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Abstract. The p53 homologue p73 is overexpressed in many
tumors, including lung cancer. We have evaluated the
differential expression and subcellular localization of the
functionally distinct apoptotic (TA) and anti-apoptotic (ΔN)
isoforms of p73 in non-small cell lung cancer (NSCLC), their
possible association with p53 expression and determined the
methylation status of the two p73 gene promoters (P1 and P2)
in this tumor type. Immunohistochemical analysis showed
that both isoforms are expressed in the majority of cases.
However, the oncogenic Δ N variant, derived from the
transcripts ΔN'p73 (from P1) and/or ΔNp73 (from P2), is
localized mainly in the nucleus, while the anti-oncogenic
TAp73 isoform (derived from a P1 transcript) is sequestered
in the cytoplasm in almost all cases analyzed. Significant
correlation was found between p53 and ΔNp73 expression
(p=0.041). Methylation analysis conducted on 41 tumor
samples showed that the P1 promoter is almost invariably
unmethylated (39/41 cases) whereas P2 was found completely
methylated in 17 cases and partially or totally unmethylated in
24 samples. No correlation was found between the methylation
status of P1 and P2 and p73 expression. Our results demonstrate that both isoforms contribute to p73 overexpression
in NSCLC and suggest that their different intracellular
localization may reflect an alteration of the functional p53-p73
network that might contribute to lung cancer development.
Introduction
The p73 gene is a p53 homologue that transactivates several
p53 target genes, induces apoptosis and inhibits cell

_________________________________________
Correspondence to: Dr Massimo Romani, Tumor Genetics, Istituto
Nazionale per la Ricerca sul Cancro (IST), Largo Rosanna Benzi
10, 16132 Genova, Italy
E-mail: massimo.romani@istge.it

Key words: methylation, lung cancer, p73

proliferation (1-3). Many p73 splicing variants (both at the
-NH2 and -COOH terminus) have been detected (3). Among
these, the N-terminal deleted isoforms (collectively indicated
as ΔTAp73) are able to block the transactivating activities of
TAp73 and p53 and their ability to induce apoptosis, by acting
as direct competitors for the DNA binding-sites and/or by
heteroduplex formation with p53 and TAp73 variant, thus
functionally acting as oncogenes (3-7). Moreover, ΔTAp73
isoforms confer drug resistance on wild-type p53 and TAp73
harboring tumor cells (8) and act as oncogenes transforming
NIH3T3 cells and making them tumorigenic in nude mice (4).
In normal human tissues, TAp73 is expressed at low levels
and, in general, ΔNp73 is undetectable (9). Many primary
tumors of different origin, including lung cancer, overexpress
p73 (10-14), however, only few studies have specifically
determined the different extent of contribution of TA or ΔTA
isoforms to the overexpression of p73 in the same set of
samples and their prognostic role (15-18).
Intracellular compartmentalization may be a mechanism
through which the functionality of the p53 family network can
be altered. The p73 proteins, similarly to its siblings p53 and
p63, are normally localized in the nucleus and the shuttle of
p73 from nucleus to cytoplasm is associated with its
degradation (19). The functions of p73 are controlled by the
interactions with their binding partners and, in turn, the pro- or
anti-apoptotic activities of the p73 isoforms can be modulated
by their recruitment to specific subcellular compartments (20).
Indeed, several tumor types have shown an altered protein
topography: in neuroblastoma, cytoplasmic sequestration of
p53 is considered a mode of inactivation of this gene
alternative to point mutations that are remarkably absent in
this tumor type (21). Similarly, the cytoplasmic localization
of the non-mutated p16 protein in breast and NSCLC cells
has been proposed as a mode of inactivation of the CDKN2A
gene in the absence of mutations (22-23).
The p73 gene has two distinct promoters. The p73-P1 (P1),
upstream of exon 1, drives the transcription of the full-length
and of the 3' splicing variants (TAp73·-θ) as well as of several
5' variants (ΔEx2p73, ΔEx2-3p73 and ΔN'p73). The internal
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p73-P2 promoter (P2), within intron 2 and upstream of an
alternative exon 3 (exon 3') regulates the transcription of
ΔNp73, another 5' variant whose protein product is indistinguishable from that of ΔN'p73. The expression of ΔNp73 from
the P2 promoter is upregulated by TAp73 and p53 through a
complex feed-back regulatory loop (3-6).
The expression of the p73 gene is in some cases regulated
by epigenetic factors. Indeed, a large canonical CpG island
(CGI) characterizes the P1 promoter and its hypermethylation
is associated with p73 silencing in haematopoietic
malignancies but rarely in other tumors (24-29). A smaller and
less evident CGI is present at the P2 promoter and it is almost
always fully methylated in most of the normal tissues
examined (27,28 and unpublished observations). In malignant
neuroblastic tumors, P2 was found unmethylated or partially
methylated whereas it was fully methylated in benign
ganglioneuroma. Thereafter, the hypomethylation of P2 was
put in relation with the inappropriate expression of ΔNp73 in
rapidly progressing neuroblastic tumors (18,27)
Along these lines we have evaluated the pattern of
expression of TA and ΔNp73 as well as of p53, in tumor tissue
and in the surrounding morphologically normal tissues of
NSCLC as well as the methylation status of P1 and P2 in this
tumor type.
Materials and methods
Tissue samples and cell lines. We analyzed 41 cases of
primary NSCLC at stage I to III and the corresponding
peritumoral tissue from 21 of the cases, that were collected and
snap-frozen from January to December 2004 at the Thoracic
Unit of the Department of Surgical Sciences (University of
Insubria, Varese, Italy). The group of patients enrolled in the
study had 32 males and 9 females and included adenocarcinoma (n=15), squamous cell carcinoma (n=21), large
cell carcinoma (n=3), and bronchialveolar carcinoma (n=2).
Control tumor cell lines for methylation analysis (U937,
GI-ME-N, HL60) were obtained from the American Type
Culture Collection (Rockville, MD, USA).
For DNA extraction, the samples were lysed overnight at
55˚C in a buffer containg 100 mM NaCl 100 mM Tris pH
5.0, 10 mM EDTA, 0.5% SDS and proteinase K at 0.2
mg/ml. DNA was purified from the lysate with the Phase
Lock Gel kit (Eppendorf, Milano, Italy). RNA was extracted
with TRIzol (Invitrogen, San Giuliano Milanese, Italy)
following the manufacturer's protocol.
Histological and immunohistochemical study. The forty-one
cases of resected carcinoma of the lung were retrieved from
the Surgical Pathology archives at the Department of
Pathology (University of Insubria, Varese). Formalin-fixed,
paraffin-embedded tissue blocks were selected and tissue
sections were stained with hematoxylin and eosin (H&E) and
Alcian Blue, periodic acid Schiff stain (AB-PAS) and the
slides were reviewed to confirm the diagnosis according to
the WHO classification (2004). Immunoperoxidase studies
were performed on sections prepared from formalin-fixed and
paraffin-embedded specimens that were dewaxed and
rehydrated using Bio-Clear (Bio-Optica, Milan, Italy) and
graded alcohol. Endogenous peroxidase was blocked dipping

