
The Ski Protein is Involved in the Transformation Pathway
of Aurora Kinase A
Solange Rivas,1 Ricardo Armis�en,1,2 Diego A. Rojas,1 Edio Maldonado,1 Hern�an Huerta,1

Julio C. Tapia,1,2 Jaime Espinoza,3 Alicia Colombo,1,2 Luis Michea,1,2,4

Michael J. Hayman,5 and Katherine Marcelain1,2*
1Instituto de Ciencias Biom�edicas, Facultad de Medicina, Universidad de Chile, Independencia 1027, Santiago, Chile
2Centro de Investigaci�on y Tratamiento del C�ancer, Facultad de Medicina, Universidad de Chile, Independencia
1027, Santiago, Chile

3Department of Pathology, UC—Center for Investigational Oncology (CITO), School of Medicine, Pontificia
Universidad Cat�olica de Chile 8330034, Santiago, Chile

4Millenium Institute of Immunology and Immunotherapy, Santiago, Chile
5Department of Microbiology and Molecular Genetics, Stony Brook University, Stony Brook, New York 11794

ABSTRACT
Oncogenic kinase Aurora A (AURKA) has been found to be overexpresed in several tumors including colorectal, breast, and hematological
cancers. Overexpression of AURKA induces centrosome amplification and aneuploidy and it is related with cancer progression and poor
prognosis. Here we show that AURKA phosphorylates in vitro the transcripcional co-repressor Ski on aminoacids Ser326 and Ser383.
Phosphorylations on these aminoacids decreased Ski protein half-life. Reduced levels of Ski resulted in centrosomes amplification andmultipolar
spindles formation, same as AURKA overexpressing cells. Importantly, overexpression of Ski wild type, but not S326D and S383D mutants
inhibited centrosome amplification and cellular transformation induced by AURKA. Altogether, these results suggest that the Ski protein is a
target in the transformation pathway mediated by the AURKA oncogene. J. Cell. Biochem. 117: 334–343, 2016. © 2015 Wiley Periodicals, Inc.
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The Oncogenic kinase Aurora A (AURKA) is a serine/threonine
kinase that plays an important role in chromosome segregation

and centrosome functions [Andrews, 2005; Nikonova et al., 2013].
AURKA overexpression has been found in a number of cancers,
including breast, colorectal, glioblastoma, and melanoma [Sen et al.,
1997; Bischoff et al., 1998; Mountzios et al., 2008; Lehman et al.,
2012; Roylance et al., 2014; Caputo et al., 2015]. Increased Aurora A
kinase activity is related with centrosome dysfunction, aneuploidy,
chromosomal instability [Zhou et al., 1998; Roylance et al.,
2014] and with aggressive clinical progression in several cancers,
including colorectal, breast, gastrointestinal and others [Miyoshi
et al., 2001; Goos et al., 2013; Roylance et al., 2014; Yeh et al., 2014].

One of the molecular targets of AURKA is the Ski protein
[Mosquera et al., 2011], a transcriptional co-repressor that down-
regulates TGFb as well as other signaling pathways [Deheuninck and

Luo, 2009]. Early studies demonstrated that the upregulation of Ski
causes morphological transformation of several avian cellular
lineages [Stavnezer et al., 1981; Li et al., 1986] and thus, it was
considered an oncoprotein. Accordingly, a number of studies have
shown increased expression of Ski in several types of cancers,
including melanoma [Fumagalli et al., 1993; Reed et al., 2001; Reed
et al., 2008], leukaemia [Ritter et al., 2006; Singbrant et al., 2014],
colorectal [Buess et al., 2004; Bravou et al., 2009], gastric [Kiyono
et al., 2009; Takahata et al., 2009; Nakao et al., 2011], pancreatic
[Heider et al., 2007], esophageal [Fukuchi et al., 2004] and
glioblastoma [Jiang et al., 2014]. However, decreased expression
of Ski has also been shown in almost 50% of colorectal cancers
[Buess et al., 2004] and somemelanoma cell lines [Poser et al., 2005];
and, a tumor suppressor effect of Ski has been described in
pancreatic [Wang et al., 2009; Wang et al., 2010], melanoma [Tulley
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andChen, 2014] andbreast cancer [Azumaet al., 2005; LeScolanet al.,
2008; Theohari et al., 2012]. Studies in SKI knock-out mice have also
identified Ski as a tumor suppressor protein in that SKIþ/�mice were
more susceptible to chemical carcinogenesis than wild type animals
[Shinagawa et al., 2001]. Moreover, SKI�/� mouse embryonic
fibroblasts (MEFs) exhibit high levels of chromosomal instability
resulting from defects of chromosome alignment and segregation and
ultimately aneuploidy [Marcelain et al., 2012]. This latest observation
suggested a role for the Ski protein inmitosis, which is consistent with
its localization in the mitotic spindle and centrosomes [Marcelain and
Hayman, 2005; Mosquera et al., 2011; Chen et al., 2013] as well as
higher levels of Ski during mitosis [Macdonald et al., 2004; Marcelain
and Hayman, 2005; Chen et al., 2013].

It has been established that one mechanism determining the
abundance of Ski is ubiquitin-proteasome degradation. Also,
indirect evidences suggest that phosphorylation of Ski may affect
its stability and abundance in mitosis [Macdonald et al., 2004;
Marcelain and Hayman, 2005]. Ski is phosphorylated during mitosis
by the cdk1(p34cdc2)/cyclin B kinase complex [Marcelain and
Hayman, 2005]. Also, Mosquera et al., showed that AURKA interacts
with Ski at the centrosome, and that AURKA can phosphorylate Ski
in vitro [Mosquera et al., 2011]. However, the occurrence of Ski
phosphorylation by AURKA in vivo, neither the effect of
phosphorylation on the Ski protein abundance nor the specific
phosphorylated residues have been described yet.

We hypothesized that AURKA phosphorylates Ski, affecting its
intracellular levels and that the oncogenic effect of AURKA depends
on the abundance of Ski. To test our hypothesis, we analyzed the
specific sites in Ski phosphorylated by AURKA, the effect of
phosphorylation on the stability of the Ski protein and defined
whether Ski overexpression was able to interfere with the in vitro
oncogenic transformation induced by AURKA.

