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Abstract

Epithelial ovarian carcinoma (EOC) is an aggressive tumor often diagnosed at an advanced stage, when there is little or no
prospect of cure. Despite advances in surgical and chemotherapeutic strategies, only marginal improvements in patient
outcome have been obtained. Hence, unraveling the biological mechanisms underpinning EOC progression is critical for
improving patients’ survival. Recently, we reported that CD157 (an ectoenzyme regulating leukocyte diapedesis) is expressed
in EOC and that high expression of the molecule is negatively correlated with the disease outcome in patients. Here, we
demonstrate that forced overexpression of CD157 in OVCAR-3, TOV-21G, A2780 and OV-90 ovarian cancer cell lines promotes
morphological and phenotypic changes characterized by disruption of intercellular junctions, downregulation of epithelial
markers and upregulation of mesenchymal ones. These changes in cell shape and phenotype bring to reduced sensitivity to
anoikis, increased anchorage-independent growth, cell motility andmesothelial invasion. Conversely, knockdown of CD157 in
OV-90 andOC314 cells reverts themesenchymal phenotype and reduces the cells’ migratory potential. Transcriptomeprofiling
analysis highlighted 378 significantly differentially expressed genes, representing the signature of CD157-overexpressing
OVCAR-3 and OV-90 cells. The modulation of selected genes translates into alteration of protein expression that give cells
a highly malignant phenotype. The overall picture deduced from the analysis of the modulated transcripts is that high
expression of CD157 strengthens a number of biological processes favoring tumor progression (including development and
cell motility), and weakens several biological processes hindering tumor progression (such as apoptosis, cell death and
response to stress). Together, these findings implicate CD157 in the progression of EOC tometastatic disease and suggest that
CD157 may represent a valuable therapeutic target.
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Introduction

Epithelial ovarian cancer (EOC) is an aggressive and lethal

gynecological malignancy. Over 70% of patients present with

advanced disease and, despite aggressive treatment, the 5-years

survival rate of patients with EOC is below 50%. This poor

prognosis results from the difficulty of diagnosis in the early clinical

stages and the lack of an effective therapy for advanced-stage

tumors. Understanding the biological mechanisms regulating the

progression of EOC is therefore critical for devising new treatment

options and improving patients’ survival.

EOC is thought to arise from the ovarian surface epithelium

that lines the ovary. EOC cells can shed from the primary tumor

and, because no anatomical barrier is present, spread directly

throughout the peritoneal cavity and then disseminate mainly via

the lymphatic system, developing the necessary defense mechan-

isms for survival under anchorage-independent conditions [1]. In

the tumor environment, localized proteolytic degradation of the

extracellular matrix (ECM) facilitates the migration of floating

cells, allowing them to anchor to the mesothelium and sub-

sequently invade it, establishing tumors at secondary sites. Tumor

dissemination implies a phenotypic conversion of epithelial cells,

which are not motile, into mesenchymal cells. This process has

remarkable similarities with the epithelial-mesenchymal transition

(EMT) occurring during embryonic development [2]. Indeed, type

3 or oncogenic EMT is increasingly recognized as a dynamic and

transient mechanism whereby cells in primary non-invasive

tumors acquire properties essential for migration, invasion,

metastatic dissemination and resistance to apoptosis [3]. The

EMT program can be induced by a variety of contextual signals

that cells might experience in the tumor microenvironment;

regardless of the trigger signals, activation of the EMT is

associated with poor clinical outcome in different types of tumors,

including ovarian cancer [4]. Cell surface molecules involved in
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the control of processes such as cell-cell, cell-ECM adhesion,

localized intraperitoneal migration and invasion of the peritoneum

by floating cells or cell aggregates (spheroids) are believed to play

a leading role in EOC progression and, ultimately, in patients’

outcome.

CD157/BST-1, a GPI-anchored member of a family of

NADase/ADP-ribosyl cyclase, is an ectoenzyme that cleaves

extracellular nicotinamide adenine dinucleotide (NAD+), generat-

ing cyclic ADP ribose (cADPR) and ADPR [5,6]. In addition,

CD157 establishes functional and structural interactions with

other transmembrane molecules thus acquiring the ability to

transduce intracellular signals [7–9]. Although CD157 was initially

characterized as a stromal [10] and myeloid surface glycoprotein

[11] involved in the control of cell migration and diapedesis [12],

we recently demonstrated that CD157 is also expressed by .90%

of primary EOC and that high levels of CD157 are associated with

rapid tumor relapse in patients with EOC. Consistently with these

findings, inhibition of CD157 activity, by a specific monoclonal

antibody (mAb) in vitro or by its weak expression in patients, is

associated with reduced tumor cell invasion and migration. The

association of CD157 with EOC aggressiveness has been further

substantiated by the observation that exogenous expression of

CD157 in scarcely motile, CD157-negative EOC cells sub-

stantially increases cell motility, a prerequisite for tumor cells

invasion into surrounding tissues [13].

