
Abstract. – BACKGROUND: Invasive lobular
carcinoma (ILC) and its variants represent 5% to
15% of all invasive breast cancers diagnoses an-
nually. AS a serine/threonine kinase, mammalian
target of rapamycin (mTOR) is often a downstream
effector of PI3K/Akt (phosphatidyl inositol 3-ki-
nase/protein kinase B) signaling pathway in
breasts and many types of cancer cells.Therefore,
agents that target mTOR in direct or indirect man-
ner are being developed in anti-cancer therapy.

AIM: In this study, our objective here was to
explore more crosstalk pathway with mTOR sig-
naling pathway.

MATERIALS AND METHODS: We collected
pathways data from published database, then
based on bioinformatics methods we analyzed the
significant pathways in the database, additionally,
the crosstalk pathways were also analyzed which
were defined as those pathways which have the
overlapping genes with each other.

RESULTS: As we expected, the results showed
that Notch signaling pathway (hsa04330), Regu-
lation of autophagy (hsa04140), and Adipocy-
tokine signaling pathway (hsa04920) were linked
to mTOR signaling pathway. All of them have
been demonstrated participate in breast cancer
progression.

CONCLUSIONS: We obtained some key path-
ways that crosstalked with mTOR signaling path-
way, we hope our study could provide novel
therapeutic approaches for breast cancer.

Key Words:
Invasive lobular carcinoma, mTOR signaling path-

way, Pathway crosstalk.

Introduction

Breast cancer is the second-most common
cause of cancer-related death in women. Invasive
lobular carcinoma (ILC) and its variants repre-
sent 5% to 15% of all invasive breast cancers di-
agnoses annually. Usually, the tumors cells are
estrogen receptor (ER) and progesterone receptor
(PR) positive, without over-expression or ampli-
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fication of the HER-2/neu gene (human epider-
mal growth factor-receptor2/neu gene)1,2. There-
by, the increased use of antiestrogen, such as ta-
moxifen, may have attenuated ILC incidence.
However, more anti-cancer drug is imminent3.
Mammalian target of rapamycin (mTOR) is a

289-kDa serine/threonine kinase that is often a
downstream effector of PI3K/Akt (phosphatidyl
inositol 3-kinase/protein kinase B) signaling path-
way in breasts and many types of cancer cells.
mTOR functions as two distinct multiprotein
complexes, mTORC1 and mTORC2. In the pres-
ence of mitogenic stimuli and sufficient nutrients
and energy, mTORC1 phosphorylates p70 S6 ki-
nase (S6K1) and eukaryotic initiation factor 4E
(eIF4E) binding protein 1 (4E-BP1). The S6Ks
have been implicated in the translational regula-
tion of mRNAs that typically encode ribosomal
proteins as well as components of the translation-
al machinery. The mTOR-dependent phosphory-
lation of 4E-BP1 mediates its dissociation from
the RNA cap-binding protein eIF-4E, thereby al-
lowing reconstitution of a translationally compe-
tent initiation factor complex (eIF-4F). In con-
trast, mTORC2 is insensitive to nutrients or ener-
gy conditions. In response to hormones or growth
factors, mTORC2 phosphorylates Akt, and regu-
lates actin cytoskeleton and cell survival4,5.
The importance of mTOR signaling in cancer

progression is now widely accepted. Consequent-
ly, a number of agents that selectively target
mTOR are being developed in anti-cancer thera-
py, such as rapamycin and its analogues such as
CCI-779 and RAD001. Pre-clinical studies that
used breast cancer cell lines have suggested that
p-Akt or p-S6K1 expressing tumors, as well as
phosphatase and tensin homolog (PTEN) negative
tumors, were sensitive to rapamycin6. RAD001
(everolimus) is an orally bioavailable, mTOR in-
hibitor currently in phase II clinical trials in can-
cer patients. Irrespective of estrogen receptor
(ER) status, breast cancer cell lines seem particu-
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autopsy control specimens and perituberal tissue
from the same patients to study the significant
expressed pathways and connection among them
in the invasive lobular carcinoma (ILC).
The limma method15 was used to identify dif-

ferentially expressed genes (DEGs). The original
expression datasets from all conditions were
processed into expression estimates using the ro-
bust multiarray overaging (RMA) method with
the default settings implemented in Bioconduc-
tor, and then construct the linear model. The
DEGs only with the fold change > 2 and p-value
< 0.05 were selected.

