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DNA damage induced by the topoisomerase I inhibitor irinotecan
(CPT-11) triggers in p53WTcolorectal carcinoma cells a long term cell
cyclearrest and inp53MUTcells a transientarrest followedbyapoptosis
(Magrini, R., Bhonde, M. R., Hanski, M. L., Notter, M., Scherübl, H.,
Boland,C.R.,Zeitz,M., andHanski,C. (2002) Int. J.Cancer101,23–31;
Bhonde,M. R., Hanski, M. L., Notter, M., Gillissen, B. F., Daniel, P. T.,
Zeitz, M., and Hanski, C. (2006) Oncogene 25, 165–175). The mecha-
nism of the p53-independent apoptosis still remains largely unclear.
Hereweused fivep53WTand fivep53MUTestablishedcoloncarcinoma
cell lines to identify gene expression alterations associated with apo-
ptosis in p53MUT cells after treatment with SN-38, the irinotecan
metabolite.After treatment, 16mitosis-related geneswere found tobe
expressed at least 2-fold stronger in the apoptosis-executing p53MUT

cells than in the cell cycle-arrested p53WT cells by oligonucleotide
microarray analysis. One of the genes whose strong post-treatment
expression was associated with apoptosis was the mitotic checkpoint
kinase hMps1 (human ortholog of the yeast monopolar spindle 1
kinase). hMps1mRNAand protein expressionwere suppressed by the
treatment-induced and by the exogenous adenovirus-coded p53 pro-
tein. Thedirect suppression of hMps1 onRNA level or inhibition of its
activity by a dominant-negative hMps1 partly suppressed apoptosis.
Together, these data indicate that the high expression ofmitotic genes
in p53MUT cells after SN-38 treatment contributes to DNA damage-
induced apoptosis, whereas their suppression in p53WT cells acts as a
safeguard mechanism preventing mitosis initiation and the subse-
quent apoptosis. hMps1 kinase is one of the mitotic checkpoint pro-
teins whose expression after DNA damage in p53 MUT cells activates
the checkpoint and contributes to apoptosis.

The function of p53 protein as a guardian of the genome is to prevent
the organism from propagation of potentially harmful DNA lesions.
The p53WT 2 cells react to a mutagenic offense by a cell cycle arrest,

allowing for the proper repair of the damaged DNA, or in the case of
overwhelming damage by apoptosis triggered by the p53-mediated acti-
vation of proapoptotic genes such as BAX, PUMA, and NOXA (3).
The majority of colorectal carcinomas have a mutated p53 gene that

in most of the cases is associated with a loss of tumor suppressor func-
tion. These cells are unable to execute a proper cell cycle arrest after
DNA damage and are also frequently resistant to apoptosis, which
results in propagation of genetic lesions and cell survival.
We showed previously that despite this general concept, colon carci-

noma cells may respond differently to the chemotherapeutic irinotecan
(CPT-11); the p53WT cells execute a long term cell cycle arrest after
irinotecan treatment, whereas the p53-deficient cells perform a tran-
sient cell cycle arrest followed by apoptosis (1).
Because of the frequent p53 mutations in colon carcinoma cells,

the p53-independent apoptosis is of particular interest. The p53MUT

cells usually do not maintain the G2/M arrest after DNA damage, but
initiate a premature mitosis that leads to mitotic catastrophe,
accompanied by the emergence of aberrant mitoses and distinct
nuclear forms of micronucleation and apoptotic nuclear condensa-
tion (4–6).
Mitotic catastrophe can be also induced in p53WT cells byDNAdamage

and is concomitant with elimination of genes responsible for triggering of
G2/M arrest, like Chk1 or ATR (7, 8), or those responsible for its mainte-
nance, like p21WAF1/Cip1 (9) or 14-3-3� (10), or by a direct interference
with mitosis regulation through depletion of genes like survivin (11),
MAD2 (12), polo-like kinase-1 (13), or polo-like kinase-2 (14).
The details of the relationship between mitotic catastrophe and apo-

ptosis pathways are not elucidated. In some systems, DNA damage-
inducedmitotic catastrophe and apoptosis can be uncoupled; apoptosis
could be inhibited at the Bcl-2 level (15) or at the caspase 9 level (16)
without inhibition of mitotic cell death. Thus, the mitotic catastrophe
may trigger a cell death signaling pathway not identical with that of the
classical apoptosis. On the other hand, the similarity of nuclear mor-
phologies and common biochemicalmarkers of the consecutive steps of
classical apoptosis and ofmitotic catastrophe-associated cell death indi-
cate that they share common signaling steps (6).
In order to identify genes associatedwithDNAdamage-induced apo-

ptosis of p53MUT cells, we compared the transcriptional response pro-
files of five p53WT colorectal carcinoma cell lines, which after damage
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underwent long term arrest, and five p53-defective cell lines, which
responded to treatment with apoptosis.
The regulation and the role of the mitotic checkpoint kinase hMps1

inDNAdamage-inducedmitotic catastrophe/apoptosiswere addressed
in detail. hMps1 kinase, also called PYT or TTK, is one of the molecules
controlling the mitotic checkpoint. Upon its activation, hMps1 is
recruited from the cytosol to the kinetochores (17) and in themetaphase
also to centrosomes (18). It interacts there with other kinetochore pro-
teins CENP-E, BubR1, Bub1p, and Bub3p (19) and additionally recruits
Mad1 andMad2 to kinetochores (17). The suppression of hMps1 in the
presence of the mitotic checkpoint activator nocodazole leads to a pre-
mature mitotic exit followed by micronucleation (20).
Here, for the first time, we have identified hMps1 as one of the genes

negatively regulated by the p53 protein after DNA damage by SN-38.
Moreover, we show that the lack of suppression of hMps1 in p53-defi-
cient cells contributes to damage-induced apoptosis.

EXPERIMENTAL PROCEDURES

Cell Lines, p53 Status, and Culture Conditions—The following p53WT

cell lines and growth conditionswere used:HCT116 (DMEM� 10%FCS),
LS174T (DMEM � 10% FCS), SW48 (Leibovitz L15 � 10% FCS), Co115
(DMEM � 10% FCS), HCT8 (RPMI � 10% FCS), and HCT116p21�/�

(McCoy 5A � 10% FCS � 400 �g/ml G418 � 100 �g/ml hygromycin B).
The p53-deficient cell lines were HCT116p53�/� (DMEM � 10% FCS �
400�g/ml G418� 100�g/ml hygromycin B), HT-29 (RPMI� 10% FCS),
WiDr (minimumEagle’smedium�10%FCS�nonessential aminoacids),
SW480 (DMEM � 10% FCS), HCT15 (RPMI � 20% FCS), and HeLa
(DMEM � 10% FCS). All cell lines were cultivated in 5% CO2, except the
SW48 cell line, which was kept in the normal atmosphere.