The implication of CD157 in tumor cell motility and in-

vasiveness, and its association with poor outcome in ovarian

cancer patients, prompted us to further investigate its biological

role in EOC progression using engineered ovarian cancer cell lines

as an experimental model. The ultimate goal was to understand

how the function of CD157 might contribute to a more aggressive

ovarian cancer and whether CD157 might be helpful in assisting

the management of these patients.

Materials and Methods

Cell Lines and Reagents
The human EOC cell lines OVCAR-3 and OV-90 and the

non-malignant pleural mesothelial cell line Met-5A were pur-

chased from American Type Culture Collection (ATCC, Mana-

ssas, VA). The EOC cell lines TOV-21G and A2780 were

provided by M.F. Di Renzo (University of Turin, Italy) and

OC314 was provided by S. Ferrini (Institute for Cancer Research

and Treatment, Genoa, Italy). The anti-CD157 mAb (SY/11B5,

kindly provided by F. Malavasi, University of Turin, Italy) was

produced in the authors’ laboratories and affinity purified on

protein G (Sigma-Aldrich). The Alexa-488 labeled F(ab9)2 fraction

of goat antibodies to mouse IgG or to rabbit IgG were from

Molecular Probes (Milan, Italy). Anti-E-cadherin mAb was from

BD Biosciences (Milan, Italy), anti-Snail, anti-Zeb1, anti-EpCAM,

anti-VCAN, anti-BMP7, anti-tubulin, anti-b-catenin, anti-N-

cadherin and anti-b-actin-horseradish peroxidase (HRP) mAb

were from Santa Cruz Biotechnologies (Santa Cruz, CA), anti-

lamin B1 was from Abcam (Cambridge, UK). TRITC-labelled

phalloidin used to detect F-actin was from Sigma-Aldrich.

GM6001 (matrix metalloproteases inhibitor) was from Enzo Life

Science (Vinci Biochem, Vinci, Italy).

CD157 Gene Transfection and ShRNA Lentiviral Particle
Transduction
Cells were transfected with the eukaryotic expression vector

pcDNA3.1 containing the cDNA for full-length CD157 or no

insert (mock), as described [13]. Cells were grown in RPMI-1640

or MCDB131/M199 (vol/vol) culture medium (Sigma-Aldrich,

Milan, Italy) supplemented with 10% fetal calf serum (FCS,

Biochrom Seromed, Milan, Italy). Cells were maintained at 37uC
and 5% CO2 and tested for Mycoplasma contamination.

CD157 expression in OV-90 and OC314 cells was silenced by

lentiviral delivery of pLV-puro (Biosettia, San Diego, CA)

encoding a short-hairpin RNA (shRNA) targeting BST-1 mRNA

(target sequences 59-GAGTCAGACTGCTTGTATA-39

(shCD157) and 59-CCTGAGCGATGTTCTGTAT-39

(shCD157#2); scrambled sequence 59-TTCTCCGAACGTGT-

CACGTT-39). Particles were generated as previously described

[14]. Cells were incubated with appropriate lentiviral supernatants

and Polybrene (8 mg/ml, Sigma-Aldrich). Transduced cells un-

derwent selection in 2 mg/ml puromycine (Santa Cruz Biotechnol-

ogies) for 3 days.

Western Blot Analysis
Total cell lysates were obtained by incubation in RIPA lysis

buffer (50 mM Tris HCl, 150 mM NaCl, 1% NP-40, 0.5%

Sodium Deoxycholate, 1 mM EDTA, 0.1% SDS supplemented

with 1 mM Na3VO4, 5 mM NaF, 50 mg/ml aprotinin and

leupeptin). Cytosolic extracts were obtained by incubating cells

for 10 minutes at 4uC with hypotonic buffer solution containing

20 mM Tris-HCl pH 7.4, 10 mM NaCl, 3 mM MgCl2 and

50 mg/ml Protease Inhibitor Cocktail (Sigma-Aldrich). The

suspension was treated with a 0.5% NP40 solution and the

obtained homogenate was centrifuged (3.000 rpm, 10 minutes at

4uC). Nuclear extracts were prepared by incubating the pellet

obtained as described above in RIPA Lysis buffer for 30 minutes.

After 30 minutes centrifugation at 14.000 rpm at 4uC, protein
concentration was determined using the Bradford assay (Bio-Rad

Laboratories). Western blotting was performed as previously

described [13]. Briefly, equal amounts (30 mg) of protein extracts

from cells were separated by 10% SDS-polyacrylamide gel

electrophoresis (PAGE) under non-reducing conditions and

electro-transferred on a polyvinylidene difluoride (PVDF) mem-

branes, then blocked and probed with the indicated mAb. After

incubation with the appropriate HRP-conjugated antibodies

(Santa Cruz Biotechnologies), the immunoreactive bands were

detected by enhanced chemiluminescence (Perkin Elmer, Monza,

Italy). Images were captured with a ChemiDocTM XRS+ System

and densitometry analysis was performed with Image LabTM

Software (Bio Rad, Milan, Italy).