MATERIALS AND METHODS

TISSUE CULTURE, PLASMIDS, AND TRANSFECTION
SKI�/� and SKIþ/� MEFs have been described before [Marcelain
et al., 2012].HEK293T,MCF-7,MEFs, andU2OScellsweremaintained
in Dulbecco0s modified Eagle0s medium (DMEM, Life Technologies,
Carlsbad, CA) supplemented with 10% fetal bovine serum (FBS),
penicillin G (100U/ml), and streptomycin (100mg/ml). NIH3T3 cells
weremaintained inDMEMsupplementedwith 10%bovine calf serum.
Expression plasmids were transfected with FuGENE 6 (Roche Applied
Science, Pleasanton, CA) for HEK293cells, Lipofectamine 2000 and
3000 (Life Technologies) for MCF-7, U2OS and NIH3T3. pGEX2T-Ski,
pCMV-T7-Ski, pFlag-Ski, pREBNA-EGFP, pREBNA-EGFP-Ski, and
HA-Aurora A were described previously [Liu et al., 2004; Zhao et al.,
2009; Mosquera et al., 2011]. pBABE-puro h-Aur, h-AurD274A and
pWZL Flag AURKA were obtained from Addgene (8510) [Crane et al.,
2004]. Human Ski short hairpin RNA (shRNA) expression plasmids
were constructed byusingpSHAG1BseRI-BamHI (BSHAGGING-PCR)
(B strategy as described before [Paddison et al., 2002]. The DNA
sequence for the human Ski shRNA was: 50-TTCCAGCCG-
CACCCGGGGCTGCAGAAGAC-30. The PCR product was cloned into
RIGB retroviral vector [Ueki and Hayman, 2003].

SAMPLE PREPARATION AND MASS SPECTROMETRY
HEK293T cells were transfected with Flag-Ski or T7-Ski expressing
plasmids. 48 hours after transfection, Ski protein was purified by
affinity chromatography, using anti-Flag (Sigma-Aldrich, Chile) or
anti-T7 antibodies (Merck Millipore). The purified proteins were
separate by SDS-PAGE and the gel stained with Coomassie bright
blue (CBB, Sigma). The bands corresponding to Ski were excised
from the gel, trypsinized and analyzed by Liquid chromatography-
coupled Tandem Mass Spectrometry (LC/MS/MS), using an Applied
Biosystems Q-STAR system (Stony Brook Mass Spectrometer
Facility).

SITE-DIRECTED MUTAGENESIS
For site-directedmutagenesis, hSki was subcloned in a pBlueScript II
SK(þ) plasmid. Standard protocols were used, but given high GC
content of Ski sequence, PCR amplification was performed using
PfuUltra HF (Agilent Technologies, CA) in a reaction buffer
containing 5% DMSO and 10% Betaine. Point mutations and the
absence of additional unwanted mutations, were assessed by
complete sequencing of the hSki inserts. Mutated inserts were
then subcloned into BamHI/HindIII sites of pCMV-T2A or pGEX2T
plasmids.

IN VITRO AURORA A KINASE ASSAY
For in vitro phosphorylation assay, GST, GST-Ski, GST-SkiS326A,
and GST-SkiS383A proteins were produced in BL21 cells and
recovered on glutathione-Sepharose 4B beads (BD Biosciences, San
Jose, CA). GST fusion proteins were incubated for 30min at 30°C in
reaction buffer (8mM MOPS/NaOH pH 7.0, 0.2mM EDTA)
supplemented with 0.5mCi [g32P]ATP, 100mM unlabeled ATP,
and 200 ng active Aurora A (Specific Activity: 1,789U/mg,
Millipore.). Autographs were semi-quantified in ImageJ [Schneider
et al., 2012]. Values were normalized to CBB staining of each
substrate. For non-radioactive Aurora Kinase assay, 3mg of GST-Ski
and 600 ng of Aurora A were incubated in 100mM unlabeled ATP
containing reaction buffer.

IMMUNOFLUORESCENCE
Immunofluorescence was performed as described before [Mosquera
et al., 2011; Marcelain et al., 2012]. For centrosome and microtubule
staining, cells were fixed in methanol at �20°C for 6min. anti- g-
tubulin (T3559, Sigma. 1:2000) and a-tubulin (T5168, Sigma-
Aldrich, Chile. 1:1000) were used. For Ski detection, cells were fixed
in PFA 3,7% for 10min. at room temperature. Anti-Ski (Santa Cruz
Biotechnology, Santa Cruz, CA, 1:200) was used.

RNA ISOLATION AND QUANTITATIVE REAL-TIME PCR ANALYSIS
Total RNA from shRNA expressing cells was extracted by using the
RNeasy kit (Qiagen, Germany) and treated with DNase (DNA-free kit,
Qiagen). Reverse transcription was performed by using Superscript
III (Invitrogen). Quantitative real-time PCR was performed in an
Applied Biosystems PRISM 7900HT Fast Real-Time PCR Systemwith
SYBR green PCR master mix (Applied Biosystems, Foster City, CA).
Data was analyzed by averaging triplicates Ct (cycle threshold).
Levels of RNA expression were determined according to the 2-DDct
method. The relative abundance of each Ski mRNA was determined
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by using a standard curve generated from 10-fold serial dilutions of
cDNA and normalized to bActin mRNA. The limits of a 95%
confidence interval were determined to indicate variability of the
mean ratios for each experiment. Significance was determined by
using Student0s t-test.

PROTEIN STABILITY ASSAY
To determine the half-life of Ski, MCF-7 transiently transfected with
Flag-Ski (WT or mutants) were treated with 50mg/ml cycloheximide
(CHX) (Sigma, St. Louis, MO) 24 h after transfection. For endogenous
Ski0s determination, MCF-7 cells were pre-treated for 3 h with 1mM
Alisertib (MLN8237, Selleckchem) or vehicle (DMSO). Cells were
harvested, lysed at 0, 4, 6, and 8 h in RIPA buffer (1% NP-40, 0.5%
sodium deoxycholate, 0.1% sodium dodecyl sulfate [SDS], 10mg/ml
phenylmethylsulfonyl fluoride, aprotinin [2mg/ml], and 100mM
sodium orthovanadate) and evaluated via SDS–PAGE and Western
blot. The pixels for each band were measured and normalized so that
the number of pixels at t¼ 0 was 1. The relative pixels were plotted
versus time and the t1/2 was calculated at 0.5.

COLONY FORMING ASSAY
NIH-3T3 cells were transfected with pREBNA-EGFP, pREBNA-
EGFP-Ski, and/or pBABE-hAur (WT AURKA). After 24 h, cells were
selected with 2 ug/ml puromycin for 2 days. Then, selected cells were
reseeded in 60mm dishes at 5% confluence and cultured for
additional 18–21 days. For evaluation of mutants, cells were
transiently transfected Flag-Ski WT, Flag-Ski S326D, and Flag-Ski
S383D, seeded after 24 h at 5% confluence and cultured by 15 days.
At the end, cells were fixed in methanol: acetic acid (3:1) and stained
with 0.5% crystal violet.

STATISTICAL ANALYSIS
For centrosome number andmitosis quantification, at least 100 cells/
nuclei were evaluated for each condition. For mitotic spindle
analysis, about 50 cells were evaluated. All experiments were
assessed independently three or more times. Significance of the
differences was determined by using Student t-test or One/TwoWay
ANOVA with Bonferroni post-test, as depicted in the Legend of each
figure.