Chemicals and Treatment of Cultured Cells—One day after seeding,
the cells were treated for 2 dayswith 10 nMSN-38,washedwith PBS, and
then incubated in drug-free media for the indicated time points. For
certain experiments, cells were continuously treated with 10 nM SN-38
for the required time period.

Flow Cytometry—For cell cycle analysis, adherent cells were trypsinized
and pooled with the floating cells. Cell suspension of 1 � 106 cells was
washedwith PBS, fixed in ice-cold 70% ethanol at�20 °C, and stainedwith
a 20 �g/ml propidium iodide, 0.1% Triton X-100, 200 �g/ml RNase A
solution. Stained cells were analyzed using a FACScan (BD Biosciences)
and the ModFit LT2 software (Verity Software House, Topsham, ME) as
described recently (2). For staining of phosphorylated histone H3, only
adherent cells were trypsinized and fixed in 70% ethanol, washed in PBS,
and treated for 10 min with 0.25% Triton X-100. After washing with 1%
bovineserumalbumin inPBS, thecellswere incubated for1hwithantibody
against phosphorylated histone H3 (Ser-10) (Santa Cruz Biotechnology,
Heidelberg, Germany), followed by a 30-min incubation with fluorescein
isothiocyanate-conjugated anti-rabbit IgG (Dianova,Hamburg,Germany).
The cellswere then stainedwithpropidium iodide for 30min asmentioned
above and analyzed.

Western Blotting—For analysis of total lysates, adherent cells were
scraped off and pooled with the floating cells and lysed in lysis buffer
described previously (21) for 15 min on ice. Lysates were precleared by
centrifugation at 13,000 � g for 30 min at 4 °C. Proteins were separated
on SDS-polyacrylamide gels and electroblotted onto Immobilon-P
membrane (Millipore, Eschborn,Germany), whichwas blockedwith 5%
nonfat dry milk in 0.1% Tween 20 in TBS for 1 h, followed by overnight
incubation at 4 °Cwith the corresponding first antibody. The antibodies
used were as follows: mouse monoclonal anti-PARP (BD Biosciences),
mouse monoclonal anti-hMps1 antibody (NT, clone 3-472-1; Upstate
Cell Signaling Solutions, Waltham, MA), and anti-p16 antibody and

anti-BubR1-antibody (BD Biosciences). Other antibodies used here, the
signal detection, densitometric analysis, and the evaluation of PARP
fragmentation were described recently (2, 22).

Oligonucleotide Microarrays Target Preparation—Total RNA was
isolated from nontreated and SN-38-treated cells by using RNA Clean
LS reagent (Hybaid, Heidelberg, Germany). The floating, already apo-
ptotic cells were discarded because they contained degraded RNA (data
not shown). Double-stranded cDNA was synthesized from 10 �g of
total RNA (Superscript Choice System, Invitrogen), followed by the
synthesis of biotin-labeled cRNA in an in vitro transcription reaction
(ENZO BioArray HighYield RNA transcript labeling kit, Affymetrix,
Santa Clara, CA). The cRNA targets were purified using RNeasy col-
umns (Qiagen, Hilden, Germany) and fragmented by heating at 94 °C
for 35 min. The targets were hybridized to GeneChip HU95Av2 oligo-
nucleotide microarrays in the Gene Fluidics Station 400 (GeneChip
Instrument System, Affymetrix, Santa Clara).

Analysis of the GeneChip Data—Image intensities of the hybridiza-
tion patterns obtained by laser scanning (HP GeneArray scanner,
Affymetrix) were stored in raw data files.
Preprocessing and analysis of the expression data were performed using

the statistical language R (www.R-project.org (23)). The signals were sub-
stituted by a single expression value termed robust multiarray average (24,
25). The robust multiarray average values, which were background-ad-
justed, normalized, and log-transformed summarymeasures for theperfect
matchhybridization,wereusedas input for furtherprocessing andanalysis.
Hybridization values of all cell lines were normalized to the values of
HCT116 p53�/� cells before treatment as described (26).
To detect significant differences in gene expression after treatment

between the twogroups, a combined ratioof expressionandpvalue thresh-
old was used. The ratio of expression was defined as mean of the robust
multiarray average expression values in five p53MUT cell lines, exponenti-
ated back to the linear scale and divided by themean of the corresponding
values in five p53WT cell lines. The p values were obtained by theWelch’s
two-sample t test. Expression ratios andp valueswere calculated separately
for both the SN-38-treated and nontreated cell lines.
The results of the selection procedures were first validated by a permu-

tation analysis. The number of selected genes in each of 126 informative
permutations of cell lineswas calculated.Then, the observednumber (nobs)
of genes expressed differentially between p53WT and p53MUT cell lines was
comparedwith themean number expected (nexp) from the permutation at
null distribution. A p valuewas calculated to assess the significance of find-
ing nobs or more differentially expressed genes. The false discovery rate of
the selection procedure was estimated by the quotient nobs/nexp.

An agglomerative hierarchical clustering of probe sets and cell lines
was performed by the algorithm hclust implemented in R (27). The
clustered gene profiles were visualized in a red-green plot, with the
mean value of each gene expression in all cell lines encoded in black,
expression above in red, and expression below in green.

Validation of Microarray Data by RT-PCR—The correctness of gene
expression data obtained was tested by semi-quantitative RT-PCR from
the same RNA that was used for cRNA target preparation. The list of
validated genes is shown in supplemental Table S1.

Real Time PCR—Analysis of gene expression on mRNA levels was
done by performing real time one-step RT-PCR (QuantiTect SYBR
Green RT-PCR kit, Qiagen, Hilden, Germany). Briefly, 50 ng of total
RNA was reverse-transcribed using gene-specific primers, followed by
amplification for 40 cycles in a real time cycler (Mastercycler ep real-
plex, Eppendorf, Germany). The amounts of mRNA after treatment
relative to those prior to treatment were calculated as R � 2���Ct (i.e.
2

�(�Ctafter ��Ctprior)
) for each sample.
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Overexpression of p53 and p21WAF1/Cip1 Proteins Using Aden-
ovirus Expression System—HCT116, HCT116p53�/�, and HCT-
116 p21WAF1/Cip1�/� cells were infected with Ad-p53WT or
Ad-p21WAF1/Cip1WT as described (28). Cells were seeded, and after 24 h
they were incubated with the adenovirus (AdCMVp21WAF1/Cip1,
AdCMVp53, orAdLacZ as a control) at the desiredmultiplicity of infec-
tion (m.o.i.) for 90 min at 37 °C in medium without serum. The cells
were harvested for preparation of lysates or for isolation of total RNA 2
days after infection.

Nuclear Staining—Cytospins prepared on glass slides or cells grown
in dishes were fixed in ice-coldmethanol for 20min, washed three times
in PBS, stained with 0.5 �g/ml DAPI in PBS for 15 min, washed again,
and mounted. At least 200 nuclei were microscopically evaluated by at
least two observers (Olympus BX60F5; Optical Co. GmbH, Hamburg,
Germany). Photographs were taken by using analySIS� image process-
ing software (Soft Imaging Systems, Münster, Germany).