Cell Colony Scattering Assay and Soft Agar Colony
Formation
Cells (500/well) were seeded in 6-well plates and maintained in

culture medium supplemented with 5% FCS for 14 days, then

washed, fixed in methanol for 30 minutes, stained with crystal

violet (Sigma-Aldrich) and visualized using an IX70 inverted

microscope equipped with a UC30 camera and the CellF analysis

software (Olympus Biosystems).

In soft agar assays 66102 cells were mixed with 0.45% agar

solution in RPMI containing 10% FCS and layered on top of

0.9% base agar layer in 24-well plates. Assays were performed in

triplicate. After 2–3 weeks at 37uC in a 5% CO2 incubator,

colonies were visualized with an inverted microscope and counted.

Cell-cell Adhesion and Cell Aggregation Assays
Cell-cell adhesion experiments were performed as described

[15]. Briefly, single cell suspensions were seeded on 0.5% agarose-

coated culture dishes (1 ml/well, 30 minutes at 37uC) to prevent

cell adhesion, and slowly shaken for 2 h at 37uC.

CD157 Promotes Ovarian Cancer Progression
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Figure 1. Ectopic expression of CD157 alters cell morphology, cell-cell interactions and anoikis in OVCAR-3 cells. (A) sqRT-PCR of
ectopic CD157 expression in OVCAR-3 cells (top). GAPDH was used as an internal control. Western blot analysis of CD157 in OVCAR-3/CD157 and
OVCAR-3/mock cells (bottom). The anti-b-actin mAb was used as a loading control. (B–C) Morphology of OVCAR-3/mock and OVCAR-3/CD157 cells.
Representative colonies visualized after crystal violet staining using an IX70 inverted microscope equipped with a UC30 camera and the CellF analysis
software (Olympus Biosystems) are shown. (B, scale bar: 200 mM; C, scale bar: 20 mM). (D) Confocal microscopy analysis of F-actin. Cells were grown
on gelatin-coated coverslips, fixed with 2% PFA, permeabilized with 0.2% Triton-X 100 and stained with phalloidin-TRITC. Samples were analyzed
using an Olympus FV300 laser scanning confocal microscope. Cells were imaged using a 606 oil immersion objective (1.4 NA). (Scale bar: 20 mM).
Microphotographs in B, C, and D were then reproduced in black and white. (E) OVCAR-3 cells were subjected to a cell-cell adhesion assay and clusters
(.5 cells) were counted in 20 different fields/dish. Results represent the mean 6 SEM of four independent experiments. **P,0.01, two-tailed t test.
(F) Aggregates generated using the hanging drop method and overnight incubation at 37uC were mechanically dispersed and then photographed
under phase contrast microscope (scale bar: 50 mM). (G) Induction of anoikis in OVCAR-3/CD157 and OVCAR-3/mock cells after 72 h of culture on
poly-HEMA-coated plates. Phase-contrast microscopy images show the formation of large floating aggregates in OVCAR3/mock cells and small
aggregates or single isolated cells in OVCAR3/CD157 cells (scale bar: 200 mM). (H) After 24, 48 and 72 h of anchorage-independent growth, cells were
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Cell aggregation assays were performed using the hanging drop

method, as described [16]. Briefly, cells (56103/25 ml of RPMI

1640 medium with 5% FCS) were seeded onto the inner surface of

the lid of a Petri dish. To prevent evaporation, 10 ml phosphate

buffered saline (PBS) were placed into the dish. After overnight

incubation at 37uC, cell aggregates were mechanically dispersed

and photographed using a phase-contrast microscope.

Anoikis Assay
Cells (56105/well) were cultured on 20 mg/ml poly-HEMA

(polyhydroxyethylmethacrylate, Sigma-Aldrich)-treated 6-well

plates for 24 to 72 h. Then, cell aggregates were dispersed and

the cells were fixed with ice-cold 75% ethanol (vol/vol) overnight

at 4uC. Cells were treated with 100 mg/ml RNase A (Sigma-

Aldrich, 30 minutes at 37uC), stained with 10 mg/ml propidium

iodide (10 minutes at 4uC) and samples were analyzed with

a FACSCanto (Becton Dickinson, Mountain View, CA, USA).

Data analysis was performed using ModFit LTTM cell cycle

analysis software (Verity Software House, Topsham, ME). Anoikis

was determined by measuring the percent of sub-G1 cells.

Immunofluorescence Staining and Confocal Microscopy
In confocal microscopy experiments, cells were grown to

subconfluence on gelatin-coated coverslips, fixed with 4% para-

formaldehyde (PFA) for 30 minutes at 20uC, washed and

permeabilized with 0.1% Triton X-100 in phosphate-buffered

saline with 1% normal goat serum and 1% BSA for 15 minutes at

20uC. Cells were incubated with the indicated primary antibodies

followed by Alexa Fluor-488-conjugated secondary antibodies.

