xin, Y., Shen, X. D., Cheng, L., Hong, D. F. & Chen, B. Perifosine inhibits S6K1-Gli1 signaling and enhances gemcitabine-induced 
anti-pancreatic cancer efficiency. Cancer chemotherapy and pharmacology 73, 711–719, doi: 10.1007/s00280-014-2397-9 (2014).

17. Li, X., Luwor, R., Lu, Y., Liang, K. & Fan, Z. Enhancement of antitumor activity of the anti-EGF receptor monoclonal antibody 
cetuximab/C225 by perifosine in PTEN-deficient cancer cells. Oncogene 25, 525–535, doi: 10.1038/sj.onc.1209075 (2006).

18. Shen, J., Hong, Y., Zhao, Q. & Zhang, J. L. Preclinical evaluation of perifosine as a potential promising anti-rhabdomyosarcoma 
agent. Tumour biology: the journal of the International Society for Oncodevelopmental Biology and Medicine 37, 1025–1033, doi: 
10.1007/s13277-015-3740-4 (2016).

http://www.ebi.ac.uk/GOA/


www.nature.com/scientificreports/

1 2SCIeNtIfIC RePoRTS | 7:42062 | DOI: 10.1038/srep42062

19. van Blitterswijk, W. J. & Verheij, M. Anticancer alkylphospholipids: mechanisms of action, cellular sensitivity and resistance, and 
clinical prospects. Current pharmaceutical design 14, 2061–2074 (2008).

20. Li, Z., Yan, S., Attayan, N., Ramalingam, S. & Thiele, C. J. Combination of an allosteric Akt Inhibitor MK-2206 with etoposide or 
rapamycin enhances the antitumor growth effect in neuroblastoma. Clinical cancer research: an official journal of the American 
Association for Cancer Research 18, 3603–3615, doi: 10.1158/1078-0432.CCR-11-3321 (2012).

21. Rios-Marco, P., Marco, C., Cueto, F. J., Carrasco, M. P. & Jimenez-Lopez, J. M. Pleiotropic effects of antitumour alkylphospholipids 
on cholesterol transport and metabolism. Experimental cell research 340, 81–90, doi: 10.1016/j.yexcr.2015.12.012 (2016).

22. Carrasco, M. P., Jimenez-Lopez, J. M., Rios-Marco, P., Segovia, J. L. & Marco, C. Disruption of cellular cholesterol transport and 
homeostasis as a novel mechanism of action of membrane-targeted alkylphospholipid analogues. British journal of pharmacology 
160, 355–366, doi: 10.1111/j.1476-5381.2010.00689.x (2010).

23. Gajate, C. & Mollinedo, F. Edelfosine and perifosine induce selective apoptosis in multiple myeloma by recruitment of death 
receptors and downstream signaling molecules into lipid rafts. Blood 109, 711–719, doi: 10.1182/blood-2006-04-016824 
(2007).

24. David, E. et al. Perifosine synergistically enhances TRAIL-induced myeloma cell apoptosis via up-regulation of death receptors. 
Clinical cancer research: an official journal of the American Association for Cancer Research 14, 5090–5098, doi: 10.1158/1078-0432.
CCR-08-0016 (2008).

25. Mollinedo, F. & Gajate, C. Lipid rafts, death receptors and CASMERs: new insights for cancer therapy. Future oncology 6, 491–494, 
doi: 10.2217/fon.10.22 (2010).

26. Watt, F. M. & Huck, W. T. Role of the extracellular matrix in regulating stem cell fate. Nature reviews. Molecular cell biology 14, 
467–473, doi: 10.1038/nrm3620 (2013).

27. Seguin, L., Desgrosellier, J. S., Weis, S. M. & Cheresh, D. A. Integrins and cancer: regulators of cancer stemness, metastasis, and drug 
resistance. Trends in cell biology 25, 234–240, doi: 10.1016/j.tcb.2014.12.006 (2015).

28. Erdreich-Epstein, A. et al. Integrins alpha(v)beta3 and alpha(v)beta5 are expressed by endothelium of high-risk neuroblastoma and 
their inhibition is associated with increased endogenous ceramide. Cancer research 60, 712–721 (2000).

29. Bianchi, A., Gervasi, M. E. & Bakin, A. Role of beta5-integrin in epithelial-mesenchymal transition in response to TGF-beta. Cell 
cycle 9, 1647–1659, doi: 10.4161/cc.9.8.11517 (2010).

30. Roth, P. et al. Integrin control of the transforming growth factor-beta pathway in glioblastoma. Brain: a journal of neurology 136, 
564–576, doi: 10.1093/brain/aws351 (2013).

31. Leblond, P. et al. Cilengitide targets pediatric glioma and neuroblastoma cells through cell detachment and anoikis induction. Anti-
cancer drugs 24, 818–825, doi: 10.1097/CAD.0b013e328362edc5 (2013).