Significant Pathways Analysis
We adopted an impact analysis that includes

the statistical significance of the set of pathway
genes but also considers other crucial factors
such as the magnitude of each gene’s expression
change, the topology of the signaling pathway,
their interactions, etc16. In this model, the Impact
Factor (IF) of a pathway Pi is calculated as the
sum of two terms:

∑|PF| (g)
g∈Pi1

IF (Pi) = log (–––) + ––––––––––––––––pi |VE| · Nde (Pi)

The first term is a probabilistic term that cap-
tures the significance of the given pathway Pi
from the perspective of the set of genes contained
in it.
It is obtained by using the hyper geometric

model in which pi is the probability of obtaining
at least the observed number of differentially ex-
pressed gene, Nde, just by chance17,18.
The second term is a functional term that de-

pends on the identity of the specific genes that
are differentially expressed as well as on the in-
teractions described by the pathway (i.e., its
topology).
The second term sums up the absolute values

of the perturbation factors (PFs) for all genes g
on the given pathway Pi.
The PF of a gene g is calculated as follows:

PF(u)
PF(g) = VE(g) +∑βug · ––––––––––––

u∈USg Nds(u)

In this equation, the first term E (g) captures
the quantitative information measured in the gene
expression experiment. The factor E (g) repre-

larly sensitive to RAD001, with IC50 values for
in vitro antiproliferative activity in the sub- to low
nanomolar range7. RAD001 attenuates radiation-
induced prosurvival Akt/ mTOR signaling and en-
hances the cytotoxic effects of radiation in breast
cancer cell models, showing promise as a method
of radiosensitization of breast cancer8. In addi-
tion, mTOR has also been implicated as one of
the target of phospholipase D (PLD) in breast
cancer to promote survival. Study found that ele-
vated PLD activity in the MDA-MB-231 human
breast cancer cell line generates an mTOR-depen-
dent survival signal that is independent of PI3K,
indicating an alternative survival signal that is de-
pendent on PLD and mTOR and is active in a
breast cancer cell line where the PI3K survival
pathway is not active9.
In this study, we performed the research on the

PPI-interaction network, significant pathway, and
crosstalk between pathways based on the previ-
ous microarray analysis10. Identically, we demon-
strated mTOR signaling pathway was a signifi-
cant pathway involved in ILC progression. A
number of crosstalk pathways with mTOR sig-
naling pathway were further mined, with hope to
suggest novel therapeutic approaches for breast
cancer.

Materials and Methods

Data Sources
We download all the pathways from Kyoto en-

cyclopedia of genes and genomes (KEGG)11 and
protein-protein interaction (PPI) datasets from
human protein reference database (HPRD)12 and
bio general repository for interaction database
(BIOGRID)13 database.
Then construct an ensemble protein-protein in-

teraction network by integrating two above existing
PPI databases in human. Total 326119 unique PPI
pairs were collected in which 39240 pairs are from
HPRD and 379426 pairs are from BIOGRID.
We extracted the gene expression profile

GSE576414 data on lobular breast carcinomas
(ILC) with normal tissues, which were deposited
in National Center for Biotechnology Informa-
tion Gene Expression Omnibus (NCBI GEO)
(http://www.ncbi.nlm.nih.gov/geo/) database. Tu-
mor and normal tissues from the same mammary
gland were identified by an experienced patholo-
gist, snap-frozen in liquid nitrogen and stored at -
80ºC for further analysis. The gene expression
profiles of cortical tubers were compared with



sents the normalized measured expression
change of the gene g. The first term E (g) in the
above equation is a sum of all PFs of the genes u
directly upstream of the target gene g, normal-
ized by the number of downstream genes of each
such gene Nds(u), and weighted by a factor βug,
which reflects the type of interaction: βug = 1 for
induction, βug = −1 for repression (KEGG supply
this information about the type of interaction of
two genes in the description of the pathway
topology). USg is the set of all such genes up-
stream of g. We need to normalize with respect to
the size of the pathway by dividing the total per-
turbation by the number of differentially ex-
pressed genes on the given pathway, Nde(Pi). In
order to make the IFs as independent as possible
from the technology, and also comparable be-
tween problems, we also divide the second term
in the first equation by the mean absolute fold
change E, calculated across all differentially ex-
pressed genes.