The samples were analyzed with an Olympus FV300 laser

scanning confocal microscope equipped with a Blue Argon

(488 nm) laser, a Green Helium Neon (543 nm) laser, and

FluoView 300 software (Olympus Biosystems, Hamburg, Ger-

many). Cells were imaged using a 606oil immersion objective (1.4

NA) and 106 ocular lens. Nomarski images were obtained by

differential interference contrast (DIC) optical components in-

stalled on an IX71 inverted microscope. Semiquantitative analysis

of E-cadherin junctional staining was performed by counting

a minimum of 10 fields per sample (at least 200 cells overall) and

scoring as positive the number of cells with two remaining

fluorescent cell-cell borders.

RNA Extraction and Reverse Transcriptase-PCR
Total RNA (2 mg) extracted from 70–80% confluent cultures

using TRIZOLH reagent (Invitrogen, S. Giuliano Milanese, Italy)

was reverse-transcribed with the M-MLV Reverse Transcriptase

(Invitrogen) and Oligo-dT primers. cDNA was amplified using

KAPA2G Fast HotStart DNA Polymerase (Kapa Biosystems,

Cambridge, MA). Each cycle consisted of denaturation at 94uC for

10 seconds, annealing for 10 seconds and extension at 72uC for

1 second. In semi-quantitative analysis (sqRT-PCR), the appro-

priate number of cycles for remaining within the exponential

phase was determined for each substrate. The primers used are

reported in Table S1. PCR products were then analyzed by

agarose gel electrophoresis.

SYBR Green Real-time RT-PCR (qRT-PCR)
Total RNA was extracted using the RNeasy mini kit (Qiagen,

Milan, Italy) according to the manufacturer’s directions. qRT-

PCR was performed using SYBR Green JumpStart Taq Ready-

Mix (Sigma-Aldrich) and an ABI 7500 Fast Sequence Detection

System (Applied-Biosystems, Foster City, CA, USA). PCR cycling

conditions were performed for all samples as follows: 95uC for

10 minutes, followed by 40 cycles at 95uC for 15 seconds and

60uC for 1 minute. The primers used are listed in Table S2. PCR

reactions for each template were done in triplicate in 96-well

plates. The comparative CT method (Applied Biosystems) was

used to determine gene expression in CD157-transfected relative

to the value observed in the corresponding control cells, using TBP

as normalization control.

Wound-healing Assay
Cells were seeded in six-well plates to confluence and a scratch

was then made across the monolayer, as previously described [13].

Images of the wounded area were recorded at the times indicated.

Each experiment was performed in quadruplicate and repeated at

least three times.

Transmesothelial Migration Assays and Confocal
Microscopy Analysis
Met-5A cells (26105) were labeled using a CellBriteTM Red

Cytoplasmic Membrane Staining kit according to the manufac-

turer’s directions (Biotium Inc. Hayward, CA), then seeded on

fibronectin-coated (10 mg/ml) coverslips and allowed to grow to

confluence. Ovarian cancer cells (1.56105) were stained with

5 mM CFSE (Carboxyfluorescein succinimidyl ester, Molecular

Probes) and seeded on the Met-5A monolayer for 6 h (OVCAR-3

cells) or 2.5 h (OV-90 cells) at 37uC. Non-adherent tumor cells

were carefully removed, the sample fixed with 2% PFA and then

analyzed using an Olympus FV300 laser scanning confocal

microscope. Cells were imaged using a 606 oil immersion

objective (1.4 NA) by sequential scanning of the XY planes

recorded along the Z-axis (step size: 1.25 mm). Cells were counted

on the top, median and bottom stage and the ratio of cells on the

bottom stage to total cells represents the percentage of cells that

migrated through the monolayer [17]. Where indicated, cells were

treated for 1 h with GM6001 (25 mg/ml) before seeding onto the

Met-5A mesothelial cell monolayer.

Gelatin and Casein Zymography Assays
OVCAR-3 and OV-90-transfected cells were seeded in 48-well

plates and grown to 80% confluence, then incubated for an

additional 48 h in FCS-free medium. Matrix metalloproteinases

(MMPs) MMP2 and MMP9 activity in the conditioned medium

was analyzed using 10% SDS-PAGE containing 1 mg/ml gelatin

(gelatin zymography) [18], and MMP7 activity was visualized

using 12% SDS-PAGE containing 1 mg/ml casein (casein

zymography) [19]. Gels were stained with Coomassie brilliant

Blue G-250 to visualize protease activity. Images were captured

with a ChemiDocTM XRS+ System and densitometry analysis was

performed using Image LabTM Software.