Immunofluorescence Staining—Adherent cells were fixed with 4%
formaldehyde, 1 mM MgCl2, and 0.5% Triton X-100 in PBS for 10 min.
Cytospins were fixed in ice-cold methanol for 6 min (for anti-PARP
fragment p89 staining) or in 4% formaldehyde, 1 mM MgCl2, and 0.5%
Triton X-100 solution (for anti-centromere and anti-BubR1 staining)
followed by permeabilization in 0.5% Triton X-100 for 10 min. Cells
were washed with PBS and incubated in blocking solution (5% donkey
serum � 0.1% Triton X-100 in TBS) or 5% donkey serum in TBS, 0.1%
Tween 20) for 20 min. Antibodies used for immunofluorescence were
rabbit anti-PARP-p89 fragment (Promega, Mannheim, Germany),
mouse monoclonal anti-BubR1 (BD Biosciences), and human anti-cen-
tromere antiserum (Antibodies Inc., Seattle). The cells were incubated
with the first antibody in blocking solution for 1 h, followed by the
second antibody (donkey anti-mouse-Cy3 or a biotin-conjugated anti-
body) for 45 min. The cells were then incubated with streptavidin-Cy3
or streptavidin-Alexa-488 for 20 min and then with DAPI (0.5 �g/ml)
for 15 min, mounted, and photographed under the microscope. All
secondary antibodies and conjugates were purchased from Dianova,
Hamburg, Germany.

Gene Suppression Using pSUPER Plasmid—Cells were transfected
with 20 �g of pSUPER-hMps1 by electroporation. For electropora-
tion, the cells were resuspended in serum-free RPMI at a density of
3 � 106 cells/ml. Electroporation was carried out in a GenePulser II
module (Bio-Rad) in the presence of the appropriate plasmid with
1.2 � 106 cells at 290 V and 1050 microfarad capacitance. Then the
cells were transferred to 35-mm dishes containing appropriate pre-
warmed complete medium and incubated at 37 °C, 5% CO2 for 24 h.
Cells were washed and cultured in medium containing SN-38 and
were harvested 2 and 3 days after treatment. Electroporation yields a
transfection efficiency with pSUPER plasmids of 70% (data not
shown). To control the off-target effects of transfection, cells were
transfected under identical conditions with pSUPER-EGFP plasmid
or pSUPER-hMLH1 plasmid and pSUPER-mCMV56 plasmid.

Caspase Activity Assay—The extent of apoptosis was determined by
assaying caspase 3 and caspase 7 activities using FLICA apoptosis detec-
tion kit (Immunochemistry Technologies, Bloomington,MN), based on
staining of cells with a substrate for detection of caspase 3 and 7 as
recommended, and the green fluorescencewasmeasured in a FACScan.

Recovery ofMitotic Cells—Following treatment with nocodazole (333
nM; 16 h) or SN-38 (10 nM; 48 h), the cell culture flasks were mechani-
cally agitated for 15 min. The cells released into the culture medium
were recovered and lysed. Cytospins of an aliquot of the mitotic cells
stained with DAPI showed that 60–80% of the cells were in mitosis
(data not shown).

Inhibition of Endogenous hMps1 Activity by Overexpression of
hMps1-KD—24 h after seeding, HCT116p53�/� cells were transfected
either with pcDNA-GFP (a kind gift from Dr. Marian Martinez-Balbas,
Institute of Molecular Biology, Barcelona, Spain) or with pcDNA-hMps1
(Myc-taggedWThMps1) or pcDNA-hMps1-KD (Myc-tagged dominant-
negative kinase-dead mutant of the hMps1 protein; both were a kind gift
fromDr. E.Nigg,Max Planck Institute for Biochemistry,Martinsried, Ger-
many) by electroporation as mentioned above. 24 h after transfection, the
cells were treatedwith 10 nM SN-38 for 2 and 3 days. Cytospinsweremade
and stainedwith anti-Myc antibody (Invitrogen) to detect the hMps1-KD-
transfected cells. Nuclei were stained with DAPI. The nuclear morpholo-
gies of theGFP-transfected cells and the hMps1-KD-transfected cells were
compared by microscopy as mentioned above. To offset variable transfec-
tion efficiency, only the transfected cells were investigated after staining
with the anti-Myc antibody, which detected only exogenously expressed
proteins (hMps1 or hMps1-KD).

RESULTS

Cellular Reaction of Colon Carcinoma Cell Lines to Treatment with
SN-38 Is Affected by the p53 Function—Previous data obtained with two
p53WT cell lines (HCT116 and LS174T) and two p53-deficient cell lines
(HCT116p53�/� and HT-29) showed that DNA damage induced by
topoisomerase I inhibitor irinotecan (CPT-11) or its active metabolite
SN-38 leads to a long term cell cycle arrest in the p53WT cells or short
term arrest followed by apoptosis in the p53MUT cells (1, 2).

To analyze how general this observation is, three additional p53WT

and three p53MUT colon carcinoma cell lines were selected, and their
response was analyzed after treatment with SN-38. As described previ-
ously for the four cell lines (2), in the additional six cell lines, SN-38 also
induced a p53-independent G2/M arrest within 2 days (see Ref. 2 and
data not shown) after start of treatment (Fig. 1, A and B, and supple-
mental Fig. S1). After 4 days, however, in the p53WT cell lines the mark-
ers of G2/M arrest (CDK1 and cyclin B1) were suppressed, whereas the
markers of G1 arrest (cyclin D1 and p27) were overexpressed (Fig. 2), i.e.
a transient G2/M arrest was followed by arrest in a tetraploid G1 phase.
This arrest lasted for several days (data not shown). Interestingly, the
p16 protein was absent in these cell lines, except at very low level in
LS174T, indicating that the long term arrest was p16-independent.
By contrast, in all p53MUT cell lines a consistent up-regulation of the

cyclin B1, CDK1, and histoneH3 phosphorylation and down-regulation of
p27 protein and cyclin D1 were evident 4 days after start of treatment (Fig.
2 and supplemental Fig. S2), indicating that the surviving cells were in the
G2/M phase of the cell cycle. Concomitantly, extensive PARP cleavage,
which is a hallmark of apoptosis, was detectable (Fig. 1F), i.e. the G2/M-
arrested cells proceeded to mitosis and to apoptosis (see below).
These two groups of cell lines with a defined p53 status and the

characteristic behavior after SN-38 treatment were used as a model
system. We used it to define a common transcriptional profile of each
cell group after treatment.