Pathway Crosstalk Analysis
Here the crosstalk pathways are defined as

those pathways which have the overlapping
genes and edges with each other. The overlap-
ping genes mean both of the two pathways in-
cluded and the overlapping edges mean both of
the two pathways included the PPI interaction
edges.
To determine the co-expressed significance of

a gene pair in disease cases, we used the PCC
test to calculate the p-value.
Map those p-values to the nodes and edges in

the PPI network collected from the HPRD12 and
BIOGRID13 database. The following formula is
used to define a function as the combination of
statistical significance of an interaction by a scor-
ing scheme. The detail desprcition could be seen
in Liu et al19.

S(e) = f [diff (x), corr (x, y), diff (y)]

= –2 ∑
k

i=l loge(pi)

The diff (x) and diff (y) are differential expres-
sion assessments of gene x and gene y, respec-
tively. corr (x‚y) represents their correlation be-
tween gene x and gene y. f is a general data inte-
gration method that can handle multiple data
sources differing in statistical power. Where k =
3, p1 and p2 are the p-values of differential ex-
pression of two nodes, p3 is the p-value of their
co-expression.

Pathway Crosstalk Analysis
The detailed analysis of crosstalk of relation-

ships among pathways is then investigated, espe-
cially that with overlap of two significant path-
way analysis results.
To define the interaction significance between

pathways, we summarize all the scores of edges
S(e) of all non-empty overlaps. Specifically, the
interaction score between two pathways is esti-
mated by their overlapping status of weighted
pathways in the following formula:

C(pi, pj) =∑S(e)
e∈Oij

where Pi and Pj are two pathways, and O is
their overlapping.
To estimate the significance of the overlapping

between different pathways, we random sample
105 times of the same size two pathways in the
edges of pathway network and calculate their
overlapping scores. The frequency larger than C
is regarded as the interaction significance p-val-
ue. We considered as the significant crosstalks
with the p-value < 0.01.

Significant GO Enrichment Analysis in
Each Pathway
The functional enrichment among proteins in

one pathway is defined as:
f n-f(i ) (m-i)

P = 1–∑
k-1

i=0 ––––––––––––––
n(m)

where n is the number of nodes in the network,
ƒ is the number of proteins annotated with a par-
ticular gene ontology (GO) function, m is the
number of proteins involved in the pathway and
k is the frequency of the GOID. We identified the
GO function enrichment of the pathways respec-
tively with the p-value < 0.05.

Results

To get DEGs of lobular breast carcinomas
(ILC), we obtained publicly available microarray
data sets GSE5764 from GEO. After microarray
analysis, the differentially expressed genes with
the fold change > 2 and p-value < 0.05 were se-
lected. 797 genes were selected as DEGs from
GSE5764.

1357

Identifying crosstalk of mTOR signaling pathway of lobular breast carcinomas



1358

Significant Pathway in ILC
To identify the relevant pathways changed in

ILC, we used a statistical approach on pathway
level. Significance analysis at single gene level
may suffer from the limited number of samples
and experimental noise that can severely limit
the power of the chosen statistical test. Pathway
can provide an alternative way to relax the sig-
nificance threshold applied to single genes and
may lead to a better biological interpretation.
So, we adopted a pathway based impact analy-
sis method that contained many factor including
the statistical significance of the set of differen-
tially expressed genes in the pathway, the mag-
nitude of each gene’s expression change, the
topology of the signaling pathway, their interac-
tions and so on. The impact analysis method
yielded many significant pathways containing
Leukocyte transendothelial migration, Cell ad-
hesion molecules (CAMs), Adherens junction,
ECM-receptor interaction, mTOR signaling
pathway and so on (Table I only list top 10 of
significant pathways).