fixed, permeabilized, stained with propidium iodide and analyzed with a FACSCanto. Data analysis was performed with ModFit LTTM cell cycle analysis
software. Anoikis in OVCAR-3/mock and OVCAR-3/CD157 cells was determined by measuring the percent of sub-G1 cells. Results represent the mean
6 SEM of three independent experiments. *P,0.05; **P,0.01, two-tailed t test. (I) Representative histograms of cell cycle status of mock and CD157-
positive OVCAR-3 cells after 48 h of anchorage-independent growth. (J) Anchorage-independent growth of OVCAR-3/CD157 and mock cells was
analyzed by soft agar colony formation assay. Graph represents average number of colonies formed from three independent experiments 6 SEM
after 3 weeks incubation of cells in soft agar. *P,0.05, two-tailed t test.
doi:10.1371/journal.pone.0043649.g001
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Spheroid Disaggregation Assay
Spheroids were generated with the hanging drop method and

their disaggregation on fibronectin-coated plates (10 mg/ml) was

measured after 12 h incubation at 37uC, as described elsewhere

[13]. Briefly, 96-well plates were coated with 10 mg/ml fibronectin

and blocked with BSA (1 mg/ml) for 1 h at 37uC. Spheroids (8–10
spheroids/well) were seeded in serum-free RPMI-1640 medium.

To track individual spheroids over time, each well was photo-

graphed 30 minutes after seeding (time 0) and after 12 h. The

pixel area of the spheroids was measured at time 0 and 12 h, and

the fold change in area was calculated as the ratio between the

pixel area of the spheroids at 12 h and at time 0.

Microarray Hybridization, Data Collection and Analysis
Total RNA was extracted from duplicate 70–80% confluent

control cell lines (OVCAR-3/mock and OV-90/mock) and testing

cell lines (OVCAR-3/CD157 and OV-90/CD157), microarray

probe preparation, hybridization, scanning and image analysis

were performed as previously described [20]. Two replicates, with

dye swap, were performed for each sample. Raw data elaboration

was carried out with Bioconductor [21], using R statistical

language [22] applying a cut-off on the P-value, adjusted for

multiple testing by the Benjamini-Hochberg approach (,0.01),

followed by filtering on expression level (logFC .1 or ,21 in at

least one cell line, excluding transcripts with opposite sign). This

criterion allowed the identification of transcripts with concordant

modulation and took into account intrinsic biological differences of

distinct cell lines that might be reflected in the amplitude of fold

changes.

Gene ontology, canonical pathway, and functional network

analyses were performed using both the DAVID Knowledgebase

[23] and MetaCore software from GeneGo Inc., applying a cut-off

on enrichment P-values (,0.05). Gene expression data sets have

been deposited into the Gene Expression Omnibus (GEO)

database, ID: GSE36364.

(http://www.ncbi.nlm.nih.gov/geo/query/acc.

cgi?token= flktjkcsuyygcrm&acc =GSE36364).

Statistical Methods and Data Analysis
Unless otherwise indicated, values are expressed as means 6

SEM. Comparisons between two groups were carried out using an

unpaired two-sided Student’s t test for normal distributed

variables. Statistical analyses were performed using SPSS Statistics

17 software (Chicago, IL) and GraphPad Prism 5 software (San

Diego, CA). All statistical tests were two-sided. For all analyses,

differences were considered significant at P,0.05 (*P,0.05,

**P,0.01, ***P,0.001 versus control) and ns for not significant.

Results

CD157 Expression Modulates Ovarian Cancer Cells
Morphology and Cell-cell Interaction
We chose OVCAR-3 ovarian cancer cells as the most suitable

model for studying the effects induced by CD157 expression since

they have an epithelial phenotype [24], are poorly invasive,

scarcely motile on plastic and barely anchorage-independent [25].

To explore the biological significance of CD157 in ovarian cancer

progression, we stably transfected full length CD157 in CD157-

negative OVCAR-3 cells (Figure 1A). Light microscopy images

revealed that mock cells grew as tightly connected clusters

composed of cells with typical cobblestone-like epithelial mor-

phology. In contrast, OVCAR-3/CD157 cells exhibited a more

scattered distribution and elongated shape, a distinctive feature of

fibroblast-like cells, and formed poorly organized junctions

between adjacent cells (Figure 1B,C). Consistently with this

observation, phalloidin staining in OVCAR-3/CD157 cells

revealed remodeling in actin cytoskeleton architecture which is

a prerequisite for cancer cell motility and invasion [26], and is

considered a characteristic of mesenchymal differentiation. In-

deed, in OVCAR-3/CD157 cells, cortical actin, which is prevalent

in mock cells, was largely replaced by the formation of F-actin

stress fibers throughout the cells and accumulation at the adhesion

sites, typical features of a cell spreading response (Figure 1D). The

morphological features along with the reorganization of F-actin

suggest that exogenous expression of CD157 in OVCAR-3 cells

drives tumor cells toward morphological changes reminiscent of

mesenchymal-like differentiation.