Apoptosis in p53-deficient Cells Is Accompanied by the Appearance
ofDistinctNuclearMorphologies—Wecharacterized the change of nuclear
morphology of the p53-defective cells after SN-38 treatment. Four types of
nuclear forms could be clearly discerned as follows: tetraploid interphase
nuclei (Fig. 3, B versus A), aberrant mitoses (Fig. 3C), micronucleated cells,
and nuclei with condensed chromatin (Fig. 3D). Of these morphological
forms, only cells with condensed nuclei showed evidence for apoptosis,
demonstrated through in situ detection of the cleaved 89-kDa PARP frag-
ment (Fig. 3, D and E). The time course of the emergence of the nuclear
forms after treatment showed that the percentage of micronucleated cells
and condensednuclei continuously increased at the expense of other forms
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(Fig. 3F). The percentage of condensed nuclei was used in further experi-
ments as an additionalmeasure of the extent of apoptosis. These data indi-
cated that in the investigated p53-deficient cell lines apoptosis is the end
point of SN-38-induced DNA damage response.

Mitotic Checkpoint Is Activated after SN-38 Treatment—Aberrant
mitoses preceded the condensed, apoptotic nuclei. We examined
whether they emerged as a result of the activation of the mitotic check-
point. All the investigated p53-deficient cell lines had a functional
mitotic checkpoint; nocodazole, a known mitotic checkpoint activator
induced mitotic arrest in all cell lines (supplemental Table S2). SN-38
treatment led to mitotic arrest in 5% of HCT116p53�/� cells (Fig. 3F)
and in 20% of HT-29 cells (not shown) or HeLa cells (see below). To test
the function of the mitotic checkpoint, these mitoses were shaken off,
and the cell population containing 60–80% mitoses was analyzed by
Western blot and immunocytochemistry. Both the phosphorylation of
BubR1 protein and its localization to the kinetochores indicated that in
the cells released from the arrest intomitosis themitotic checkpointwas
activated (Fig. 4). Similar results were obtainedwith all other cell lines of

the p53-deficient group, exceptHCT-15 cells, inwhich the shake-off led
to a high contamination of the mitotic population with the nonmitotic
adherent cells (data not shown).

Different Gene Expression Profiles in p53-intact and p53-defective Cell
Lines after SN-38 Treatment—We hypothesized that the dramatically dif-
ferent behavior of both cell groups is reflected by different gene expression
after treatment. To analyze the treatment-related transcriptional response
profiles, RNAwas isolated prior to or 4 days after the start of treatment and
processed for hybridization to oligonucleotide microarrays. At day 4,
p53WT cells are arrested in the tetraploid G1 phase, whereas the p53MUT

cells undergo apoptosis (Figs. 1 and 2 and supplemental Figs. S1 and S2).
The target cRNAs were probed with the HU95Av2 chip, scanned, and
statistically evaluated. We searched for genes with a ratio of expression in
p53MUT/p53WT �2 or�0.5 and a significant difference in expression (p�
0.01) between the two groups of treated cells. Seventy probe sets, corre-
sponding to 64 genes, were identified (Table 1).
Statistical significance of the result was inferred from the permutation

analysis (see “Experimental Procedures”). The number of selected genes

FIGURE 1. SN-38 treatment induces long term
arrest or apoptosis in colon carcinoma cell
lines. The tetraploid cell cycle arrest is maintained
between 2 and 4 days after start of treatment in
cell lines with intact p53 (A) but not in cells with
defective or absent p53 (B). Only the p53-defective
cells execute apoptosis as seen by the percentage
of cells with DNA �2N (C and D) and by detection
of PARP cleavage (E and F). Results of three exper-
iments � S.D. Western blots are representative of
2–3 experiments.

FIGURE 2. Expression of the cell cycle markers in the lysates of the viable, adherent cells indicates a tetraploid G1 arrest in the p53WT (left panel) and a G2/M arrest in the
p53MUT cell group (right panel) 4 days after start of treatment.
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turned out to be significantly higher than expected from the null distribu-
tion (p � 0.008), and the false discovery rate was estimated as 9%.
Interestingly, if the combined thresholds (ratio of expression�2, p�

0.01) were applied to the expression data before treatment, only five
potentially differentially expressed genes were identified, which does
not significantly exceed the number of genes identified in generically
permutated data (p � 0.373) (data not shown). Thus, the specificity of
the used algorithm was entirely due to the reaction of the cells to treat-
ment and not to the basal differences in expression.
When the information on the ratio of gene expression before treatment

was included as a second dimension, the scatter plot separated the selected
genes into two groups: those in which the ratio of expression in p53MUT/
p53WT was smaller (supplemental Fig. S3A, squares) and those in which it
was greater (triangles) after treatment than prior to treatment.

Of the 64 genes in Table 1, 16 up-regulated genes were known to be
directly or indirectly involved in different steps of mitosis (boldface
type). This suggested that thesemitosis-controlling genes are negatively
regulated by p53 in response to DNA damage. Most of the genes from
Table 1, which were more strongly expressed in the basal, nontreated
state in p53MUT than in p53WT cells (i.e.whichwere possibly suppressed
by the basal level of p53), were even more strongly overexpressed after
treatment and showed a strong suppression in the p53WT cells (supple-
mental Fig. S3A, red triangles). These are candidates for target genes
negatively regulated by p53 after SN-38 treatment. This interpretation
of the scatter plot was supported by a hierarchical clustering of the
probes listed in Table 1 and the 10 cell lines (supplemental Fig. S3B). It
shows that most of the genes up-regulated after treatment in one group
of cell lines were down-regulated in the other group and vice versa.

Validation of the Selected Alterations on RNA and Protein Level—
The validation of the array results was carried out in a semiquantitative
RT-PCR on 34 genes, whose change of expression varied between 1.2- and
11.7-fold. (List of genes tested, the primers, and PCR conditions used are
given in the supplemental Table S1.) Of the 122 tests performed, 111 con-
firmed the changes observed in the arrays, thus indicating that the correct-
ness of the array results was 90% (data no shown). The expression of the
mitotic checkpoint kinase hMps1, which was consistently suppressed in
p53WT and overexpressed in p53MUT cells, was investigated in detail.
hMps1 mRNA and protein was up-regulated at 4 days after the start

of treatment in all p53MUT cell lines and down-regulated in all p53WT

cell lines (Fig. 5). This dichotomous behavior suggested that these alter-
ations may be dependent on the p53 mutation status. Additionally, we
hypothesized that it may be causally related to the different biological
behavior of the two groups of cell lines.

FIGURE 3. The treatment of HCT116p53�/� cells with SN-38 leads to the emergence
of four morphological forms. A, nontreated; B, tetraploid cells 2 days after start of
treatment, note the large size of the nuclei; C, aberrant mitoses, 2 days after start of
treatment; D, micronucleated cells (arrow) and nuclei with condensed chromatin (red,
stained for PARP fragment p89) 4 days after start of treatment; E, in nearly 100% of the
nuclei with condensed chromatin the 89-kDa fragment of PARP was detectable; F, the
time course indicates that the percentage of micronucleated cells and cells with con-
densed chromatin increases with time at the expense of other forms. Bar, 50 �m (A and
B) and 20 �m (C and D).