RESULTS AND DISCUSSION

IDENTIFICATION OF SERINE 326 AND SERINE 383 AS IN VITRO AND
IN VIVO TARGETS FOR AURKA
In order to identify the effect that phosphorylation byAURKAhad on
Ski, we identified the amino acids being phosphorylated by AURKA.
We performed an in vitro cold AURKA kinase assay, using a purified
recombinant GST-Ski as a substrate. A mobility shift of the protein
incubated with AURKA indicated that it was indeed phosphorylated
(Fig. 1A). Subsequent liquid chromatography followed by tandem
mass spectrometry (LC/MS/MS) identified S326 and S383 as the
phosphorylated residues in Ski protein.

The phosphorylation consensus motif for AURKA in budding
yeast is [R/K]X[S/T][ILV] [Cheeseman et al., 2002]. This motif was
further refined in higher eukaryotes, for example in the proteins

TACC [Barros et al., 2005], CDC25B [Dutertre et al., 2004], PLK-1
[Macurek et al., 2008]. Later, the motif was defined as [R/K/N]RX[S/
T]B, by in vitro phosphopeptide analysis, with B being any
hydrophobic amino acid except for Pro [Ferrari et al., 2005] but
this motif is not present in all AURKA substrates [Kettenbach et al.,
2011]. The sequence surrounding S326 and S383 slightly fits to this
motif. Although S383 is next to a P residue, this is also the case for
S315 in p53, another target for this kinase [Katayama et al., 2004].

In order to confirm the specificity of MS findings, we used the
mutant GST-SkiS326A and GST-SkiS383A proteins as in vitro
substrates in an AURKA kinase assay. Figure 1B shows a
representative autoradiograph. Phosphorylation of the mutants
was evidently reduced when compared to thewild type protein (GST-
WTSki). Quantification of the signal revealed that the mutation of
S326 or S383 reduced Ski phosphorylation by AURKA to about 60%
and less than 30% of control levels (GST-WTSki; Fig. 1C).

Next, to investigate whether phosphorylation on serine 326 and
383 were also found in vivo, we analyzed by LCMS/MS Flag-Ski and
T7-Ski proteins immunopurified from exponentially growing
HEK293T cells. In a total of 4 analyses using both tagged proteins,
we identified eight serines phosphorylated in the Ski protein. Among
these identified sites, we found S326 and S383 (Fig. 1D). As far as we
know, there is no information concerning S326 phosphorylation,
whereas phosphorylation of S383 has been previously described in
proteomic discovery experiments in human cells. In addition, we
confirmed S394, S432, and S480 phosphorylation, as previously
reported in phosphoproteome screening studies in HEK293, Jurkat T-
cell leukemia and ES cells [Gauci et al., 2009; Mayya et al., 2009;
Phanstiel et al., 2011; Shiromizu et al., 2013] and, importantly, we
identified three new phosphorylation sites in Ski: S343, S500 and
S720. Our findings are also in accordance with early studies that
reported serine phosphorylations in chicken c-Ski [Sutrave et al.,
1990]. However, in that study, phosphorylation events in c-Ski were
thought to be limited to the C-terminus domain of the protein [Sutrave
et al., 1990], while we found that a truncated Ski (DC) was still
phosphorylated at S383, S394, S480 (data not shown). Thus, these
events seem to be not restricted to the C-terminal domain in human
Ski. Nevertheless, Ski may be phosphorylated at other sites under
different physiological conditions, and hence we cannot rule out the
presence of additional phosphorylation events. Indeed, phosphor-
ylation of Ski at T458 by Akt following activation of this pathway by
specific growth factors [Band et al., 2009] and phosphorylation in
S515, has been also described [Nagata et al., 2010].

PHOSPHORYLATION ON Ser326 AND Ser383 DECREASES THE
STABILITY OF Ski
Ski protein levels are regulated through the cell cycle by ubiquitin-
dependent proteasomal degradation, reaching highest levels at G2/M
[Macdonald et al., 2004; Marcelain and Hayman, 2005]. In mitotic
cells, proteosome inhibition increases the stability of the phos-
phorylated form of Ski in vivo [Marcelain and Hayman, 2005]. Thus,
we evaluated whether phosphorylation of Ski by AURKA affected its
stability. First, we transfected a Flag-Ski WT, Flag-SkiS326A, and
Flag-SkiS383A expressing plasmids and assessed the stability of the
WT and mutant proteins in MCF-7 cells, a breast adenocarcinoma
cell line with amplified and overexpressed AURKA [Klein et al.,
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2005] (Fig. 2A). Point mutations S>A in S326 and S383 caused a
significant increase of Ski half-life, indicating greater protein
stability. Conversely, when serines were replaced by aspartics (S>D),
half-life of Ski decreased to about 6 and 7 hours for S326D and
S383D mutants, respectively (Fig. 2C and 2D).

Endogenous Ski protein was hard to detect by western blot in
these cells. In fact, the protein was detected only after 4 h of CHX
treatment (Fig. 2E). Conversely, when cells were pre-incubated with
MLN8237 (AlisertibTM), a small molecule inhibitor of AURKA, Ski
became detectable in the absence of CHX (time “0 h”). Next, as Ski
levels were hardly detected inMCF-7 cells, we evaluated the effect of
AURKA overexpression on endogenous Ski in U2OS cells, a human
cell line with higher levels of Ski. We found that ectopic expression
of Flag-AURKA decreased Ski protein levels, when compared to
vector transfected cells (Fig. 2F).

Overall, despite our data only indirectly implicates AURKA in
phosphorylation of Ski in these experiments, these also indicate that
phosphorylation on Ser326 and S383 indeed decreases stability of
Ski.

The relationship between phosphorylation of Ski and stability has
been explored before. Phosphorylation of Ski by Akt at threonine

458 has also been shown to cause destabilization of the protein in
response to TGFb [Band et al., 2009], while phosphorylation on
serine 515 did not affect Ski0s stability [Nagata et al., 2010].

Abovementioned results indicate that phosphorylation of S326
and S383 by AURKA reduces Ski half-life. Therefore, we further
evaluated the effect of Ski protein abundance in the centrosome
function and in the transformation activity of AURKA.