The formation of organized intercellular contacts critically

affects the growth pattern of EOC cells and, in particular, may

counteract their dissociation from the tumor mass, thus limiting

the peritoneal dissemination of the tumor. To determine the effects

of CD157 on the propensity of tumor cells to form aggregates

under anchorage-independent conditions, an in vitro situation

mimicking the early stages of the metastatic process occurring

in vivo, we measured the formation of cell aggregates under slow

agitation. The results showed that OVCAR-3/CD157 cells

formed significantly fewer clusters than mock cells (P,0.01)

(Figure 1E). The impaired ability of CD157-positive cells to form

large, organized clusters in the absence of adhesion with a substrate

was confirmed by a cell aggregation assay. In these experimental

conditions, OVCAR-3/mock cells generated a huge number of

Figure 2. CD157 overexpression alters the expression of epithelial and mesenchymal markers. (A) Confocal microscopy analysis of E-
cadherin and (B) b-catenin expression in OVCAR-3/CD157 and mock cells. Cells were grown on a gelatin-coated coverslip, fixed, permeabilized and
stained with anti-E-cadherin, and anti-b-catenin antibodies followed by secondary Alexa Fluor-488-labelled antibody. Samples were analyzed with an
Olympus FV300 laser scanning confocal microscope and by Nomarski differential interference contrast (DIC) optics. For E-cadherin, a fluorescence
image merged with DIC image is shown (scale bar: 50 mM). Semiquantitative analysis of E-cadherin junctional staining was determined by counting
a minimum of 10 fields/sample (at least 200 cells overall) and scoring as positive cells with two remaining fluorescent intercellular borders. For b-
catenin, a fluorescent image is shown. Inset: amplified view of an individual OVCAR-3/CD157 cell exhibiting diffuse b-catenin staining in the plan of
focus cutting through the nucleus. Asterisks correspond to nucleoli. (C) Western blotting for E-cadherin and b-catenin in OVCAR-3/CD157 and mock
cells. Densitometry quantifies the expression level of E-cadherin and b-catenin relative to b-actin. (D) b-catenin levels in nuclear and cytoplasmic
fractions of OVCAR-3/mock and OVCAR-3/CD157 cells were determined by western blot analysis. a-tubulin and lamin B1 (LamB1) were used as
cytoplasmic and nuclear loading controls, respectively. Densitometry quantifies the expression level of b-catenin relative to the proper control. (E)
sqRT-PCR for E-cadherin, N-cadherin, b-catenin and for E-cadherin transcriptional repressors in OVCAR-3/CD157 and mock cells. Densitometry
quantifies the levels of expression of E-cadherin repressors relative to GADPH. (F) qRT-PCR for Zeb1, Snail and Twist1. The comparative CT method
was used to determine gene expression in CD157-transfected cells relative to the value observed in the mock cells, using TBP as normalization
control. Histograms report the means 6 SEM of three qRT–PCR independent experiments, each conducted in triplicate. *P,0.05, ***P,0.001; ns, not
significant; two-tailed t test. (G) Western blot analysis showing the level for Snail and Zeb1 in OVCAR-3/mock and OVCAR-3/CD157 cells. Densitometry
quantifies the expression level of both proteins relative to b-actin. Results shown in each panel are representative of three independent experiments
with similar results.
doi:10.1371/journal.pone.0043649.g002
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compact and large clusters able to resist mechanical disruption,

while OVCAR-3/CD157 cells formed small and scarcely cohesive

clusters, apt to be destroyed (Figure 1F).

In patients, cell detachment from the primary tumor and loss of

contact with the ECM cause anoikis (detachment-induced

apoptosis) in a large proportion of cells; only a reduced number

of tumor cells acquire the ability to avoid anoikis and subsequently

form invasive foci. Consistently, the expression of anti-apoptotic

molecules, which confer resistance to anoikis, has been shown to

promote metastasis in selected experimental models [27]. The

observed association between high CD157 expression and tumor

relapse in patients fostered the hypothesis that CD157 might

provide protection against anoikis. As shown in Figure 1G, after

72 h in suspension, OVCAR-3/CD157 cells appeared as small

aggregates or single cells, whereas control cells were organized in

large, floating clusters. Comparison of anoikis sensitivity of

OVCAR-3/CD157 and mock cells highlighted that the former

had a significantly lower number of apoptotic cells than OVCAR-

3/mock cells, at any of the times considered (Figure 1H). Cell cycle

analysis confirmed that, after 48 h under anchorage-independent

conditions, OVCAR-3/CD157 cells included a larger fraction of

cycling cells compared to the control (Figure 1I). Next, we

investigated whether the increased resistance to anoikis might

influence the ability of OVCAR-3/CD157 cells to form colonies in

soft agar, an in vitro conventional measure of tumorigenicity.