FIGURE 4. Cells slipping from the SN-38-induced G2 arrest into mitosis have an acti-
vated mitotic checkpoint. A, BubR1 is phosphorylated in HCT116p53�/� cells and
HT-29 cells after 16 h of treatment with 333 nM nocodazole as well as after 48 h of SN-38
treatment. In both cases cell populations containing about 60 – 80% mitoses were ana-
lyzed after the shake off of the mitoses. Data are representative of two experiments. B,
DAPI staining of the SN-38 treated cells; C, BubR1 staining; D, kinetochore staining. E, C
and D are merged to show the BUBR1 localization on kinetochores. Bar, 20 �m.
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TABLE 1
Genes whose ratio of expression in p53MUT/p53WT after treatment is >2 or <0.5 and whose expression differs significantly between the two
groups (p < 0.01)
Genes involved in G2/M arrest or in different steps of mitosis are printed in boldface.
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Overexpression of p53 Leads to Suppression of hMps1 mRNA and
Protein—To investigate the regulation of hMps1 by p53, we transduced
HCT116p53�/� orHCT116p21WAF1/Cip1�/� cells with adenoviral vectors
expressingwild-type p53 protein or p21WAF1/Cip1 protein.Additionally, the
expression of hMps1 was analyzed in HCT116p21WAF1/Cip1�/� cells after
SN-38 treatment.
The reintroduction of p53 protein into p53�/� cells up-regulated the

p21WAF1/Cip1 protein expression as expected (Fig. 6A). Additionally, it
also down-regulated hMps1 on both mRNA and protein level. Interest-
ingly, the enforced expression of p21WAF1/Cip1 protein in the absence of
p53 had the same effect on expression of hMps1, indicating that high
levels of p21WAF1/Cip1 protein by itself are sufficient to suppress hMps1
mRNA and protein expression (Fig. 6B).
Treatment of HCT116p21WAF1/CIP1�/� cells with SN-38 triggered a

moderate up-regulation of p53 protein, but the suppression on mRNA
and protein level was negligible (Fig. 6C). These data indicated that the
relatively moderate up-regulation of p53 through treatment is not suf-
ficient to suppress hMps1 expression in the absence of p21WAF1/Cip1.
Only amounts larger than the physiological amounts of p53 could sup-
press hMps1 in the absence of p21WAF1/CIP1 (Fig. 6D and Fig. 7B).

These data suggested that the p53 protein regulates hMps1 mRNA and
protein levels and that this effect is modulated by p21WAF1/Cip1. Large
amounts of either protein alone can suppress the expression of hMps1.
Under conditions of SN-38 treatment, the effect of p53 appeared to be
enhanced by the overexpression of p21WAF1/Cip1 protein.

The p53-mediated Suppression of hMps1 Is Enhanced by p21WAF1/Cip1—
Several authors indicated recently that p21WAF1/Cip1 protein may play a
regulatory role in gene transcription (29, 30). To investigate the role of
p21WAF1/Cip1 protein in the p53-mediated suppression of hMps1 in more
detail,HCT116 (p21WAF1/Cip1�/�) cells andHCT116p21WAF1/Cip1�/� cells
were transduced with variable amounts of adenoviral vector expressing
p53WT protein or p21WAF1/Cip1 protein. Dose-response experiments
showed that the level of p53 protein achieved at a multiplicity of infection
(m.o.i.) of 20 yields a p21WAF1/Cip1 expression comparable with that
obtained after SN-38 treatment (supplemental Fig. S4A).
The transduction with p53-expressing adenoviral vector decreased the

expressionof hMps1 in theHCT116cell line in a concentration-dependent
manner (Fig. 7, A and D), but there was a very weak suppres-
sion of hMps1 in the p21WAF1/Cip1�/� cell line (Fig. 7, B and E), indicating
that p21WAF1/Cip1 presence is necessary for the suppressive activity of
p53. This was evident on mRNA and protein level. In the presence of
p21WAF1/Cip1, a concentration-dependent suppression of hMps1

protein was visible starting at an m.o.i. of 2.5. By contrast, in the
absence of p21WAF1/Cip1, the suppression of hMps1 was seen only at
high levels of p53 protein (20 m.o.i.) (Fig. 7B). The expression of
exogenous p21 protein alone in HCT116p21WAF1/Cip1�/� cells was
sufficient to suppress the hMps1-mRNA and -protein expression
(Fig. 7, C and F). Furthermore, the time course of hMps1 suppression
in the p53WT cells after SN-38 treatment showed that the suppres-
sion was strongest about 48 h after start of treatment, and only after
p21 protein was strongly overexpressed (supplemental Fig. S4B).
This further confirms the importance of p21 in the down-regulation
of hMps1.

Suppression of hMps1 Inhibits SN-38-induced Apoptosis in p53MUT

Cells—To investigate how hMps1 affects the cellular reaction to treat-
ment, HeLa cells were transfected either with pSUPER-EGFP (control)
or with pSUPER-hMps1 and treated for 2 and 3 days with SN-38. HeLa

FIGURE 5. Four days after start of SN-38 treat-
ment, p53 protein expression is increased in all
p53WT cell lines, hMps1 is suppressed in p53WT

but not in p53-deficient cells as shown by real
time RT-PCR and by Western blotting. Expres-
sion after treatment relative to expression prior to
treatment, determined in real time quantitative
PCR, is given as means � S.D.

FIGURE 6. hMps1 is suppressed on the mRNA and protein level after overexpression
of p53 and p21WAF1/Cip1 proteins. A, transduction of p53�/� cells with adenoviral vec-
tor coding for p53 protein leads to up-regulation of p21WAF1/Cip1 and suppression of
hMps1 on the transcriptional and protein level. B, transduction with p21WAF1/Cip1-ex-
pressing virus in the absence of p53 protein suppresses hMps1. C, treatment of
HCT116p21�/� cells with SN-38 enhances expression of p53 protein, which in the
absence of p21WAF1/Cip1 is not sufficient to suppress hMps1. D, transduction of
HCT116p21�/� cells with adenoviral vector (m.o.i. � 25) expressing p53 suppresses
hMps1. Cells transduced with AdLacZ (lanes denoted �) were used as controls. Expres-
sion after treatment relative to expression prior to treatment, determined in real time
quantitative PCR, is given as means � S.D. (which were negligible).
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cells, which are deficient in p53 function (31) and exhibit a very good
uptake of the pSUPER-hMps1 plasmid (data not shown), were reported
previously to undergo a DNA damage-induced mitotic arrest followed
by apoptosis, which was dependent on a functional mitotic checkpoint
(32). After almost complete suppression of hMps1, the mitotic check-
point was abrogated, visible through suppression of phosphorylation of
BubR1 and of histone H3 (Fig. 8A) and the decrease of the mitotic
fraction at day 2 and day 3 (Fig. 8C). Simultaneously, the percentage of
micronucleated cells increased (Fig. 8, B and C), whereas the PARP
fragmentation (Fig. 8A) and nuclear condensation (Fig. 8, B and C)
decreased. The specificity of the effect of hMPS1 inhibition in the assays
was confirmed by the lack of any impact of the transfection with pSU-
PER-EGFP or, as two other controls, with pSUPER-hMLH1 (siRNA
against a mismatch repair protein) or pSUPER-mCMV56 (siRNA
against immediate early protein of mouse cytomegalovirus) (data not
shown) on hMps1 expression or extent of apoptosis.
The siRNA-mediated specific suppression of hMps1 in HT-29 cells

triggered a similar significant suppression of apoptosis, as measured by
PARP cleavage, nuclear condensation, and a decrease in caspase 3 �
caspase 7 activity (data not shown).