32. Chen, Y. X. et al. Dexamethasone enhances cell resistance to chemotherapy by increasing adhesion to extracellular matrix in human 
ovarian cancer cells. Endocrine-related cancer 17, 39–50, doi: 10.1677/ERC-08-0296 (2010).

33. Park, J. J. et al. Berberine inhibits human colon cancer cell migration via AMP-activated protein kinase-mediated downregulation 
of integrin beta1 signaling. Biochemical and biophysical research communications 426, 461–467, doi: 10.1016/j.bbrc.2012.08.091 
(2012).

34. Yamasaki, M. et al. alpha-Lipoic acid suppresses migration and invasion via downregulation of cell surface beta1-integrin expression 
in bladder cancer cells. Journal of clinical biochemistry and nutrition 54, 18–25, doi: 10.3164/jcbn.13-57 (2014).

35. Choudhary, C. et al. Lysine acetylation targets protein complexes and co-regulates major cellular functions. Science 325, 834–840, 
doi: 10.1126/science.1175371 (2009).

36. Jaboin, J. et al. MS-27-275, an inhibitor of histone deacetylase, has marked in vitro and in vivo antitumor activity against pediatric 
solid tumors. Cancer research 62, 6108–6115 (2002).

37. Panicker, J. et al. Romidepsin (FK228/depsipeptide) controls growth and induces apoptosis in neuroblastoma tumor cells. Cell cycle 
9, 1830–1838, doi: 10.4161/cc.9.9.11543 (2010).

38. Yang, X. J. & Seto, E. HATs and HDACs: from structure, function and regulation to novel strategies for therapy and prevention. 
Oncogene 26, 5310–5318, doi: 10.1038/sj.onc.1210599 (2007).

39. Cortes, C., Kozma, S. C., Tauler, A. & Ambrosio, S. MYCN concurrence with SAHA-induced cell death in human neuroblastoma 
cells. Cellular oncology 38, 341–352, doi: 10.1007/s13402-015-0233-9 (2015).

40. He, W. et al. HDAC inhibitors suppress c-Jun/Fra-1-mediated proliferation through transcriptionally downregulating MKK7 and 
Raf1 in neuroblastoma cells. Oncotarget 7, 6727–6747, doi: 10.18632/oncotarget.6797 (2016).

41. DuBois, S. G. et al. Phase I Study of Vorinostat as a Radiation Sensitizer with 131I-Metaiodobenzylguanidine (131I-MIBG) for 
Patients with Relapsed or Refractory Neuroblastoma. Clinical cancer research: an official journal of the American Association for 
Cancer Research 21, 2715–2721, doi: 10.1158/1078-0432.CCR-14-3240 (2015).

42. Zhu, X. et al. Quantitative Analysis of Global Proteome and Lysine Acetylome Reveal the Differential Impacts of VPA and SAHA on 
HL60 Cells. Scientific reports 6, 19926, doi: 10.1038/srep19926 (2016).

Acknowledgements
We thank the PTM Biolabs for their assistance with experiments. This work was supported by National 
Natural Science Foundation of China (No. 81272538, No. 81472359), 2013 Liaoning Climbing Scholar 
Foundation.

Author Contributions
X.G. and Z.J.L. designed experiments; X.G. and Z.Y.H. wrote the main manuscript; Y.Z., X.W.Z., W.T. and 
Y.D.D. performed western blotting; Z.H.L. and C.J.T. reviewed the manuscript. All authors reviewed the 
manuscript.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Gu, X. et al. Proteome and Acetylome Analysis Identifies Novel Pathways and Targets 
Regulated by Perifosine in Neuroblastoma. Sci. Rep. 7, 42062; doi: 10.1038/srep42062 (2017).
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

http://www.nature.com/srep


www.nature.com/scientificreports/

13SCIeNtIfIC RePoRTS | 7:42062 | DOI: 10.1038/srep42062

This work is licensed under a Creative Commons Attribution 4.0 International License. The images 
or other third party material in this article are included in the article’s Creative Commons license, 

unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license, 
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this 
license, visit http://creativecommons.org/licenses/by/4.0/
 
© The Author(s) 2017

http://creativecommons.org/licenses/by/4.0/

	Proteome and Acetylome Analysis Identifies Novel Pathways and Targets Regulated by Perifosine in Neuroblastoma
	Introduction
	Results
	Inhibition of cell survival and Akt phosphorylation by perifosine in AS cells
	Impacts of perifosine treatment on global proteome level in AS cells
	Impacts of perifosine on acetylome level in AS cells
	Protein-protein interaction network of lysine acetylome upon perifosine treatment in AS cells

	Discussion
	Methods
	Cells and reagents
	Treatment
	siRNA and transfection
	Cell survival analysis
	Western blotting
	Wound healing assay
	SILAC labeling
	Protein extraction and in-solution trypsin digestion
	HPLC fractionation
	Affinity enrichment
	LC-MS/MS analysis
	Database search
	Bioinformatic analysis
	Statistical analysis

	Additional Information
	Acknowledgements
	References