Results in Figure 1J show that OVCAR-3/CD157 cells formed

a greater number of colonies than OVCAR-3/mock cells. These

data indicate that the ectopic expression of CD157 in OVCAR-3

cells is critical for cell cohesion, protects floating cells from anoikis

and enhances in vitro tumorigenicity.

CD157 Regulates Epithelial and Mesenchymal Protein
Markers
The accepted paradigm of oncogenic mesenchymal differenti-

ation is that tumor cells reduce or lose their markers of epithelial

cells and express de novo mesenchymal markers. Numerous reports

have shown that this change in phenotype impairs cell-cell

adhesion and communication and assists the dissemination of

the tumor [28–30]. We therefore explored the relationship

between the observed CD157-induced morphological alterations

and mesenchymal differentiation of OVCAR-3 cells. Confocal

microscopy analysis revealed that E-cadherin staining (a pro-

totypic epithelial marker) was significantly lower in CD157-

positive cells than in OVCAR-3/mock cells (Figure 2A). The

cytoplasmic domain of E-cadherin has been shown to bind to the

cytosolic protein b-catenin, which in turn provides anchorage to

the actin cytoskeleton [31]. When E-cadherin is repressed, b-
catenin is released and re-localizes in the cytoplasm before being

targeted for degradation or translocating to the nucleus. As

expected, b-catenin expression was lower in OVCAR-3/CD157

cells than in the control, and the weak residual staining was

confined to the cytoplasm (Figure 2B, right panel) and, at least in

part, it was localized into the nucleus (Figure 2B, inset). In

OVCAR-3/mock cells E-cadherin and b-catenin staining was

predominantly associated with inter-epithelial junctions

(Figure 2A,B left panels). Western blotting of whole cell lysates

confirmed the decreased expression of both E-cadherin and b-
catenin in OVCAR-3/CD157 cells (Figure 2C). Cell fractionation

and subsequent analysis of the cytoplasmic and nuclear fractions

showed nuclear accumulation of b-catenin in OVCAR-3/CD157

cells (Figure 2D). SqRT-PCR revealed that the reduction of E-

cadherin observed in OVCAR-3/CD157 cells was accompanied

by increased expression of N-cadherin transcript (Figure 2E).

However, the induction of N-cadherin was not appreciable at

protein level (data not shown). The observed CD157-induced

effects were not limited to a single ovarian cancer cell line, indeed,

transient transfection of CD157 in CD157-negative TOV-21G

epithelial cells (Figure S1A) was accompanied by decreased

expression of E-cadherin and slightly increased expression of N-

cadherin proteins (Figure S1B), and caused accumulation of b-
catenin in the nuclear extracts (Figure S1C). Moreover, in A2780

cells (which lack expression of E-cadherin and present a mixed

epithelial/mesenchymal phenotype [32]), exogenous expression of

CD157 (Figure S1A) enhanced the basal level of N-cadherin,

driving cells toward a mesenchymal differentiation (Figure S1B).

These results indicate that morphological and phenotypic changes

induced by ectopic expression of CD157 in ovarian cancer cells

are consistent with their mesenchymal differentiation.

CD157 Modulates the Expression of Transcription
Repressors of E-cadherin
Reduced expression of E-cadherin can be achieved in multiple

ways, among which, transcriptional repression has recently

emerged as a fundamental mechanism for the dynamic silencing

of the E-cadherin gene (CDH1) during tumor progression [3,33].

Using sqRT-PCR and qRT-PCR, we determined whether CD157

expression was associated with increased transcription of some

known repressors (such as Snail, Slug, Zeb1, Zeb2 and Twist1).