Pathway Crosstalk Between Pathways
We considered the pathway crosstalk between

mTOR signaling pathway (hsa04150) and other
pathways detected by the overlaping score. We
found that these 8 pathways crosstalk with the
mTOR signaling pathways (Figure 1). The
Adipocytokine signaling pathway (hsa04920),
Notch signaling pathway (hsa04330), Wnt sig-
naling pathway(hsa04310) crosstalk to the
mTOR signaling pathway (hsa04150) with the p-
value < 0.01, though the top 10 of significant
pathways crosstalk with mTOR signaling path-
way (hsa04150) with the p-value > 0.01 (not dis-
play in the Figure 1).

Crosstalk of GO Relationships
Among Pathways
For detail analysis the crosstalk between the

pathways, use the hypergeometric test to find the
significant GOID in each pathway with the p-val-
ue < 0.05, respectively. The results of the top five
GOID in part of the pathways are use to con-
struct the connection among pathways. From the
significant GO enrichments, we know the
crosstalk of GO biological processes during the
disease development among the pathways. In the
Figure 1, we only found 3 relationships crosstalk
through the significant GOID. The mTOR signal-
ing pathway (hsa04150) crosstalk with Notch
signaling pathway (hsa04330) through the gene
expression (GO: 0010467) and crosstalk with
Adipocytokine signaling pathway (hsa04920)
through the regulation of fatty acid oxidation
(GO: 0046320) and also crosstalk with Regula-
tion of autophagy (hsa04140) through innate im-
mune response (GO: 0045087), and cell cycle
(GO: 0007049).

Discussion

Using invasive lobular carcinomas and normal
tissues microarray specimens, we identified a
number of pathways associated with ILC pro-
gression, such as Leukocyte transendothelial mi-
gration, Cell adhesion molecules (CAMs), Ad-
herens junction, extracellular matrix-receptor
(ECM-receptor) interaction, mTOR signaling
pathway and so on. Several lines of evidence
have demonstrated that defects in E-cadherin (E-
CD) is a distinguishing feature in ILC resulting
in decreased cell-cell adhesiveness and increased
tumor metastasis20. Abnormal cytoplasmic and
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% pathway Corrected
Database genes in gamma

name Pathway name Impact factor input p-value

KEGG Leukocyte trans endothelial migration 311.986 5.042 1.00E-133
KEGG Cell adhesion molecules (CAMs) 307.516 3.731 8.65E-132
KEGG Adherens junction 39.85 7.692 2.02E-16
KEGG ECM-receptor interaction 17.669 19.048 3.96E-07
KEGG Focal adhesion 16.807 11.823 8.94E-07
KEGG Circadian rhythm 16.331 15.385 1.40E-06
KEGG Acute myeloid leukemia 7.861 11.864 0.003415811
KEGG mTOR signaling pathway 6.719 1.923 0.009322586
KEGG Type 2 diabetes mellitus 6.703 2.222 0.009453312
KEGG Melanoma 6.607 8.451 0.010276134

Table I. Significant pathway analysis result.



nuclear localization of p120, which are mediated
by the absence of extracellular domain (E-CD),
characteristically occur in the early stages of lob-
ular breast cancer and are maintained during tu-
mor progression to metastasis. Consequently,
p120 may be an important mediator of the onco-
genic effects derived from E-CD inactivation, in-
cluding enhanced motility and invasion, in lobu-
lar breast cancer21. Matrix metalloproteinases
(MMP)-11 has been identified over-expressed in
many ILC cells and that it may play a role in lob-
ular carcinogenesis through increasing resistance
to anoikis, a programmed cell death triggered by
a lack of proper cell matrix interaction22.
However, importantly, our study was paid

more attention to mTOR signaling pathway.
Therefore, 8 pathways were found crosstalk with
the mTOR signaling pathways in further analy-
sis. Of them, the Adipocytokine signaling path-
way, Notch signaling pathway, Wnt signaling
pathway were found crosstalk to the mTOR sig-
naling pathway with the p-value < 0.01. The
Adipocytokine signaling pathway (hsa04920),
Notch signaling pathway, and Regulation of au-
tophagy were found crosstalk with the mTOR
signaling pathway in GO analysis. In a word, our
suggested a crosstalk was present between the
Adipocytokine signaling pathway, Notch signal-
ing pathway, Wnt signaling pathway, Regulation
of autophagy, and mTOR signaling pathway.