sections in 3% aqueous hydrogen peroxide for 10 min and
antigen retrieval was performed with trypsin digestion for
20 min at 37˚C (for ΔNp73) and with microwave treatment in
10 mM citrate buffer, pH 6.0 (20 min for TAp73 and 10 min
for p53). The immunostaining was performed with the
avidin-biotin-peroxidase complex technique using diaminobenzidine as chromogen. The sections were incubated
overnight at 4˚C with the mouse monoclonal antibodies
against TA and ΔNp73 (both from Imgenex, San Diego, CA)
utilized at a dilution of 1:80 and with the mouse monoclonal
antibodies against p53 (clone DO-7, Dako, Denmark) utilized
at a dilution of 1:500. The antibody against TAp73 (clone
5B429) was raised against NH2- terminus of the protein and
does not cross-react against ΔNp73; the antibody against
Δ Np73 (clone 38C674.2) was raised against a peptide
corresponding to AA 2-13 unique to this isoform and does
not cross-react against TAp73 whereas the antibody against
p53 was raised against NH2- terminus of the protein and
reacts with both wild-type and mutated form of p53.
Antibodies were certified for Western blot analysis and
immunostaining by the manufacturer. Sections were lightly
counterstained with hematoxylin and then observed with
Olympus B40 microscope. A case was considered positive
when either the nucleus or the cytoplasm or both were
stained. Scoring was: <10% of cells (+), between 10 and 50%
of cells (++) and >50% of neoplastic cells (+++). Negative
controls, where primary antibody was omitted, were included.
Methylation analysis. The methylation status of the p73 P1 and
P2 promoters was determined by methylation-specific PCR
(MSP) (30) and for P2, to confirm the MSP results, also by
Bisulfite-Restriction Enzyme analysis (BRE) (31). The MSP
primer sequences specific for the methylated or unmethylated
templates, their annealing temperature and PCR conditions are
indicated in Table I.
For BRE, after DNA modification, the primers (Table I)
were designed to amplify a 351 bp promoter fragment from P2
independently from its methylation status. The amplification
product was digested with RsaI and PvuI.
HL60 cells were used as positive control for unmethylated
P1, U937 as positive control for methylated P1 and P2 and
GI-ME-N as positive control for unmethylated P2. Platinum
Taq polymerase (Invitrogen) was used in all the PCR reactions.
All assays were conducted at least in triplicate.
RT-PCR and sequencing analysis. Total RNA from four lung
cancer fragments was retrotranscribed utilizing the specific
exon 4 primer: 5'-TGCTGGAAAGTGACCTCAAA-3' that
amplifies all the known 5' variants of p73. Two μl of the RT
product were utilized for the PCR amplification. The primers
and PCR conditions for the RT analysis are reported in Table I.
A nested protocol was employed to amplify ΔNp73; in this
reaction 2 μl of RT product was amplified first with primers
RT ΔNp73 Fw1 and Rev1 and 2 μl of the first amplification
product was subjected to a second round of PCR with the
internal set of primers RT ΔNp73 Fw2 and Rev2. Amplification of the ΔN'p73 transcript was carried out with the
primer set and PCR conditions reported in Table I. A
schematic representation of the 5' end of the p73 gene with
the localization of the RT-PCR primers utilized to discriminate
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Table I. Primers and PCR conditions for expression, methylation and sequencing analyses.
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
Primer
Sequence
Annealing T.˚C
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
AAGCGAAAATGCCAACAAAC
55
RT ΔNp73 Fw 1
RT ΔNp73 Rev 1
GGTCCATGGTGCTGCTCAGC
RT ΔNp73 Fw 2
RT ΔNp73 Rev 2