Inhibition of hMps1 Kinase Activity Suppresses SN-38-induced
Apoptosis—We further investigated, how the inhibition of the hMps1
kinase activity affects DNA damage-induced apoptosis. hMps1 kinase

activity was specifically suppressed in HCT116p53�/� cells by transfec-
tion with a dominant-negative kinase-dead mutant of hMps1 (hMps1-
KD). Three days after treatment, hMps1-KD expressing cells showed a
significantly lower percentage of apoptotic condensed nuclei, concom-
itant with a higher percentage ofmicronucleations and interphases (Fig.
9C) than the cells transfected with pcDNA-GFP (Fig. 9A) or with
pcDNA-hMps1 plasmid (Fig. 9B).
Collectively, the results presented in Figs. 8 and 9 indicate that the

unscheduled expression of hMps1 in the SN-38-treated p53MUT cells
contributes to their apoptosis. The suppression of hMps1 abrogates the
mitotic checkpoint and allows more mitoses to proceed to micronucle-
ation, thus decreasing apoptosis within the time of observation.

DISCUSSION

p53 Status Determines the Cellular Response to SN-38—We have
selected 10 human colon carcinoma cell lines with known p53 status
and that behave differently after treatment with SN-38.We show that in
response to SN-38-induced DNA damage, both groups of cell lines
undergo a transient G2/M cell cycle arrest from which the p53WT cell
lines slip into a long term tetraploid G1 arrest, as described previously
(33). The long term arrest was associated with senescence (data not
shown) that was independent of p16 protein expression (Fig. 2). The
p53MUT cell lines leave the G2 phase arrest, enter aberrant mitoses (20–

FIGURE 7. p21WAF1/Cip1 is necessary and sufficient for the down-regulation of hMps1. A, variable amounts of AdeCMVp53 adenovirus, given as multiplicity of infection (MOI) were
used for transduction of HCT116 cells or of HCT116p21WAF1/CIP1�/� cells (B). C, HCT116 p21WAF1/CIP1-/- cells were tranduced with variable amounts of the AdeCMVp21 adenovirus. D,
E, and F, relative amounts of hMps1-mRNA, corresponding to the protein amounts shown in A, B, and C, were determined by real time quantitative PCR and are given as means � S.D.
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30% as analyzed by phosphohistone H3 staining at 48 h; data not
shown), and finally undergo apoptosis. Similar dependence of the type
of cellular response to DNA damage on the p53 status has been
observed previously in single cell lines derived from colon carcinoma (1,
34, 35), glioblastoma (36), and breast carcinoma (37).

Apoptosis-associated Expression Profile of p53-defective Cell Lines
Defined—There was a consistent association of the presence of a non-
functional p53 protein with apoptosis, making it possible to detect gene
alterations preceding or involved in this process. We analyzed the ratio
of gene expression in p53MUT to p53WT cell lines prior to and after

FIGURE 8. Suppression of hMps1 protein abro-
gates the mitotic checkpoint and inhibits
SN-38-induced apoptosis in HeLa cells. Cells
were transfected by electroporation either with
pSUPER-EGFP or with pSUPER-hMps1 and seeded.
The following day, cells were treated with 10 nM

SN-38 and harvested for morphological analysis
and for Western blot at the indicated time points.
A, Western blots show a strong suppression of
hMps1 and a concomitant decreases of phospho-
rylation of BubR1 and of histone H3 and a decrease
in the extent of PARP fragmentation. B, pSUPER-
EGFP transfected cells show on days 2 and 3 a high
percentage of mitoses and condensed nuclei. C,
transfection with pSUPER-hMps1 leads to a
decrease in the percentage of mitoses and con-
densed nuclei and to an increase in the percent-
age of micronuclei at both time points. Means �
S.D. are of three independent experiments. Aster-
isk denotes p � 0.001 as determined by paired t
test.

FIGURE 9. Inhibition of hMps1 kinase activity
suppresses SN-38-induced apoptosis. HCT116
p53�/� cells were transfected with pcDNA-GFP,
pcDNA-hMps1, or pcDNA-hMps1-KD, and 1 day later
they were treated with 10 nM SN-38. At the indicated
time points of continuous treatment, the cells were
harvested, and the morphologies were evaluated in
cytospins after DAPI staining. The transfected cells
were identified through GFP protein (control) or by
staining with anti-Myc antibody (to detect hMps1 or
hMps1-KD). A, pcDNA-GFP transfected HCT116
p53�/� cells show a high percentage of condensed
nuclei (apoptosis) at 3 days of treatment. B, transfec-
tion with hMps1 plasmid has no effect on apoptosis.
C, pcDNA-hMps1-KD transfected cells show signifi-
cantly less condensed nuclei and more micronucle-
ations and interphases at the same time point. D,
Western blot showing the expression of endoge-
nous and exogenous hMps1 protein (wild-type and
kinase-dead) in each experiment. The shift of the
upper band of the exogenous hMps1 was postu-
lated to be due to the autophosphorylation (20).
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treatment (supplemental Fig. 3A). The change of this ratio clearly
showed that generally the p53-dependent basal differences (prior to
treatment) are strongly enhanced after treatment-induced overexpres-
sion of p53. The analysis prior to treatment did not identify significant
differences in gene expression between the two groups, i.e. the basal
profiles were not suitable for prediction of the reaction toDNAdamage.