From the KEGG pathway, we could found a
crosstalk is present between Adipocytokine sig-
naling pathway and mTOR signaling pathway.
Interaction between insulin receptor substrate
1(IRS1) and mTOR has been demonstrated in
MCF-7 breast cancer cell. IRS-1 is an adaptor
protein important for insulin and IGF-I receptor
(Insulin-like Growth Factor-IR) transduction to
downstream targets. One mechanism recently
identified to down-regulate IGF-I or insulin re-
ceptor signaling in diabetic models is IRS-1
Ser312 phosphorylation. IGF-I treatment con-
verge downstream onto mTOR to induce IRS-1
Ser312 phosphorylation23. Besides, adiponectin-
repressed proliferation in breast cancer cells is
mediated through an inactivation of p44/42
MAPK (mitogen-activated-protein-kinase) pro-
tein 1 and 3 expression, a stimulation of adeno-
sine monophosphate-activated protein kinase
(AMPK) activity by phosphorylation at Thr172
and a decrease in Akt phosphorylation (Thr308)
associated with an increased expression of liver
kinase B1 (LKB1) leading to a reduction of
mTOR activity as evidenced by reduced phos-
phorylation of S6K24. Leptin also induces the
PI3K/Akt/mTOR survival pathway by activating
the phosphorylation of Akt Thr308 or Akt Ser473
and by stimulating the protein expression of pro-
tein kinase C-alpha (PKC-alpha), which is con-
trolled by PI3K25.
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Figure 1. Crosstalk between mTOR signaling pathway (hsa04150) and other pathways. Red line means the two pathways
connected with the same GOID; the blue line means any two pathways crosstalk with the p-value < 0.01. The right two tables
mean the description of the pathway and GOID.
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mTOR signaling has been reported to crosstalk
with the Notch signaling pathway in several ma-
lignant cells26. Cells expressing intracellular do-
main of human Notch1 (NIC-1) are chemoresis-
tant in a wild-type p53-dependent manner. Inhibi-
tion of p53 by NIC-1 mainly occurs through
mTOR using PI3K-Akt/protein kinase B (PKB)
pathway as the mTOR inhibitor, rapamycin treat-
ment abrogated NIC-1 inhibition of p53 and re-
versed the chemoresistance. Further, ectopic ex-
pression of eIF4E inhibited p53-induced apoptosis
and conferred protection against p53-mediated cy-
totoxicity to similar extent as that of NIC-1 over-
expression. MCF7 (breast cancer) has aberrant
Notch1 signaling that can be reversed by both
PI3K and mTOR inhibitors27. Inhibition of the
Notch pathway with a ³-secretase inhibitor (GSI)
was found decreased both the Notch and the mam-
malian target of rapamycin/AKT pathways. The
AKT/mTOR signaling pathway is known to influ-
ence cell growth through anabolic processes that
control glucose metabolism, ATP production, and
glucose uptake through Hypoxia-inducible Factor-
1 (HIF1) transcriptional control of the glucose
transporter GLUT1. Antitumor activity resulting
from GSI treatment was associated with decreased
expression of glucose transporter Glut128.
Autophagy is an alternative cell death pathway