ACTAGCTGCGGAGCCTCTC
TGCTCAGCAGATTGAACTGG-3

56

RT ΔN'p73 Fw
RT ΔN'p73 Rev

GATTCCAGCATGGACGTCTTC
GAGAGGCTCCGCAGCTAGT

54

P1 Met Fw
P1 Met Rev

GGACGTAGCGAAATCGGGGTTC
ACCCCGAACATCGACGTCCG

60

P1 UnMet Fw
P1 UnMet Rev

AGGGGATGTAGTGAAATTGGGGTTT
ATCACAACCCCAAACATCAACATCCA

60

P2 Met Fw
P2 Met Rev

GTTGTCGGGCGGTTACGATC
TCACACCTACCGTAACGAAATACCG

63

P2 UnMet Fw
P2 UnMet Rev

GGTTTATGTTGTTGGGTGGTTATGATTG
CACATCACACCTACCATAACAAAATACCATAC

65

P2 BRE Fw
P2 BRE Rev

TTAGTTGATAGAATTAAGGGAGATGG
AAAAAATACCCCTCTAAACCCTACA

59

Nuclear Export Fw
Nuclear Export Rev

TCTGGTTAGACCTGCTTCTTG GG
TGATGCCTTCTGGAGGGGTTTC

59

Nuclear Import Fw
GGAGGAGAAGGGGACACATT
59
Nuclear Import Rev
GAAGATGACTCCCAGCCAAG-3
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
PCR conditions for RT analysis: 2 min denaturation at 94˚C; 35 cycles each consisting for 30 sec 94˚C, 30 sec annealing at the appropriate
temperature, 30 sec extension at 72˚C. PCR conditions for methylation analysis: 2 min denaturation at 94˚C; 35 cycles each consisting
for 20 sec 94˚C, 10 sec annealing at the appropriate temperature, 30 sec extension at 70˚C. PCR conditions for Nuclear Import/Export motif
sequencing: 2 min denaturation at 94˚C; 35 cycles each consisting for 30 sec 94˚C, 30 sec annealing at 59˚C, 30 sec extension at 72˚C.

–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––

between ΔN' and ΔNp73 is shown in Fig. 1. The Nuclear
Import and Export signals within the p73 gene were sequenced
by automated Sanger sequencing on PCR products generated
with the primers reported in Table I.
Statistical analysis. Survival curves were computed according
to the Kaplan-Meier method (32) and were compared by
means of the log-rank test.
Statistical significance was evaluated using the Pearson's
¯2 test. The statistical difference was considered significant at
P<0.05. Data were analyzed with the Statistical Package for
the Social Sciences version 13.0 (SPSS Inc., Chicago, IL).
Results
Expression and intracellular localization of TAp73, ΔNp73
and p53. We have determined by immunohistochemistry the
pattern of TAp73, ΔNp73 and p53 expression in a cohort of
41 NSCLC patients.
As shown in Table II, the expression of TAp73 was
detected in 28/40 cases and was, in 24 of them, localized
exclusively in the cytoplasm as representatively shown in
Fig. 2. On the contrary, immunostaining with the antibody