REDUCED LEVELS OF Ski RESULTS IN INCREASED CENTROSOMES
NUMBER AND MULTIPOLAR MITOTIC SPINDLES
We have previously shown that absence of Ski results in
chromosomal segregation defects driving cells into aneuploidy in
mouse embryonic fibroblasts (MEFs) [Marcelain et al., 2012]. As
AURKA over-expression has been shown to induce centrosomal
amplification, we assessed whether decreasing Ski levels may result
also in centrosomal amplification. Thus, we stained for g-tubulin
and performed indirect immunofluorescence in order to quantify the
centrosomes in MEFs derived from SKI�/� and SKIþ/� mice. We
found that both SKI�/� and SKIþ/� cells had centrosome
amplification compared to wild type (WT) cells (Figs. 3A and 3B).
When quantified number of centrosomes per cell, we found that

Fig. 1. Ski is phosphorylated at Serine 326 and 383 by AURKA. (A) Purified GST-Ski was incubated with or without Aurora A in an in vitro non-radioactive kinase reaction
buffer. Phosphorylated Ski was analyzed by liquid chromatography-coupled Tandem Mass Spectrometry (LC/MS/MS). Identified phosphopeptides are shown to the left. R at
position -3 is highlighted as it is shared by most Aurora A substrates. (B) In vitro AURKA kinase assay using GST-Ski WT and S326A and S383A mutants as substrates for purified
active Aurora A. Autoradiography shows the incorporation of [g32P] in GST-Ski proteins. Coomassie bright blue staining of the purified proteins is shown (CBB). (C) GST-Ski
phosphorylation was semi-quantified using CBB protein staining as loading control. Results represent median� SD of three independent experiments and are expressed as
percentage of GST-SKIWT protein phosphorylation. �P< 0.001 versusWT protein. Student t-test. (D) Flag and T7-tagged Ski were immunopurified fromHEK293 cells. A CBB gel
of the purified proteins is shown. Bands corresponding to Ski were excised from the gel, trypsinized and analyzed by LC/MS/MS. A summary with the phosphopeptides and specific
residues found to be phosphorylated in Ski in vivo is shown on right. S326 and S383 are highlighted. MW: molecular weight marker.
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more than 30% of the SKIþ/� cells carried supernumerary
centrosomes, and this percentage was significantly higher for the
SKI�/� cells, reaching 50%. Importantly, the number of centrosomes
per cell was also higher in the SKI�/� cells, with about 8% of cells
having more than eight centrosomes (Fig. 3B). As SKI�/� cells were
mostly binucleated and polyploid, the number of centrosomes was
normalized to the number of nuclei. Similar results were obtained
whenwe identified centrosomes by centrin staining (data not shown).

An increased number of centrosomes have direct consequences on
the arrangement of multipolar spindles during mitosis, which leads
to uneven cell division and consequently aneuploidy. Hence,
centrosome amplification could contribute to the high percentage
of aneuploidy reported previously for SKI�/� cells [Marcelain et al.,
2012]. Thus, we analyzed the number of mitotic spindle poles in
SKIþ/� and SKI�/� cells that were in metaphase and anaphase
stages of mitosis. We found that multipolar spindles arose in more

than 35% of the SKI�/� cells. In contrast, although in the SKIþ/�
cells there was a significant increase in the number of centrosomes
compared to WT cells, about 90% of these cells assembled bipolar
spindles (Figs. 3A and 3C). Clustering of multiple centrosomes at a
single spindle pole was frequently observed in both SKIþ/� and�/�
cells. Importantly, most of the time, the presence of multiple
centrosomes did not interfere with normal chromosome segregation
at anaphase in the SKIþ/� MEF (see Fig. 3A).

To discriminate whether supernumerary centrosomes arise as a
consequence of bona fide centriole overduplication or is secondary to
polyploidy, we arrested early passage (p�3) SKI WT and deficient
MEFs in S-phase by hydroxyurea treatment and compared the
induction of centrosome amplification to that in untreated exponen-
tially growing cells (Fig. 3D). Prolonged S-phase did not have a
significant effect of SKI compromised function on centrosome
duplication, neither in SKIþ/� nor in SKI�/� cells (Fig. 3D),

Fig. 2. Phosphorylation of Ski on S326 and S383 affected the stability of the protein. Stability of Flag-tagged SkiWT, SkiS326A, S383A (A); SkiS326D and SkiS383D (C)
proteins were assessed in MCF-7 cells. Cells were incubated with cycloheximide (CHX) for up to 8 hours and Ski was detected by western blotting. In B and D, protein levels were
semi-quantified and normalized by a-tubulin levels. Median� SD of three independent experiments are shown and are expressed relative to time “0”. Punctuated red line in D
shows the time for 50% protein reduction according to a lineal regression model. (E) MCF-7 cells were pre-incubated with 1mM MLN8237 (Alisertib) or vehicle for 3 h before
adding CHX. Ski was detected as in (A). MLN8237 treated cells were evaluated up to six hours after CHX treatment given mortality induced by the inhibitor at prolonged
incubation times. (F) U2OS cells were transfected with an empty vector or a Flag-AurA plasmid. Ski and AURKA levels were evaluated as in (A).
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Fig. 3. Centrosomes amplification and multipolar mitoses in cells with reduced levels of Ski. (A) Centrosomes were detected by using an anti-g tubulin antibody followed by
immunofluorescence staining (red) in wild type (WT), SKIþ/� and SKI�/�MEFs. DNA was stained with To-Pro3 (shown in gray scale). Magnified images of the centrosomes are
shown in the insets. (B and C) Quantification of centrosomes andmitotic spindle poles. Each spot corresponding tog-tubulin in interphase cells (left column in A) was considered
as one centrosome or one spindle pole in mitotic cells (right panel in A). At least 500 interphase cells and 100 mitotic cells per experiment were counted and an average from two
different cell populations from different animals of each genotype is shown. Significance was determined by using Student0s t-test. �P< 0.05 relative to WT; ��P< 0.05 relative
to SKIþ/� MEFs. Bars, 10mm. (D) Primary, low passage (<4), Ski WT, SKIþ/� and SKI�/� MEFs were treated with hydroxyurea (HU) for 24 h. Centrosomes number was
evaluated as in A. Differences were not significant (P> 0,05; Studentś t-test). (E) Ski mRNA levels were determined by qRT-PCR in U2OS cells stably expressing a control
(scramble) or a shRNA targeting Ski. Cells from at least three independent experiments were harvested 10–20 days after antibiotic selection. mRNA levels were normalized to
b-Actin mRNA levels and expressed as relative to control cells. (F) Expression of Ski protein was diminished in cells expressing the anti-Ski shRNA. Transduced cells (marked
with an �) were identified by green fluorescence protein (EGFP) co-expression and Ski was detected by immunofluorescence (red). (G) Centrosomes and spindle poles were
detected by using an anti-g and a-tubulin antibody, followed by immunofluorescence in U2OS cells stably expressing a control and the shRNA targeting Ski. Quantification of
centrosomes and spindles was performed as in A. The average of at least three independent experiments is shown. Significance was determined by using Student0s t-test.
�P< 0.05. Bars, 10mm.
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indicating that the increase in centrosome number in the SKIþ/� and
�/� MEFs is not caused by deregulation of centrosome duplication
control during S phase. In full support of the previous observations, a
high percentage of untreated SKI�/� and SKIþ/� cells have

centrosome amplification. As these experiments were carried out in
MEF with a low number of passages, these observations indicate that
centrosome amplification is an early event and may plausibly occur
even before cell culturing.