when apoptosis is defective. Autophagy is found to
be suppressed in malignant tumors and involved in
tumorigenesis. A number of studies have reported
that autophagy is activated in response to various
anticancer therapies and regulated through
PI3K/AKT/mTOR pathway29. Such as plumbagin
exhibited cell proliferation inhibition by inducing
cells to undergo G2-M arrest and autophagic cell
death. Plumbagin inhibited survival signaling
through the phosphatidylinositol 3-kinase/AKT sig-
naling pathway by blocking the activation of AKT
and downstream targets. Phosphorylation of both of
mammalian target of rapamycin downstream tar-
gets, p70 ribosomal protein S6 kinase and 4E-BP1,
was also diminished. Overexpression of AKT by
AKT cDNA transfection decreased plumbagin-me-
diated autophagic cell death, whereas reduction of
AKT expression by small interfering RNA potenti-
ated the effect of plumbagin, supporting the inhibi-
tion ofAKT being beneficial to autophagy30.
Although our analysis indicated there was a

crosstalk between Wnt signaling pathway and
mTOR signaling pathway, direct evidence is still
scarce. We suggested an indirect manner was
present between them mediated by Notch signal-
ing31 or Autophagy32,33.

In this study, a network-based approach was
used to analyze the crosstalk with mTOR signal-
ing pathway. The results showed mTOR signal-
ing pathway was high related with the Notch sig-
naling pathway (hsa04330), Regulation of au-
tophagy (hsa04140) and Adipocytokine signaling
pathway (hsa04920), indicating cooperation in
response to ILC. The results are all in consistent
with our prior knowledge. The crosstalk of path-
ways may present new novel therapeutic ap-
proaches for ILC. In addition, our work showed
that comprehensive and system-wide analysis
provides evidence for ILC and complements the
traditional component-based approaches.

––––––––––––––––––––
Acknowledgements

This study were supported by the National Natural
Science Foundation of China (Grant No. 30960376)
and the National Natural Science Foundation of Xin-
jiang (Grant No. 2011211A036).

References

1) ORVIETO E, MAIORANO E, BOTTIGLIERI L, MAISONNEUVE

P, ROTMENSZ N, GALIMBERTI V, LUINI A, BRENELLI F, GAT-
TI G, VIALE G. Clinicopathologic characteristics of
invasive lobular carcinoma of the breast: results
of an analysis of 530 cases from a single institu-
tion. Cancer 2008; 113: 1511-1520.

2) GREEN AR, YOUNG P, KRIVINSKAS S, RAKHA EA, CLAIRE
PAISH E, POWE DG, ELLIS IO. The expression of ER-
alpha, ERbeta and PR in lobular carcinoma in situ
of the breast determined using laser microdissec-
tion and real-time PCR. Histopathology 2009; 54:
419-427.

3) RIGGINS RB, LAN JPJ, KLIMACH U, ZWART A, CAVALLI LR,
HADDAD BR, CHEN L, GONG T, XUAN J, ETHIER SP,
CLARKE R. ERRgamma mediates tamoxifen resis-
tance in novel models of invasive lobular breast
cancer. Cancer Res 2008; 68: 8908-8917.

4) MCAULIFFE PF, MERIC-BERNSTAM F, MILLS GB, GONZA-
LEZ-ANGULO AM . Deciphering the role of
PI3K/Akt/mTOR pathway in breast cancer biology
and pathogenesis. Clin Breast Cancer 2010;
10(Suppl 3): S59-65.

5) CASTANEDA CA, CORTES-FUNES H, GOMEZ HL, CIRUELOS

EM. The phosphatidyl inositol 3-kinase/AKT sig-
naling pathway in breast cancer. Cancer Metasta-
sis Rev 2010; 29: 751-759.

6) NOH WC, KIM YH, KIM MS, KOH JS, KIM HA, MOON

NM, PAIK NS. Activation of the mTOR signaling
pathway in breast cancer and its correlation with
the clinicopathologic variables. Breast Cancer
Res Treat 2008; 110: 477-483.

7) BOULAY A, RUDLOFF J, YE J, ZUMSTEIN-MECKER S,
O'REILLY T, EVANS DB, CHEN S, LANE HA. Dual inhibi-
tion of mTOR and estrogen receptor signaling in

G. Sun, M.H. Shan, B.L. Ma, Z.L. Geng, A. Alibiyati, H. Zhong, J. Wang, G.H. Ren, H.T. Li, C. Dong



vitro induces cell death in models of breast can-
cer. Clin Cancer Res 2005; 11: 5319-5328.