New Genes Regulated by p53 Identified—The hierarchical gene cluster-
ing showeddirectly the inverse relationshipbetween the gene expression in
p53WT and p53MUT cell lines after treatment (supplemental Fig. 3B). We
identifiedanumberofgenes involved inmitosis regulation that appear tobe
transcriptionally suppressed by p53, e.g. TTK/hMps1, KNTC2/Hec1,
BUB1,K1F2C,CDC20,CENPA,CENPF, andPLK1.Most of themwerenot
known as p53 targets and extend the previously described family of p53-
suppressible genes regulating G2/M arrest andmitosis (38–44). It appears
likely that the coordinate suppression of mitotic genes by p53 is an addi-
tional safeguard mechanism protecting cells from entering mitosis after
DNA damage. Indeed, we found that the suppression of p53 protein in
SN-38 treatedHCT116cells leads to an increase inhMps1expression (sup-
plemental Fig. S5) and to a decrease of tetraploid arrest and an increase of
apoptosis (2). This indicates that p53 is a part of a regulatory link between
DNA damage andmitosis.

p21 Plays a Role in Transcriptional Regulation—Notably, we found
an enhancement of the transcriptional suppression of hMps1 by
p21WAF1/Cip1, thus extending previous reports on the transcriptional
down-regulation of mitotic checkpoint genes by p21WAF1/Cip1 (29, 30).
The involvement of p21WAF1/Cip1 was not merely dependent on the G1

arrest, because the induction of G1 arrest by serum starvation did not
induce suppression (data not shown). Overexpression of p21WAF1/Cip1

may lead to the inhibition of cyclin-dependent kinases, which stabilizes
the pRb-E2F complex and prevents E2F activity. Under such circum-
stances, E2F has been shown to play a role as a transcriptional repressor
(45). Indeed, E2F-binding sites have been found in the promoter of
hMps1 (46). Alternatively, both p53 and p21WAF1/Cip1 are capable of
binding to the CDE/CHR element in the promoter of cell cycle regula-
tory genes (41, 47).Whether these elements are present in the promoter
of hMps1 and other identified mitosis-regulating genes remains to be
determined; the present results are consistent with either model.

The Role of hMps1 inApoptosis Induction—The lack of p53-mediated
transcriptional down-regulation afterDNAdamage in the p53-deficient
cell lines leads to an unscheduled gene expression; 16 mitosis-related
genes, including hMps1, are strongly expressed after damage.
The intact mitotic checkpoint has been shown recently to be neces-

sary for DNA damage-induced apoptosis; its abrogation by an inhibitor
(48) or by suppression of the proteins BubR1 orMad2 (32) decreased the
frequency of mitotic cell death after DNA damage. Also during the
activation of the mitotic checkpoint by nocodazole, the ectopic overex-
pression of BubR1 increases the death of polyploid cells (49). Further-
more, cells in which mitotic checkpoint genes, e.g. BUBR1, MAD2 (32),
or TTK/hMps1 (20), are suppressed after microtubular damage show a
nonapoptotic transformation of the nucleus. These data as well as the
present results indicate that the levels of themitotic checkpoint proteins
control the course of transformation of aberrantmitoses into apoptotic,
condensed nuclei or nonapoptotic nuclear forms (Fig. 10).
A damage sensor function independent from the mitotic checkpoint

function has been proposed recently for hMps1 by Wei et al. (50). The
authors postulated a cross-talk between the mitotic checkpoint and the
DNAdamage checkpoint through hMps1-mediated phosphorylation of
theChk2 kinase. After SN-38 treatment, however, we foundChk2 phos-
phorylation in HCT116p53�/� as well as in HCT116 cells (data not
shown), in which hMps1 is suppressed following DNA damage (Fig. 5),

indicating that at least in the present system Chk2 can be phosphoryl-
ated also in the absence of hMps1.
In conclusion, the present data support the notion thatmitotic check-

point proteins, here represented by hMps1, contribute to apoptosis of
p53MUT cells after DNA damage. The exact signaling mechanism is not
known at present. Its pharmacological enhancement should potentiate
apoptosis after chemotherapy in the p53MUT cells but not in p53WT cells
and enable selective killing of tumor cells.
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Table S1. Genes whose expression was tested in semiquantitative RT-PCR, primers and 

conditions used. 

Gene symbol Description Primer sequence PCR conditions
F CATTATGCTGCTGGATTGGA 
R TCATGGACTTTTCCCCACAC 
F TGCCCCAGCTTACCTACTTG
R AATCCATGAGCAGTCCAACC
F AGCGCCTTGATCGAGTACT 
R TGACTTGTAGTGGGTCAGCG 
F AACAGGCCACCACATACCTC 
R CTCTGCCCAGGACCTCATTA 
F CTGGAGTACCGGTTCTACAA 
R GATGATGTGGATGGCATGCT 
F AGGTCTGCGAGGAACAGAAG 
R AGCGTGTGAGGCGGTAGTAG 
F GAAAGTTTCCAGCCCAACTG 
R TACACTGGCTGTCCACAAGG 
F CGG CTG TGA CTG CAA GGA CTT
R AGC AGT CGT TAT GCC ACT GCC
F CACTGCAAGGTTCTGATAAG 
R GTGTGCCTTTTCCTCCTTCT 
F ACACTGTCCAGCTGGGAGCT 
R GGGACTGATGCTCCCAATTG 
F TCTGGTCGCCAGCAACCTGAATCTC 
R CGCCGTCCTTGCTGTGCACACGAT 
F TCCTCATACATGGCCTCACA
R TGTTCAGCTTCCAGGTCCTT
F GCAAGATCTTGAGTGACGAT 
R TTCAGCATCTGGATGAACTG 
F TCTTGCTACCATGTCCGTG 
R AGCGCCTTGATCGAGTACT 
F CCGATATTCCAGAGAAAGATCTTCA 
R TGCTGATAACACTTCAGAGTGATGT 
F TTCCCCAAAGCCAGAAGATGCACAA 
R CAGGTGTGTGGGTATAAACTGT
F CCCTATGCAAAGGAATTGGA 
R CAAGCCTGTGGACTCATCCT 
F GTTAAGGAGGAGAGTGAGCT
R GGAGAACTCTCACAGACTGG
F AGCAGCTTCTCCAGCAACTGG 
R CAGAGAAGACCATGGGAGTTCC 
F CAG GAA AAG GAC CAG CTC AG
R GCC TCC TTG AGT GCA ACT TC
F ACTGTGATGCGCTAATGGC 
R ATGGTCTTCCTCTGCTGTCC 
F GGCTCAATGGAGCTGTCTTC 
R  TTCAGTCACATGCTGCTTCC 
F TATGCCTGGTGATCCTGATC 
R CCTCTCTCAACAAGGACACA 
F CCTGAGAGCAAAGGTCAAGG 
R GACAGAACTGATAGCACCCTCC 
F CATCCAGGAGATCCAGGAGC
R GACTTGATGCTGTAGCTGCC
F TGCTTGAGGAATGAAGACCT
R TCCTGGATTCACACAGCAA 
F CATGGAGGTTTGAAGATGCC 
R TGGAGCAACCTGCTCAGATACA 
F CAGATGTCTATGATCATTTAC
R CAGTGACATTCAGCAACTCTA
F TCGATCCGAGAGACTGAGGT 
R  GGTTTCTTGCCCAGGTCATA 
F TGCAGAAAGCACAGAAAGGA 
R CCATTCTTTCGAACAAAGCC 
F GACCCAGTGATTGAACAAGCATCC 
R GCCCATACAGAGAGTGCATTGAG 
F GGGAGCCGCTCATGAGGAAGTT
R CTGGGTGATGTTGGATGGGAGAGT
F GGAGATTCACTTGCAGACCA 
R CGTAGAAGATGCTGCGGATG 
F CACTGAGCTGGCTGACTAAGCCCC
R AATGCATGCACTTAAGCAGCAGGG