specific for Δ Np73 showed that the expression of this
protein, detected in 35/40 cases (Table II) was predominantly confined to the nucleus, although eight cases
displayed both nuclear and cytoplasmic reactivity. Only in
two cases the protein was localized exclusively in the
cytoplasm.
In the peritumoral lung tissue, both TA and ΔNp73 were
expressed at low level or were below the level of detection in
the majority of the sections (Fig. 2).
P53 expression was detected in 26 out of 39 samples and,
in all cases, was confined to the nucleus of cancer cells.
In our clinical series, the high expression of p53, defined
as immunostaining in >10% of the cells, was significantly
associated (p=0.041) with similarly high expression of
ΔNp73. Conversely, no association was found between the
expression of TA and ΔNp73
We next evaluated if the expression of the ΔNp73 or p53
protein had an influence on the survival in the cohort of
patients included in our study and we did not observe
differences in the overall survival among the patients that
expressed ΔNp73 or p53 as compared to those that did not
express these proteins (p-values for the log-rank test was 0.63,
HR=1.28 for ΔNp73 and 0.59, HR 1.32 for p53).
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Figure 1. Structure of the 5' end of the p73 gene. Exons 1-4 of the p73 gene are indicated (Ex1-Ex4), the two promoters (P1 and P2) are represented by filled
boxes, the intronic sequences are represented by thin lines between the exons. The transcription starts for the 5' end variants of p73 and the alternative splicing
leading to ΔN'p73 are indicated. Below the diagram of the genomic region the structure of the transcripts is reported. The dotted line indicate the 5' UTR and
the thick, continuous line the coding region. In the upper part of the figure the localization of the RT-PCR primers utilized for the identification of the
transcripts coding for the ΔNp73 protein is reported.

Figure 2. Immunohistochemical expression of TAp73 showing cytoplasmic expression in lung adenocarcinoma (A), in scattered cells of peritumoral tissue (inset
down left) and in squamous cell carcinoma (B). Immunostaining with the anti-ΔNp73 antibody showing nuclear localization in lung adenocarcinoma (C), in
adjacent non tumoral tissue (inset top left) and in squamous cell carcinoma (D). Immunoperoxidase with hematoxylin counterstain, original magnification, x200.

Methylation pattern of P1 and P2 promoters in NSCLC. We
have analyzed the pattern of methylation of the two p73
promoters in 41 NSCLCs and in the corresponding peritumoral
tissue that was available for 21 of the samples. The results of

these experiments, summarized in Table II and representatively
illustrated in Fig. 3, showed that the P1 promoter (that drives
the transcription of TA and ΔN'p73) is rarely hypermethylated
in the malignant tumor samples (2/41 cases) and never in the
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Table II. Expression and methylation analysis of TA, ΔNp73 and p53.
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––

–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
T, Tumor; N, morphologically normal peritumoral tissue; M, methylated; U, unmethylated; C, cytoplasmatic staining; N, nuclear staining; -, no
staining; scoring of the IHC results was: +, <10% of the cells; ++, 10-50% of the cells and +++, >50% of the cells.

–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––

morphologically normal lung tissue surrounding the lesion. It
is therefore evident that P1 methylation status is not in strict
relationship with TA or ΔNp73 expression since the two
methylated cases express both isoforms.
The P2 promoter (driving the transcription of ΔNp73) that
is generally fully methylated in non-cancer tissues was
completely or partially unmethylated in 24/41 (58%) tumor
samples and in 9/19 (47%) peritumoral tissue samples (Table II
and Fig. 3). No significant correlation was observed between

demethylation of P2 promoter and overexpression of the
ΔNp73 protein.

The methylation status of P2 was verified by BRE in a
subset of samples and the results obtained with this technique
were concordant with those generated by MSP (data not
shown).
c-Promoter functionality in NSCLC. The ΔN isoform of the
p73 protein is generated from two distinct transcripts, ΔN'p73
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Table III. ΔNp73 mRNA and protein expression and P2 promoter methylation.
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
Case No.
RT-ΔNp73
RT-ΔN'p73
IHC-ΔNp73
P2 Methylation
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
5
+
+
++ N
M+U
6
+
+
+++ N + C
M+U
27
+
+++ N
M+U
29
+
+++ N
M+U
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
N, nuclear; C, cytoplasmatic; M, methylated and U, unmethylated.

–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––

Figure 3. Methylation analysis of the P1 and P2 promoter in a subset of NSCLC. DNA from paired tumor/morphologically normal samples were utilized for
methylation analysis along with DNA from cell lines whose methylation status was assessed independently by sequencing. M and U are methylated and
unmethylated target sequence and N and T are the peritumoral and tumoral tissue, respectively.