8) ALBERT JM, KIM KW, CAO C, LU B. Targeting the
Akt/mammalian target of rapamycin pathway for
radiosensitization of breast cancer. Mol Cancer
Ther 2006; 5: 1183-1189.

9) CHEN Y, RODRIK V, FOSTER DA. Alternative phospholi-
pase D/mTOR survival signal in human breast
cancer cells. Oncogene 2005; 24: 672-679.

10) TURASHVILI G, BOUCHAL J, BAUMFORTH K, WEI W, DZIECH-
CIARKOVA M, EHRMANN J, KLEIN J, FRIDMAN E, SKARDA J,
SROVNAL J, HAJDUCH M, MURRAY P, KOLAR Z. Novel
markers for differentiation of lobular and ductal inva-
sive breast carcinomas by laser microdissection and
microarray analysis. BMC Cancer 2007; 7: 55.

11) KANEHISA M. The KEGG database. 2002.
12) KESHAVA PRASAD T, GOEL R, KANDASAMY K, KEERTHIKU-

MAR S, KUMAR S, MATHIVANAN S, TELIKICHERLA D, RAJU
R, SHAFREEN B, VENUGOPAL A, BALAKRISHNAN L,
MARIMUTHU A, BANERJEE S, SOMANATHAN DS, SEBASTIAN
A, RANI S, RAY S, HARRYS KISHORE CJ, KANTH S, AHMED

M, KASHYAP MK, MOHMOOD R, RAMACHANDRA YL, KR-
ISHNA V, RAHIMAN BA, MOHAN S, RANGANATHAN P, RAM-
ABADRAN S, CHAERKADY R, PANDEY A. Human protein
reference database–2009 update. Nucleic Acids
Res 2009; 37(Database issue): D767-772.

13) STARK C, BREITKREUTZ B J, CHATR-ARYAMONTRI A, BOUCH-
ER L, OUGHTRED R, LIVSTONE M S, NIXON J, VAN

AUKEN K, WANG X, SHI X, REGULY T, RUST JM, WINTER

A, DOLINSKI K, TYERS M. The BioGRID Interaction
Database: 2011 update. Nucleic Acids Res 2011;
39(Suppl 1): D698-704.

14) LIVASY CA, KARACA G, NANDA R, TRETIAKOVA MS,
OLOPADE OI, MOORE DT, PEROU CM. Phenotypic
evaluation of the basal-like subtype of invasive
breast carcinoma. Mod Pathol 2006; 19: 264-271.

15) SMYTH GK. Linear models and empirical bayes
methods for assessing differential expression in
microarray experiments. Stat Appl Genet Mol Biol
2004; 3: Article3.

16) DRAGHICI S, KHATRI P, TARCA AL, AMIN K, DONE A,
VOICHITA C, GEORGESCU C, ROMERO R. A systems bi-
ology approach for pathway level analysis.
Genome Res 2007; 17: 1537-1545.

17) TAVAZOIE S, HUGHES J D, CAMPBELL MJ, CHO R J, CHURCH
GM. Systematic determination of genetic network
architecture. Nat Genet 1999; 22: 281-285.

18) DRAGHICI S, KHATRI P, MARTINS R P, OSTERMEIER G
C,KRAWETZ SA. Global functional profiling of gene
expression. Genomics 2003; 81: 98-104.

19) LIU ZP, WANG Y, ZHANG X S, CHEN L. Identifying dys-
functional crosstalk of pathways in various re-
gions of Alzheimer's disease brains. BMC Syst Bi-
ol 2010; 4(Suppl 2): S11.

20) SILVA L D, PARRY S, REID L, KEITH P, WADDELL N, KOSSAI
M, CLARKE C, LAKHANI SR, SIMPSON PT. Aberrant ex-
pression of E-cadherin in lobular carcinomas of the
breast. Am J Surg Pathol 2008; 32: 773-783.