Fig. 4. Overexpression of Ski blocks AURKA induced cellular transformation. (A and B) U2OS cells were transfected with the indicated plasmids. Centrosomes number (A) was
determined as in Figure 3. Mitotic index (B) was determined by counting mitotic cells. (C and D) NIH3T3 cells stably overexpressing the indicated proteins were seeded at 5%
confluence and colony formation was evaluated 18 days after. In (C), a representative picture of the final cultures in phase contrast (up) and after staining with crystal violet
(bottom). The inset shows a magnified picture of a colony that dettached from the plate, leaving empty spaces around the colonies. In D, quantification of colonies as depicted in
C, is shown. In A, B, and D, mean of three independent experiments and SD are shown. ��P< 0.001; ���P< 0.0001; ns: not significant (One way ANOVA with Bonferroni post-
test).
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In the absence of overduplication, centrosome clustering may
indicate a mechanism of centrosome amplification in these cells
and would explain the low aneuploidy observed in the SKI
heterozygous cells [Marcelain et al., 2012], regardless of the
increased number of centrosomes. This centrosomal clustering has
been described before for p53 and Rb deficient cells [Borel et al.,
2002] and it has been proposed as a mechanism to prevent the
formation of multipolar spindles in cancer cells [Godinho et al.,
2009; Yi et al., 2011]. A model explaining centrosome clustering
induced centrosome amplification is shown in Supplementary
Figure 1.

To establish whether reduced levels of Ski had the same effect on
human cells, we reduced the levels of Ski in human cell lines by using
a shRNA. shRNA targeting Ski was subcloned in a GFP-expressing
retroviral vector and cells stably expressing the shRNAs were
obtained by antibiotic selection. About a 50% reduction in the
mRNA levels of Ski was achieved (Fig. 3E), which was also evident at
the protein level (Fig. 3F).When analyzed the effect of the shRNAs on
centrosome number and mitotic spindles, we found that a 50%
reduction in Ski expression induced a significant increase in the
percentage of cells carrying supernumerary centrosomes (i.e., from
12 to 25%) (Fig. 3G). Importantly, while virtually no control cell was
foundwithmore than 5 centrosomes (0.7%), a significant percentage
of Ski-shRNA expressing cells had 6 or more centrosomes (4%).
Reduction of Ski levels in human U2OS cells also induced
centrosome clustering at single mitotic spindle poles and multipolar
spindles in 14% of the cells (compared to 7% in cells expressing
control shRNA) (Fig. 3G). Altogether, these results indicate that
diminished levels of Ski cause supernumerary centrosomes and
centrosome clustering.

OVEREXPRESSION OF Ski BLOCKS THE TRANSFORMATION EFFECTS
OF AURKA
The oncogenic mechanism of AURKA has been proposed being
initiated with the induction of supernumerary centrosomes. Hence,
decreasing levels of Ski could be part of the oncogenic mechanism of
AURKA. To further evaluate this possibility, we expressed AURKA in
U2OS cells and quantified the number of centrosomes.We found that
about 13% of control (EGFP expressing) cells had centrosome
amplification and this percentage was significantly increased upon
AURKA overexpression (86.5%). Interestingly, GFP-Ski expression
decreased centrosomal amplification showed by control cells and,
more importantly, inhibited the centrosomal amplification induced
by AURKA (Fig. 4A).

In AURKA overexpressing cells, an increase in multipolar spindle
formation was also evident (not shown). The effect of Ski expression
could not be evaluated for this feature, because Ski overexpression
reduced significantly the mitotic index. Moreover, GFP-Ski
expression reduced the increased proliferation induced by AURKA
overexpression (Fig. 4B).

To evaluate whether overexpression of Ski could also inhibits the
oncogenic transformation mediated by AURKA, we stably overex-
pressed humanAURKA in NIH3T3 cells, in the presence or absence of
GFP-Ski and evaluated transformation by a colony formation assay.
We found that AURKA overexpression induced cell transformation
after twoweeks of culturing, evidenced for a cell morphology change

and an augmented colony formation capability, compared to control
GFP expressing NIH3T3 cells (Figs. 4C and 4D). Overexpression of
GFP-Ski did not have a significant effect on colony formation.
However, expression of Ski decreased the effect of AURKA on colony
formation, significantly reducing the number of colonies (114� 36
vs. 17� 1.7). Overall, these data suggest that decreasing levels of Ski
is a mechanism implicated in centrosomal amplification and cellular
transformation upon AURKA overexpression. To evaluate whether
the effect of Ski was related to its phosphorylation, we expressed the
Ski S326D and S383D mutants in U2OS and NIH3T3 cells, and
evaluated their effect on centrosome number and colony formation,
respectively. As expected, AURKA overexpression induced centro-
some amplification and colonies formation while a kinase dead
mutant (D274A) did not. Interestingly, neither Ski S326D nor Ski
S383D was able to block the effect of AURKA overexpression.
Moreover, unexpectedly, the expression of Ski mutants resulted in
centrosome amplification and colonies formation even in the
absence of AURKA (Figs. 4E and 4F; and Supplementary Figure 2).

Ski is phosphorylated in mitosis, localizes to the mitotic spindle
and centrosomes in mitosis [Marcelain and Hayman, 2005] and
interphase. These observations suggested a role for this protein in
cell division. Accordingly, SKI�/� MEFs show several defects on
chromosomal segregation during mitosis. Although these cells
activate a spindle attachment or anaphase checkpoint (SAC)
signaling when exposed to depolimerizing agents, they fail to stop
anaphase when lagging chromosomes are present, indicating a
weakened SAC [Weaver and Cleveland, 2005;Marcelain et al., 2012].
Here we showed that decreasing levels of Ski not only result in
chromosome segregation defects but also in centrosomal amplifi-
cation. Whether Skiś role on chromosome segregation is function-
ally related to AURKA-mediated centrosome amplification and
spindle formation, is currently under investigation. Although the
data presented here indicate that decreasing Ski could be part of the
mechanism of centrosomal amplificationmediated by overexpressed
AURKA, it is also plausible that Ski participates of an AURKA-
independent mechanism. This would explain the strong effect that
overexpression of this protein has on centrosome number and
transformation (Fig. 4). Importantly, whatever the underlying
mechanism, high levels of Ski could protect cells from genomic
instability. Moreover, high levels of Ski could potentiate the effect of
pharmacologic AURKA inhibitors, like MLN8237 (Alisertib), which
have shown promising results on phase II trials for hematological
and solid tumors [Farag, 2011; Kollareddy et al., 2012; Friedberg
et al., 2014; Hilton and Shapiro, 2014]. More investigation in a
clinical setting is needed to test these hypotheses.