Figure 4. Expression analysis for ΔNp73 and ΔN'p73 RT-PCR analysis with
primer sets discriminating the P1 and P2 transcripts.

and ΔNp73, whose expression is controlled by P1 and P2,
respectively. These two promoters respond to a partially
distinct set of transcription factors. In this respect, to
understand the pathway leading to the production of this
oncogenic variant, it was of importance to determine if, in
NSCLC, both promoters are functionally active and if the
overexpression of ΔNp73 could be attributed to either P1 or
P2 or both. To answer this question we extracted total RNA
from four tumor samples expressing high or intermediate
levels of ΔNp73 protein and we utilized variant-specific
primers in RT-PCR assay to unambiguously distinguish
between ΔNp73 and ΔN'p73 transcripts (Fig. 1). As shown in
Table III and Fig. 4, two samples expressed either ΔNp73 or
ΔN'p73 whereas in two other samples both transcripts were
detected indicating that Δ Np73 could be derived from
transcripts driven by both promoters.
Discussion
The p73 gene is a member of the p53 family that, like its
sibling p63, can act as an oncogene and as an antioncogene

(1-4). The function of the p53 family members largely depends
on their nuclear localization and recent evidence indicates
that the export to the cytoplasm is an important determinant
for p53 functionality. Indeed, cytoplasmic sequestration has
been considered as a mechanism for the inactivation of p53
alternative to point mutations (21). Cytoplasmic redistribution
of p73 in neuroblastoma has been observed and was put in
relation with neuroblastic differentiation (33). At that time,
however, it was not possible to distinguish the different p73
isoforms since antibodies with distinct specificities were not
yet available.
In the present study the immunohistochemical assessment
of p73 expression in NSCLC showed that the anti-oncogenic
isoform is sequestered in the cytoplasm of tumor cells while
the ΔN oncogenic variant remains localized in the nucleus.
The abnormal sequestration of a nuclear protein in the
cytoplasm has been attributed to a variety of mechanisms,
including mutation of the relevant localization motifs (34,35).
Although inactivating mutations of the p73 gene are
exceedingly rare, we have investigated this possibility in our
samples and found no evidence of mutations in the nuclear
export/import signals (19) (data not shown). Thus, other
mechanisms should be taken into account to explain this
finding.
Dissimilar results are found in the literature on the
subcellular localization of p73 isoforms in different tumor
types. In a series of hepatocellular and cholangiocellular
carcinomas, p73 was found confined to cell nucleus; however,
the antibody utilized in those studies could not discriminate
the different p73 isoforms (36,37). The localization of p73 in
breast cancer is unclear: Dominguez et al (38) reported that
all the cases included in their study showed negative
cytoplasmic immunostaining for TAp73 and that the majority
of them, showed only wery weak ΔNp73 cytoplasmic staining.
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On the contrary, Bozzetti et al (39) showed the cytoplasmic
localization of TAp73 and the predominant cytoplasmic
localization of ΔNp73.
In lung cancer, the expression of ΔNp73 was found mainly
in the cytoplasm of tumor cells (17), while our results, showed
that ΔNp73 is prevalently localized in the nucleus in ~85% of
the positive cases. The comparison of these conflicting results
is made difficult by the utilization of different antibodies
raised against slightly different peptides. Interestingly, in both
studies, ΔNp73 was not detectable in the morphologically
normal peritumoral tissue suggesting that the aberrant
expression of Δ Np73 is a cancer-related phenomenon.
However, in our cohort of patients the expression of the
ΔNp73 variant was not associated with a shorter survival.
Similarly to that observed in breast cancer (39) we have
found a significant association between p53 immunostaining, considered as evidence of TP53 mutation and
ΔNp73 expression. This may indicate that these alterations are
not mutually exclusive and could confer additional growth
advantage to cancer cells.
In Burkitt lymphomas and lymphoblastic leukemias
TAp73 is frequently silenced by hypermethylation of the P1
promoter (24,25) whereas in other tumors the methylation of
P1 is uncommon (40,41). Differently from P1, the systematic
survey of the methylation status of P2 in normal and cancer
tissues has yet to be conducted. A preliminary analysis
revealed that this promoter is generally hypermethylated in
many non-cancer cells and in benign ganglioneuroma, whereas
is unmethylated or partially methylated in neuroblastic tumors
expressing the ΔN variant, indicating that demethylation of
P2 might be a characteristic of certain malignant tumor cells
(27,28 and our unpublished observations).
In the samples included in our study, we have observed a
heterogeneous pattern of P2 promoter methylation in both the
tumor and the corresponding peritumoral tissue. This suggests
that the P2 promoter undergoes methylation changes in a