21) SARRIÓ D, PÉREZ-MIES B, HARDISSON D, MORENO-
BUENO G, SUÁREZ A, CANO A, MARTÍN-PÉREZ J,
GAMALLO C, PALACIOS J. Cytoplasmic localization

of p120ctn and E-cadherin loss characterize
lobular breast carcinoma from preinvasive to
metastatic lesions. Oncogene 2004; 23: 3272-
3283.

22) TAKEUCHI T, ADACHI Y, NAGAYAMA T, FURIHATA M. Ma-
trix metalloproteinase-11 overexpressed in lobular
carcinoma cells of the breast promotes anoikis re-
sistance. Virchows Arch 2011; 459: 291-297.

23) MINGO-SION AM, FERGUSON HA, KOLLER E, REYLAND ME,
BERG CLVD. PKC¦Ä and mTOR interact to regulate
stress and IGF-I induced IRS-1 Ser 312 phosphory-
lation in breast cancer cells. Breast cancer research
and treatment 2005; 91: 259-269.

24) TALIAFERRO-SMITH L, NAGALINGAM A, ZHONG D, ZHOU

W, SAXENA N, SHARMA D. LKB1 is required for
adiponectin-mediated modulation of AMPK¨CS6K
axis and inhibition of migration and invasion of
breast cancer cells. Oncogene 2009; 28: 2621-
2633.

25) JARDÉ T, PERRIER S, VASSON MP, CALDEFIE-CHÉZET F.
Molecular mechanisms of leptin and adiponectin
in breast cancer. Eur J Cance 2011; 47: 33-43.

26) GUO S, LIU M, GONZALEZ-PEREZ RR. Role of Notch and
its oncogenic signaling crosstalk in breast cancer.
Biochim Biophys Acta 2011; 1815: 197-213.

27) MUNGAMURI SK, YANG X H, THOR AD, SOMASUNDARAM

K. Survival signaling by Notch1: mammalian tar-
get of rapamycin (mTOR)-dependent inhibition of
p53. Cancer Res 2006; 66: 4715-4724.

28) EFFERSON C L, WINKELMANN C T, WARE C, SULLIVAN T,
GIAMPAOLI S, TAMMAM J, PATEL S, MESITI G, REILLY JF,
GIBSON RE, BUSER C, YEATMAN T, COPPOLA D, WINTER

C, CLARK EA, DRAETTA GF, STRACK PR, MAJUMDER PK.
Downregulation of Notch pathway by a gamma-
secretase inhibitor attenuates AKT/mammalian
target of rapamycin signaling and glucose uptake
in an ERBB2 transgenic breast cancer model.
Cancer Res 2010; 70: 2476-2484.

29) KIM K W, MUTTER RW, CAO C, ALBERT JM, FREEMAN M,
HALLAHAN DE, LU B, Autophagy for cancer therapy
through inhibition of pro-apoptotic proteins and
mammalian target of rapamycin signaling. J Biol
Chem 2006; 281: 36883-36890.

30) KUO PL, HSU YL, CHO CY. Plumbagin induces G2-M
arrest and autophagy by inhibiting the AKT/mam-
malian target of rapamycin pathway in breast cancer
cells.Mol Cancer Ther 2006; 5: 3209-3221.

31) COLLU GM, BRENNAN K. Cooperation between Wnt
and Notch signalling in human breast cancer.
Breast Cancer Res 2007; 9: 105.

32) ZHANG Y, WANG F, HAN L, WU Y, LI S, YANG X, WANG

Y, REN F, ZHAI Y, WANG D, JIA B, XIA Y, CHANG Z.
GABARAPL1 Negatively Regulates Wnt/β-catenin
Signaling by Mediating Dvl2 Degradation through
the Autophagy Pathway. Cell Physiol Biochem
2011; 27: 503-512.

33) GAO C, CAO W, BAO L, ZUO W, XIE G, CAI T, FU W,
ZHANG J, WU W, ZHANG X, CHEN YG. Autophagy
negatively regulates Wnt signalling by promoting
Dishevelled degradation. Nat Cell Biol 2010; 12:
781-790.

1361

Identifying crosstalk of mTOR signaling pathway of lobular breast carcinomas