STAT1 Signal Transducers and activators 
of transcription protein 1

Syndecan 4 Syndecan 4

SLC7A5 Solute carrier family 7, member 5

β2 microglobulin β2 microglobulin

PYCR1 Pyrroline-5-carboxylate reductase 
1

RhoGDI Rho GDP dissociation inhibitor

p21

PHGDH Phosphoglycerate dehydrogenase

PLP2 Proteolipid protein 2

CDK inhibitor

Myt1 Protein kinase

Optineurin Optineurin

Maspin Maspin (Serine protease inhibitor)

mSHMT2 mitochondrial serine 
hydroxymethyltransferase gene

hMps1 hMps1 protein kinase

IFITM1 Interferon inducible transmembrane 
protein 1

TNFRSF6 Tumor necrosis factor-related 
apoptosis-inducing ligand-receptor 

Growth arrest and DNA damage 
inducibe gene

GADD153

LGALS1 Lectin, β galactoside binding

HHR23A Human homologue of yeast 
RAD23

Histone H1x Histone H1x

TRAIL R2 Tumor necrosis factor receptor 
superfamily, member 6

Transducer of ErbB-2TOB

GADD 34

Hec1 HEC (Highly expressed in cancer)

Growth arrest and DNA damage 
inducibe gene

Cyclin D1

Cyr61

FHL2

casein kinase I gamma 2

Cyclin D1

Cysteine-rich protein 61

Four and a half LIM only protein 2

CSNK1G2

Amphiregulin Amphiregulin

APRIL Acidic protein rich in leucines

ASNS Asparagine synthetase

BTG2 B-cell translocation gene 2

95°C 10min, 94°C 1min, 52°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 58°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 62°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 45sec, 72°C 45sec. 72°C 7min

95°C 10min, 94°C 1min, 62°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 58°C 45sec, 72°C 45sec. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 45sec, 60°C 45sec, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 45sec, 60°C 45sec, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 45sec, 60°C 45sec, 72°C 1min. 72°C 7min

95°C 10min, 94°C 30sec, 58°C 30sec, 72°C 1min. 72°C 7min

95°C 10min, 94°C 45sec, 60°C 45sec, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1.5min, 66°C 1.5min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 45sec, 60°C 45sec, 72°C 1min. 72°C 7min

TRAP1

TYRO3 Protein tyrosine kinase

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 58°C 45sec, 72°C 45sec. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 57°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 60°C 1min, 72°C 1min. 72°C 7min

95°C 10min, 94°C 45sec, 60°C 45sec, 72°C 1min. 72°C 7min

95°C 10min, 94°C 1min, 58°C 1min, 72°C 1.5min. 72°C 7min

Human tumor necrosis factor type 
1 receptor associated protein



Table S2 

Analysis of mitotic arrest in p53-deficient cells after treatment with 200 ng/ml (666 nM) 

Nocodazole for 16 h 

Cell line % mitoses after Nocodazole treatment 

HCT116p53-/- 85 

HT-29 74 

SW480 40 

WiDr 73 

HCT-15 77 

 



Supplementary figure S1 
SN-38 treatment induces long-term arrest or apoptosis in colon carcinoma cell lines.  
Histograms of p53wt cell lines (left panel) and p53mut cell lines (right panel) 0, 2 and 4 days 
after start of treatment. The tetraploid cell cycle arrest is maintained between 2 and 4 days 
after start of treatment in cell lines with intact p53. Cells with a deficient or mutated p53 do 
not maintain the tetraploid cell cycle arrest. Additionally, they also undergo apoptosis (subG1 
peak). Results representative of three experiments.   
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Supplementary figure S2 
Analysis of histone H3 phosphorylation in non treated and SN-38 treated p53wt and p53-
deficient cell lines. Only adherent cells were used for the analysis. 
The p53wt cell lines (represented here by HCT116 and LS174T) show a lower percentage of 
phospho-histone H3 as compared to the non treated cells indicating that they are not in the M-
phase of the cell cycle. 
The p53-deficient cell lines (represented here by HCT116p53-/- and HT-29) show a higher 
percentage of phospho-histone H3 positive cells as compared to the non treated cells 
indicating that the fraction of mitotic cells increases after treatment. 
 
 
 
  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
  



Supplementary figure S3A 
The ratio of expression in p53mut/p53wt cell lines 4 days after  SN-38 treatment, plotted as a 
function of the ratio of expression in p53mut/p53wt cell lines before treatment. 
The horizontal lines mark the threshold values of twofold change after treatment. The vertical 
line separates the genes whose ratio of expression in p53mut/p53wt is <1 or >1 in the basal 
state. The diagonal separates the genes whose ratio of expression in p53mut/p53wt before 
treatment < or > than the ratio p53mut/p53wt after treatment. Red triangles and red squares 
indicate the genes listed in the Table I with ratio of expression greater than 2 (triangles) or 
smaller than 0.5 (squares).  
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Supplementary figure S3B 
Hierarchical clustering of treatment-induced alterations of genes listed in Table I. 
Green coloring indicates expression values below the mean expression, red coloring indicates 
expression values above the mean expression and black color indicates the mean expression 
after treatment. Names of the 10 cell lines used are given below the diagram. 
 
 

p53wt p53mutp53wt p53mut



Supplementary figure S4A 
Comparison of p53 and p21 expression achieved after SN-38 treatment and after adenoviral 
transduction. 
HCT116 cells were treated with SN-38 for 2 days or were transduced with various MOI of 
Adp53wt and the expression of p53 and p21 were compared. The figure shows that an MOI of 
20 is necessary to achieve a level of p21 comparable to that induced after SN-38 treatment. 
 
 
  

p53

p21

β-actin
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Supplementary figure S4B 
Time course of hMps1 suppression in p53wt cell lines during SN-38 treatment (10 nM).  
hMps1 suppression in HCT116 and LS174T cell lines begins at 48 h after treatment, only 
after both p53 and p21 are highly upregulated. 
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Supplementary figure S5 
Suppression of p53 leads to upregulation of hMps1 in SN-38-treated HCT116 cells. 
HCT116 cells were transfected with pSUPER-EGFP or pSUPER-p53 and the expression of 
hMps1 was analysed by Western blotting. The figure shows that SN-38 treatment leads to 
downregulation of hMps1 (lanes 2 and 4) and that the suppression of p53 leads to the 
reexpression of hMps1 (lanes 3 and 5). 
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