subset of NSCLC. Differently from neuroblastic tumors, these
changes do not seem to have a role in ΔNp73 expression. The
significance of P2 hypo-methylation in our series of NSCLCs
is unclear, however, it may reflect the alteration of the
methylation machinery taking place in the early stages of lung
carcinogenesis or may be the consequence of exposure to
cigarette smoke or other carcinogens.
We have observed that in NSCLC, ΔNp73 can be produced
by transcripts originating from P1, P2 or both. The P2 promoter
is characterized by the presence of three p53/p73 responsive
elements (3,5). Indeed, ΔNp73 transcription is strongly induced
by both p53 and TAp73 that, in turn, are inhibited by ΔNp73.
Intuitively this feedback loop is functional only for ΔNp73
driven by P2 and the biological significance of the pathway
leading to the production of ΔNp73 also from P1 has yet to be
understood. It is likely however that Δ Np73 expression
depends on redundant regulatory mechanisms that are
controlled, at least in part, from different sets of transcription
factors.
In conclusion, this study demonstrates, for the first time,
that in NSCLC, both TA and Δ Np73 contribute to p73
overexpression and that they may have a different intracellular
compartmentalization. This finding leads us to hypothesize
that the cytoplasmatic sequestration of the pro-apoptotic
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isoform of p73 might have an influence in NSCLC and other
tumors by altering the physiological interaction between the
oncogenic and anti-oncogenic variants of p73 and negatively
influencing the apoptotic pathway.
Acknowledgements
B.B. is a Fellow of the Italian Foundation for Neuroblastoma
Research. This study was supported by the Associazione
Italiana per la Ricerca sul Cancro (AIRC), by grants from the
Fondazione San Paolo, from Regione Liguria and from the
Italian Health Ministry.
References
1. Kaghad M, Bonnet H, Yang A, Creancier L, Biscan JC, Valent A,
Minty A, Chalon P, Lelias JM, Dumont X, Ferrara P, McKeon F
and Caput D: Monoallelically expressed gene related to p53 at
1p36, a region frequently deleted in neuroblastoma and other
human cancers. Cell 90: 809-819, 1997.
2. Jost CA, Marin MC and Kaelin WG Jr: p73 is a human p53related protein that can induce apoptosis. Nature 389: 191-194,
1997.
3. Melino G, De Laurenzi V and Vousden KH: p73: Friend or foe in
tumorigenesis. Nat Rev Cancer 2: 605-615, 2002.
4. Stiewe T, Zimmermann S, Frilling A, Esche H and Putzer BM:
Transactivation-deficient ΔTA-p73 acts as an oncogene. Cancer
Res 65: 3590-3602, 2002.
5. Grob TJ, Novak U, Maisse C, Barcaroli D, Luthi AU, Pirnia F,
Hugli B, Graber HU, De Laurenzi V, Fey MF, Melino G and
Tobler A: Human delta Np73 regulates a dominant negative
feedback loop for TAp73 and p53. Cell Death Differ 8: 1213-1223,
2001.
6. Kartasheva NN, Contente A, Lenz-Stoppler C, Roth J and
Dobbelstein M: p53 induces the expression of its antagonist p73
Delta N, establishing an autoregulatory feedback loop. Oncogene
21: 4715-4727, 2002.
7. Nakagawa T, Takahashi M, Ozaki T, Watanabe K, Todo S,
Mizuguchi H, Hayakawa T and Nakagawara A: Autoinhibitory
regulation of p73 by deltaNp73 to modulate cell survival and
death through a p73-specific target element within the deltaNp73
promoter. Mol Cell Biol 22: 2575-2585, 2002.
8. Zaika A, Slade N, Erster SH, Sansome C, Joseph TW, Pearl M,
Chalas E and Moll UM: ΔNp73, a dominant-negative inhibitor of
wild-type 53 and TAp73, is upregulated in human tumors. J Exp
Med 196: 765-780, 2002.
9. Ishimoto O, Kawahara C, Enjo K, Obinata M, Nukiwa T and
Ikawa S: Possible oncogenic potential of DeltaNp73: a newly
identified isoform of human p73. Cancer Res 62: 636-641, 2002.
10. Kovalev S, Marchenko N, Swendeman S, LaQuaglia M and
Moll UM: Expression level, allelic origin, and mutation analysis
of the p73 gene in neuroblastoma tumors and cell lines. Cell
Growth Differ 9: 897-903, 1998.
11. Tokuchi Y, Hashimoto T, Kobayashi Y, Hayashi M, Nishida K,
Hayashi S, Imai K, Nakachi K, Ishikawa Y, Nakagawa K,
Kawakami Y and Tsuchiya E: The expression of p73 is increased
in lung cancer, independent of p53 gene alteration. Br J Cancer
80: 1623-1629, 1999.
12. Zaika AI, Kovalev S, Marchenko ND and Moll UM: Overexpression of the wild type p73 gene in breast cancer tissues and
cell lines. Cancer Res 59: 3257-3263, 1999.
13. Kang M-J, Park B-J, Byun D-S, Park J-I, Kim H-J, Park J-H and
Chi S-J: Loss of imprinting and elevated expression of wild-type
p73 in human gastric adenocarcinoma. Clin Cancer Res 6:
1767-1771, 2000.
14. Nicholson SA, Okby NT, Khan MA, Welsh JA, McMenamin MG,
Travis WD, Jett JR, Tazelaar HD, Trastek V, Pairolero PC,
Corn PG, Herman JG, Liotta LA, Caporaso NE and Harris CC:
Alterations of p14ARF, p53, and p73 genes involved in the
E2F-1-mediated apoptotic pathways in non-small cell lung
carcinoma. Cancer Res 61: 5636-5643, 2001.
15. Concin N, Becker K, Slade N, Erster S, Mueller-Holzner E,
Ulmer H, Daxenbichler G, Zeimet A, Zeillinger R, Marth C and
Moll UM: Transdominant DeltaTAp73 isoforms are frequently
up-regulated in ovarian cancer. Evidence for their role as epigenetic p53 inhibitors in vivo. Cancer Res 64: 2449-2460, 2004.