ACKNOWLEDGMENTS
This work was supported by Fondo Nacional de Desarrollo Cient�ıfico
y Tecnol�ogico (FONDECYT) Grant 1120222 and U.S. Public Health
Service Grant CA42573 from the National Cancer Institute.

REFERENCES
Andrews PD. 2005. Aurora kinases: Shining lights on the therapeutic
horizon? Oncogene 24:5005–5015.

JOURNAL OF CELLULAR BIOCHEMISTRY SKI IN AURKA TRANSFORMATION PATHWAY 341



Azuma H, Ehata S, Miyazaki H, Watabe T, Maruyama O, Imamura T,
Sakamoto T, Kiyama S, Kiyama Y, Ubai T, Inamoto T, Takahara S, Itoh Y,
Otsuki Y, Katsuoka Y, Miyazono K, Horie S. 2005. Effect of Smad7 expression
on metastasis of mouse mammary carcinoma JygMC(A) cells. J Nat Cancer
Inst 97:1734–1746.

Band AM, Bjorklund M, Laiho M. 2009. The phosphatidylinositol 3-kinase/
Akt pathway regulates transforming growth factor-{beta} signaling by
destabilizing ski and inducing Smad7. J Biol Chem 284:35441–35449.

Barros TP, Kinoshita K, Hyman AA, Raff JW. 2005. Aurora A activates D-
TACC-Msps complexes exclusively at centrosomes to stabilize centrosomal
microtubules. J Cell Biol 170:1039–1046.

Bischoff JR, Anderson L, Zhu Y, Mossie K, Ng L, Souza B, Schryver B,
Flanagan P, Clairvoyant F, Ginther C, Chan CS, Novotny M, Slamon DJ,
Plowman GD. 1998. A homologue of Drosophila aurora kinase is oncogenic
and amplified in human colorectal cancers. Embo J 17:3052–3065.

Borel F, Lohez OD, Lacroix FB, Margolis RL. 2002. Multiple centrosomes arise
from tetraploidy checkpoint failure and mitotic centrosome clusters in p53
and RB pocket protein-compromised cells. Proc Natl Acad Sci USA 99:9819–
9824.

Bravou V, Antonacopoulou A, Papadaki H, Floratou K, Stavropoulos M,
Episkopou V, Petropoulou C, Kalofonos H. 2009. TGF-beta repressors SnoN
and Ski are implicated in human colorectal carcinogenesis. Cell Oncol 31:41–
51.

Buess M, Terracciano L, Reuter J, Ballabeni P, Boulay JL, Laffer U, Metzger U,
Herrmann R, Rochlitz C. 2004. Amplification of SKI is a prognostic marker in
early colorectal cancer. Neoplasia 6:207–212.

Caputo E, Wang E, Valentino A, Crispi S, De Giorgi V, Fico A, Ficili B, Capone
M, Anniciello A, Cavalcanti E, Botti G, Mozzillo N, Ascierto PA, Marincola
FM, Travali S. 2015. Ran signaling in melanoma: Implications for the
development of alternative therapeutic strategies. Cancer Lett 357:286–296.

Cheeseman IM, Anderson S, Jwa M, Green EM, Kang J, Yates JR, 3rd, Chan
CS, Drubin DG, Barnes G. 2002. Phospho-regulation of kinetochore-
microtubule attachments by the Aurora kinase Ipl1p. Cell 111:163–172.

Chen Y, Pirisi L, Creek KE. 2013. Ski protein levels increase during in vitro
progression of HPV16-immortalized human keratinocytes and in cervical
cancer. Virology 444:100–108.

Crane R, Kloepfer A, Ruderman JV. 2004. Requirements for the destruction of
human Aurora-A. J Cell Sci 117:5975–5983.

Deheuninck J, Luo K. 2009. Ski and SnoN, potent negative regulators of TGF-
beta signaling. Cell Res 19:47–57.

Dutertre S, Cazales M, Quaranta M, Froment C, Trabut V, Dozier C, Mirey G,
Bouche JP, Theis-Febvre N, Schmitt E, Monsarrat B, Prigent C, Ducommun B.
2004. Phosphorylation of CDC25B by Aurora-A at the centrosome
contributes to the G2-M transition. J Cell Sci 117:2523–2531.

Farag SS. 2011. The potential role of Aurora kinase inhibitors in
haematological malignancies. Br J Haematol 155:561–579.

Ferrari S, Marin O, PaganoMA, Meggio F, Hess D, El-Shemerly M, Krystyniak
A, Pinna LA. 2005. Aurora-A site specificity: A study with synthetic peptide
substrates. Biochem J 390:293–302.

Friedberg JW, Mahadevan D, Cebula E, Persky D, Lossos I, Agarwal AB, Jung
J, Burack R, Zhou X, Leonard EJ, Fingert H, Danaee H, Bernstein SH. 2014.
Phase II study of alisertib, a selective Aurora A kinase inhibitor, in relapsed
and refractory aggressive B- and T-cell non-Hodgkin lymphomas. J Clin
Oncol 32:44–50.

Fukuchi M, Nakajima M, Fukai Y, Miyazaki T, Masuda N, Sohda M, Manda R,
Tsukada K, Kato H, Kuwano H. 2004. Increased expression of c-Ski as a co-
repressor in transforming growth factor-beta signaling correlates with
progression of esophageal squamous cell carcinoma. Int J Cancer 108:818–
824.

Fumagalli S, Doneda L, Nomura N, Larizza L. 1993. Expression of the c-ski
proto-oncogene in human melanoma cell lines. Melanoma Res 3:23–27.

Gauci S, Helbig AO, Slijper M, Krijgsveld J, Heck AJ, Mohammed S. 2009.
Lys-N and trypsin cover complementary parts of the phosphoproteome in a
refined SCX-based approach. Anal Chem 81:4493–4501.

Godinho SA, Kwon M, Pellman D. 2009. Centrosomes and cancer: How
cancer cells divide with toomany centrosomes. CancerMetastasis Rev 28:85–
98.

Goos JA, Coupe VM, Diosdado B, Delis-Van PM, Diemen, Karga C, Belien JA,
Carvalho B, van den TolMP, Verheul HM, Geldof AA,Meijer GA, Hoekstra OS,
Fijneman RJ, DeCoDe PETg. 2013. Aurora kinase A (AURKA) expression in
colorectal cancer liver metastasis is associated with poor prognosis. Br J
Cancer 109:2445–2452.