449-456

2/1/2009

456

12:12 ÌÌ

™ÂÏ›‰·456

DI VINCI et al: Tp73 IN LUNG CANCER

16. Stiewe T, Tuve S, Peter M, Tannapfel A, Elmaagacli AH and
Putzer BM: Quantitative TP73 transcript analysis in hepatocellular
carcinomas. Clin Cancer Res 10: 626-633, 2004.
17. Uramoto H, Sugio K, Oyama T, Nakata S, Ono K, Morita M,
Funa K and Yasumoto K: Expression of deltaNp73 predicts poor
prognosis in lung cancer. Clin Cancer Res 10: 6905-6911, 2004.
18. Casciano I, Mazzocco K, Boni L, Pagnan G, Banelli B,
Allemanni G, Ponzoni M, Tonini GP and Romani M: Expression
of Δ Np73 is a molecular marker for adverse outcome in
neuroblastoma patients. Cell Death Differ 9: 246-251, 2002.
19. Inoue T, Stuart J, Leno R and Maki CG: Nuclear import and
exportsignals in control of the p53-related protein p73. J Biol
Chem 277: 15053-15060, 2002.
20. Dobbelstein M, Strano S, Roth J and Blandino G: p73-induced
apoptosis: a question of compartments and cooperation. Biochem
Biophys Res Commun 331: 688-693, 2005.
21. Moll UM, LaQuaglia M, Benard J and Riou G: Wild-type p53
protein undergoes cytoplasmic sequestration in undifferentiated
neuroblastomas but not in differentiated tumors. Proc Natl Acad
Sci USA 92: 4407-4411, 1995.
22. Evangelou K, Bramis J, Peros I, Zacharatos P, Dasiou-Plakida D,
Kalogeropoulos N, Asimacopoulos P, Kittas C, Marinos E and
Gorgoulis V: Electron microscopy evidence that cytoplasmic
localization of the p16(INK4A) ‘nuclear’ cyclin-dependent
kinase inhibitor (CKI) in tumor cells is specific and not an
artifact. A study in non-small cell lung carcinomas. Biotech
Histochem 79: 5-10 2004.
23. Di Vinci A, Perdelli L, Banelli B, Salvi S, Casciano I, Gelvi I,
Allemanni G, Margallo E, Gatteschi B and Romani M: p16INK4a
promoter methylation and altered protein expression in breast
fibroadenoma and carcinoma. Int J Cancer 114: 414-421, 2005.
24. Corn PG, Kuerbitz SJ, van Noesel MM, Esteller M, Compitello N,
Baylin SB and Herman JG: Transcriptional silencing of the p73
gene in acute lymphoblastic leukemia and Burkitt’s lymphoma
is associated with 5' CpG island methylation. Cancer Res 59:
3352-3356, 1999.
25. Kawano S, Miller CW, Gombart AF, Bartram CR, Matsuo Y,
Asou H, Sakashita A, Said J, Tatsumi E and Koeffler HP: Loss
of p73 gene expression in leukemias/lymphomas due to
hypermethylation. Blood 94: 1113-1120, 1999.
26. Banelli B, Casciano I and Romani M: Methylation-independent
silencing of the p73 gene in neuroblastoma. Oncogene 19:
4553-4556, 2000.
27. Casciano I, Banelli B, Croce M, Allemanni G, Ferrini S,
Tonini GP, Ponzoni M and Romani M: Role of methylation in
the control of DeltaNp73 expression in neuroblastoma. Cell
Death Differ 9: 343-345, 2002.
28. Banelli B, Gelvi I, Di Vinci A, Scaruffi P, Casciano I,
Allemanni G, Bonassi S, Tonini GP and Romani M: Distinct CpG
methylation profiles characterize different clinical groups of
neuroblastic tumors. Oncogene 24: 5619-5628, 2005.
28. Teodoridis JM, Hall J, Marsh S, Kannall HD, Smyth C, Curto J,
Siddiqui N, Gabra H, McLeod HL, Strathdee G and Brown R:
CpG island methylation of DNA damage response genes in
advanced ovarian cancer. Cancer Res 65: 8961-8967, 2005.