Heider TR, Lyman S, Schoonhoven R, Behrns KE. 2007. Ski promotes tumor
growth through abrogation of transforming growth factor-beta signaling in
pancreatic cancer. Ann Surg 246:61–68.

Hilton JF, Shapiro GI. 2014. Aurora kinase inhibition as an anticancer
strategy. J Clin Oncol 32:57–59.

Jiang H, Jin C, Liu J, Hua D, Zhou F, Lou X, Zhao N, Lan Q, Huang Q, Yoon JG,
Zheng S, Lin B. 2014. Next generation sequencing analysis of miRNAs: MiR-
127-3p inhibits glioblastoma proliferation and activates TGF-beta signaling
by targeting SKI. OMICS 18:196–206.

Katayama H, Sasai K, Kawai H, Yuan ZM, Bondaruk J, Suzuki F, Fujii S,
Arlinghaus RB, Czerniak BA, Sen S. 2004. Phosphorylation by aurora kinase
A induces Mdm2-mediated destabilization and inhibition of p53. Nat Genet
36:55–62.

Kettenbach AN, Schweppe DK, Faherty BK, Pechenick D, Pletnev AA, Gerber
SA. 2011. Quantitative phosphoproteomics identifies substrates and func-
tional modules of Aurora and Polo-like kinase activities in mitotic cells. Sci
Signal 4:5.

Kiyono K, Suzuki HI,Morishita Y, Komuro A, Iwata C, YashiroM, HirakawaK,
Kano MR, Miyazono K. 2009. C-Ski overexpression promotes tumor
growth and angiogenesis through inhibition of transforming growth
factor-beta signaling in diffuse-type gastric carcinoma. Cancer Sci
100:1809–1816.

Klein A, Jung V, Zang KD, Henn W, Montenarh M, Kartarius S, Steudel WI,
Urbschat S. 2005. Detailed chromosomal characterization of the breast cancer
cell line MCF7 with special focus on the expression of the serine-threonine
kinase 15. Oncol Rep 14:23–31.

Kollareddy M, Zheleva D, Dzubak P, Brahmkshatriya PS, Lepsik M, Hajduch
M. 2012. Aurora kinase inhibitors: Progress towards the clinic. Invest New
Drugs 30:2411–2432.

Le Scolan E, Zhu Q, Wang L, Bandyopadhyay A, Javelaud D, Mauviel A, Sun
L, Luo K. 2008. Transforming growth factor-beta suppresses the ability of Ski
to inhibit tumor metastasis by inducing its degradation. Cancer Res 68:3277–
3285.

Lehman NL, O0Donnell JP, Whiteley LJ, Stapp RT, Lehman TD, Roszka KM,
Schultz LR, Williams CJ, Mikkelsen T, Brown SL, Ecsedy JA, Poisson LM.
2012. Aurora A is differentially expressed in gliomas, is associated with
patient survival in glioblastoma and is a potential chemotherapeutic target in
gliomas. Cell Cycle 11:489–502.

Li Y, Turck CM, Teumer JK, Stavnezer E. 1986. Unique sequence, ski, in Sloan-
Kettering avian retroviruses with properties of a new cell-derived oncogene.
J Virol 57:1065–1072.

Liu Q, Kaneko S, Yang L, Feldman RI, Nicosia SV, Chen J, Cheng JQ. 2004.
Aurora-A abrogation of p53 DNA binding and transactivation activity by
phosphorylation of serine 215. J Biol Chem 279:52175–52182.

Macdonald M, Wan Y, Wang W, Roberts E, Cheung TH, Erickson R, Knuesel
MT, Liu X. 2004. Control of cell cycle-dependent degradation of c-Ski proto-
oncoprotein by Cdc34. Oncogene 23:5643–5653.

Macurek L, Lindqvist A, Lim D, LampsonMA, Klompmaker R, Freire R, Clouin
C, Taylor SS, Yaffe MB, Medema RH. 2008. Polo-like kinase-1 is activated by
aurora A to promote checkpoint recovery. Nature 455:119–123.

JOURNAL OF CELLULAR BIOCHEMISTRY342 SKI IN AURKA TRANSFORMATION PATHWAY



Marcelain K, Hayman MJ. 2005. The Ski oncoprotein is upregulated and
localized at the centrosomes and mitotic spindle during mitosis. Oncogene
24:4321–4329.

Marcelain K, Armisen R, Aguirre A, Ueki N, Toro J, Colmenares C, Hayman
MJ. 2012. Chromosomal instability in mouse embryonic fibroblasts null for
the transcriptional co-repressor Ski. J Cell Physiol 227:278–287.

Mayya V, Lundgren DH, Hwang SI, Rezaul K, Wu L, Eng JK, Rodionov V, Han
DK. 2009. Quantitative phosphoproteomic analysis of T cell receptor
signaling reveals system-wide modulation of protein-protein interactions.
Sci Signal 2:ra46.

Miyoshi Y, Iwao K, Egawa C, Noguchi S. 2001. Association of centrosomal
kinase STK15/BTAK mRNA expression with chromosomal instability in
human breast cancers. Int J Cancer 92:370–373.

Mosquera J, Armisen R, Zhao H, Rojas DA, Maldonado E, Tapia JC, Colombo
A, HaymanMJ, Marcelain K. 2011. Identification of Ski as a target for Aurora
A kinase. Biochem Biophys Res Commun 409:539–543.

Mountzios G, Terpos E, Dimopoulos MA. 2008. Aurora kinases as targets for
cancer therapy. Cancer Treat Rev 34:175–182.

Nagata M, Nagata S, Yuki K, Isogaya K, Saitoh M, Miyazono K, Miyazawa K.
2010. Identification of a phosphorylation site in c-Ski as serine 515.
J Biochem 148:423–427.

Nakao T, Kurita N, Komatsu M, Yoshikawa K, Iwata T, Utsunomiya T,
Shimada M. 2011. Expression of thrombospondin-1 and Ski are prognostic
factors in advanced gastric cancer. Int J Clin Oncol 16:145–152.

Nikonova AS, Astsaturov I, Serebriiskii IG, Dunbrack RL, Jr., Golemis EA.
2013. Aurora A kinase (AURKA) in normal and pathological cell division.
CMLS 70:661–687.

Paddison PJ, Caudy AA, Bernstein E, Hannon GJ, Conklin DS. 2002. Short
hairpin RNAs (shRNAs) induce sequence-specific silencing in mammalian
cells. Genes Dev 16:948–958.

Phanstiel DH, Brumbaugh J, Wenger CD, Tian S, Probasco MD, Bailey DJ,
Swaney DL, Tervo MA, Bolin JM, Ruotti V, Stewart R, Thomson JA, Coon JJ.
2011. Proteomic and phosphoproteomic comparison of human ES and iPS
cells. Nat Method 8:821–827.

Poser I, Rothhammer T, Dooley S, Weiskirchen R, Bosserhoff AK. 2005.
Characterization of Sno expression in malignant melanoma. Int J Oncol
26:1411–1417.

Reed JA, Bales E, Xu W, Okan NA, Bandyopadhyay D, Medrano EE. 2001.
Cytoplasmic localization of the oncogenic protein Ski in human cutaneous
melanomas in vivo: Functional implications for transforming growth factor
beta signaling. Cancer Res 61:8074–8078.

Reed JA, Chen D, Lin Q, Medrano EE. 2008. SKI is critical for repressing the
growth inhibitory function of TGF-beta in human melanoma. Pigment Cell
Melanoma Res 21:494–495.

Ritter M, Kattmann D, Teichler S, Hartmann O, Samuelsson MK, Burchert A,
Bach JP, Kim TD, Berwanger B, Thiede C, Jager R, Ehninger G, Schafer H, Ueki
N, Hayman MJ, Eilers M, Neubauer A. 2006. Inhibition of retinoic acid
receptor signaling by Ski in acute myeloid leukemia. Leukemia 20:437–443.

Roylance R, Endesfelder D, Jamal-Hanjani M, Burrell RA, Gorman P, Sander
J, Murphy N, Birkbak NJ, Hanby AM, Speirs V, Johnston SR, Kschischo M,
Swanton C. 2014. Expression of regulators of mitotic fidelity are associated
with intercellular heterogeneity and chromosomal instability in primary
breast cancer. Breast Cancer Res Treat 148:221–229.

Schneider CA, RasbandWS, Eliceiri KW. 2012. NIH Image to ImageJ: 25 years
of image analysis. Nat Methods 9:671–675.

Sen S, Zhou H, White RA. 1997. A putative serine/threonine kinase encoding
gene BTAK on chromosome 20q13 is amplified and overexpressed in human
breast cancer cell lines. Oncogene 14:2195–2200.

Shinagawa T, Nomura T, Colmenares C, OhiraM,NakagawaraA, Ishii S. 2001.
Increased susceptibility to tumorigenesis of ski-deficient heterozygous mice.
Oncogene 20:8100–8108.

Shiromizu T, Adachi J, Watanabe S, Murakami T, Kuga T, Muraoka S,
Tomonaga T. 2013. Identification of missing proteins in the neXtProt
database and unregistered phosphopeptides in the PhosphoSitePlus database
as part of the Chromosome-centric Human Proteome Project. J Proteome Res
12:2414–2421.

Singbrant S, Wall M, Moody J, Karlsson G, Chalk AM, Liddicoat B, Russell
MR, Walkley CR, Karlsson S. 2014. The SKI proto-oncogene enhances the in
vivo repopulation of hematopoietic stem cells and causes myeloproliferative
disease. Haematologica 99:647–655.

Stavnezer E, Gerhard DS, Binari RC, Balazs I. 1981. Generation of
transforming viruses in cultures of chicken fibroblasts infected with an
avian leukosis virus. J Virol 39:920–934.

Sutrave P, Copeland TD, Showalter SD, Hughes SH. 1990. Characterization of
chicken c-ski oncogene products expressed by retrovirus vectors. Mol Cell
Biol 10:3137–3144.

Takahata M, Inoue Y, Tsuda H, Imoto I, Koinuma D, Hayashi M, Ichikura T,
Yamori T, Nagasaki K, Yoshida M, Matsuoka M, Morishita K, Yuki K, Hanyu
A, Miyazawa K, Inazawa J, Miyazono K, Imamura T. 2009. SKI and MEL1
cooperate to inhibit transforming growth factor-beta signal in gastric cancer
cells. J Biol Chem 284:3334–3344.

Theohari I, Giannopoulou I, Magkou C, Nomikos A, Melissaris S, Nakopoulou
L. 2012. Differential effect of the expression of TGF-beta pathway inhibitors,
Smad-7 and Ski, on invasive breast carcinomas: relation to biologic behavior.
APMIS 120:92–100.

Tulley S, Chen WT. 2014. Transcriptional regulation of seprase in invasive
melanoma cells by transforming growth factor-beta signaling. J Biol Chem
289:15280–15296.

Ueki N, Hayman MJ. 2003. Signal-dependent N-CoR requirement for
repression by the Ski oncoprotein. J Biol Chem 278:24858–24864.

Wang P, Chen Z, Meng ZQ, Fan J, Luo JM, LiangW, Lin JH, Zhou ZH, Chen H,
Wang K, Shen YH, Xu ZD, Liu LM. 2009. Dual role of Ski in pancreatic cancer
cells: tumor-promoting versus metastasis-suppressive function. Carcino-
genesis 30:1497–1506.

Wang P, Chen Z, Meng ZQ, Luo JM, Lin JH, Zhou ZH, Chen H, Wang K,
Shen YH, Liu LM. 2010. Ski acts as therapeutic target of qingyihuaji
formula in the treatment of SW1990 pancreatic cancer. Integr Cancer Ther
9:50–58.

Weaver BA, Cleveland DW. 2005. Decoding the links betweenmitosis, cancer,
and chemotherapy: The mitotic checkpoint, adaptation, and cell death.
Cancer Cell 8:7–12.

Yeh CN, Yen CC, Chen YY, Cheng CT, Huang SC, Chang TW, Yao FY, Lin YC,
Wen YS, Chiang KC, Chen JS, Yeh TS, Tzeng CH, Chao TC, Fletcher JA. 2014.
Identification of aurora kinase A as an unfavorable prognostic factor and
potential treatment target for metastatic gastrointestinal stromal tumors.
Oncotarget 5:4071–4086.

Yi Q, Zhao X, Huang Y,Ma T, Zhang Y, Hou H, Cooke HJ, Yang DQ,WuM, Shi
Q. 2011. P53 dependent centrosome clustering prevents multipolar mitosis in
tetraploid cells. PloS ONE 6:27304.

Zhao HL, Ueki N, Marcelain K, Hayman MJ. 2009. The Ski protein can inhibit
ligand induced RARalpha and HDAC3 degradation in the retinoic acid
signaling pathway. Biochem Biophys Res Commun 383:119–124.

Zhou H, Kuang J, Zhong L, Kuo WL, Gray JW, Sahin A, Brinkley BR, Sen S.
1998. Tumour amplified kinase STK15/BTAK induces centrosome amplifi-
cation, aneuploidy and transformation. Nat Genet 20:189–193.

SUPPORTING INFORMATION

Additional supporting information may be found in the online
version of this article at the publisher0s web-site.

JOURNAL OF CELLULAR BIOCHEMISTRY SKI IN AURKA TRANSFORMATION PATHWAY 343