30. Herman JG, Graff JR, Myohanen S, Nelkin BD and Baylin SB:
Methylation-specific PCR: a novel PCR assay for methylation
status of CpG islands. Proc Natl Acad Sci USA 93: 9821-9826,
1996.
31. Sadri R and Hornsby PJ: Rapid analysis of DNA methylation
using new restriction enzyme sites created by bisulfite
modification. Nucleic Acids Res 24: 5058-5059, 1996.
32. Kaplan EL and Meier P: Nonparametric estimation from
incomplete observations. J Am Stat Assoc 53: 457-458, 1958.
33. Douc-Rasy S, Barrois M, Echeynne M, Kaghad M, Blanc E,
Raguenez G, Goldschneider D, Terrier-Lacombe MJ,
Hartmann O, Moll U, Caput D and Benard J: DeltaN-p73alpha
accumulates in human neuroblastic tumors. Am J Pathol 160:
631-639, 2002.
34. Falini B, Bolli N, Shan J, Martelli MP, Liso A, Pucciarini A,
Bigerna B, Pasqualucci L, Mannucci R, Rosati R, Gorello P,
Roti DDG, Tiacci E, Cazzaniga G, Biondi A, Schnittger S,
Haferlach T, Hiddemann W, Martelli MF, Gu W, Mecucci C
and Nicoletti I: Immunohistochemistry predicts nucleophosmin
(NPM) mutations in acute myeloid leukemia. Blood 107:
4514-4523, 2006.
35. Bellodi C, Kindle K, Bernassola F, Dinsdale D, Cossarizza A,
Melino G, Heery D and Salomoni P: Cytoplasmic function of
mutant promyelocytic leukemia (PML) and PML-retinoic acid
receptor-alpha. J Biol Chem 281: 14465-14473, 2006.
36. Tannapfel A, Wasner M, Krause K, Geissler F, Katalinic A,
Hauss J, Mössner J, Engeland K and Wittekind C: Expression of
p73 and its relation to hystopathopology and prognosis in
hepatocellular carcinoma. J Natl Cancer Inst 91: 1154-1156,
1999.
37. Tannapfel A, Engeland K, Weinans L, Katalinic A, Hauss J,
Mössner J and Wittekind CH: Expression of p73, a novel protein
related to the p53 tumour suppressor p53, and apoptosis in
cholangiocellular carcinoma of the liver. Br J Cancer 80:
1069-1074, 1999.
38. Dominguez G, Garcia JM, Pena C, Silva J, Garcia V, Martinez L,
Maximiano C, Gomez ME, Rivera JA, Garcia-Andrade C and
Bonilla F: DeltaTAp73 upregulation correlates with poor
prognosis in human tumors: Putative in vivo network involving
p73 isoforms, p53, and E2F-1. J Clin Oncol 24: 805-815,
2006.
39. Bozzetti C, Nizzoli R, Musolino A, Martella EM, Crafa P,
Lagrasta CA, Camisa R, Bonati A, Lunghi P and Ardizzoni A:
p73 and p53 Pathway in Human Breast Cancers. J Clin Oncol 25:
1451-1453, 2007.
40. Chang MS, Uozaki H, Chong JM, Ushiku T, Sakuma K,
Ishikawa S, Hino R, Barua RR, Iwasaki Y, Arai K, Fujii H,
Nagai H and Fukayama M: CpG island methylation status in
gastric carcinoma with and without infection of Epstein-Barr
virus. Clin Cancer Res 12: 2995-3002, 2006.
41. Peng DF, Kanai Y, Sawada M, Ushijima S, Hiraoka N,
Kitazawa S and Hirohashi S: DNA methylation of multiple
tumor-related genes in association with overexpression of DNA
methyltransferase 1 (DNMT1) during multistage carcinogenesis
of the pancreas. Carcinogenesis 27: 1160-1168, 2006.