Higher mRNA expression levels for Snail, Zeb1 and Twist1 (but

not for Zeb2 and Slug) were observed in OVCAR-3/CD157 as

compared to OVCAR-3/mock cells (Figure 2E). qRT-PCR

confirmed that Snail and Zeb1 mRNA expression was increased

by .50% in CD157-positive cells compared to control cells, while

Twist1 mRNA expression did not significantly differ in CD157-

positive versus negative cells (Figure 2F). Western blot analysis

confirmed the increased expression of Snail and Zeb1 proteins in

OVCAR-3/CD157 (Figure 2G), in TOV-21G/CD157 and in

A2780/CD157 cells (Figure S1B) compared to the corresponding

mock controls. These results suggest that ectopic expression of

Figure 3. CD157 overexpression protects OV-90 cells from anoikis and enhances motility. (A) sqRT-PCR (left) and western blot analysis
(right) of CD157 in OV-90/CD157 and OV-90/mock cells. GAPDH and b-actin were used as internal controls, respectively. (B) Morphology of colonies
formed by OV-90/mock and OV-90/CD157 cells. Representative colonies visualized after crystal violet staining are shown. Scale bar: 200 mM. (C) sqRT-
PCR analysis of E-cadherin and N-cadherin in OV-90/mock and OV-90/CD157 cells. Densitometry quantifies the levels of mRNA expression of the
indicated molecules relative to GAPDH. (D) Effect of CD157 overexpression on anoikis. After 48, 72. 96 and 192 h of anchorage-independent growth,
cells were fixed, stained with propidium iodide and analyzed with a FACSCanto. Anoikis in OV-90/mock and OV-90/CD157 cells was determined by
measuring the percent of sub-G1 cells. Results represent the mean6 SEM of three independent experiments. *P,0.05; **P,0.01, two-tailed t test. (E)
Anchorage-independent growth of OV-90/CD157 and mock cells was analyzed by soft agar colony formation assay. Graph represents average
number of colonies formed from three independent experiments 6 SEM after 3 weeks incubation of cells in soft agar. ***P,0.001, two-tailed t test.
(F) Effect of CD157 expression on cell migration in a scratch-wound assay in OV-90/CD157 and mock cells. Cells were grown as monolayers, wounded,
and photographed at time 0 and at 24 hr. Wound edges are indicated by black dashed lines (scale bar: 200 mM). (G) The ability of cells to close the
wound was calculated by measuring 20 randomly chosen distances along the wound edge at time 0 and at 24 hr. Results represent the percentage
reduction of the average wound width and are expressed as the mean 6 SEM of three independent experiments. *P,0.05; two-tailed t test.
doi:10.1371/journal.pone.0043649.g003
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CD157 in ovarian cancer cells enhances the expression of Snail

and Zeb1 transcriptional repressors, driving EMT.

CD157 Expression Enhances Motility and Invasion of
Mesothelium by EOC Cells in vitro
Mesenchymal differentiation makes an essential contribution to

cancer progression because it endows tumor cells with motile and

invasive skills [29,34]. Recently, we demonstrated that exogenous

expression of CD157 in OVCAR-3 cells substantially increased

cell motility [13] a prerequisite for cancer progression and for

invasive migration of tumor cells into surrounding tissues. To

evaluate the impact of increasing levels of CD157 on the behavior

of tumor cells with an intermediate basal CD157 expression, we

transfected the full-length CD157 in OV-90 EOC cells which are

highly invasive and express low E-cadherin and CD157

(Figure 3A,C). OV-90/mock cells generated colonies with a typical

epithelial shape, while OV-90/CD157 cells formed scattered

colonies (Figure 3B), mirroring those formed by OVCAR-3/

CD157 cells. Moreover, OV-90/CD157 displayed increased

resistance to anoikis. The effect was appreciable after 48 h of

anchorage-independent culture and persisted over time

(Figure 3D). The increased viability of OV-90/CD157 cells under

anchorage independent culture was paralleled by increased ability

to form colonies in soft agar (Figure 3E). Moreover, OV-90/

CD157 (similarly to OVCAR-3/CD157 cells [13]) exhibited

a migratory potential two fold higher than the corresponding

mock cells, as assessed using a wound healing assay (Figure 3F,G).

Despite the correlation between expression levels of CD157 and

tumor cell motility and tumorigenicity, OV-90 cells expressing

high CD157 or basal CD157 showed no substantial differences in

the E-cadherin and N-cadherin mRNA expression (Figure 3C).

Next, to determine the contribution of endogenous CD157

expressed by OV-90 cells in tumor cell behavior, OV-90 cells

were retrovirally transduced with a shRNA that targets the CD157

mRNA (OV-90/shCD157), resulting in efficient knockdown of

CD157 expression (Figure 4A). OV-90/shCD157 cells appeared

even more compact and organized in tight colonies than the OV-

90/scramble cells (Figure 4B). This morphological change was

accompanied by upmodulation of E-cadherin and downmodula-

tion of Snail, Twist and Slug gene transcription (Figure 4C).

Moreover, OV-90/shCD157 cells displayed increased sensitivity

to anoikis (Figure 4D), reduced ability to form colonies in soft agar

(Figure 4E) and a striking impaired migratory ability compared to

cells transduced with a control shRNA (Figure 4F,G), suggesting

that endogenous CD157, although it is expressed at low level,

influences OV-90 cell motility and tumorigenicity. These findings

were confirmed in a second cell model. We transduced OC314

cells (expressing CD157 levels comparable to that of OV-90 cells)

with two independent shRNA resulting in efficient (OC314/

shCD157) and partial (OC314/shCD157#2) decrease in CD157

Figure 4. Morphological and functional modifications induced
by CD157 knockdown in OV-90 cells. (A) sqRT-PCR (left) and
western blot analysis (right) showing OV-90 cells retrovirally transduced
with a shRNA that targets the human CD157 mRNA, resulting in
efficient knockdown of CD157 expression. GAPDH and b-actin were
used as internal controls, respectively. (B) Morphology of colonies
formed by OV-90/scramble and OV-90/shCD157 cells. Representative
colonies visualized after crystal violet staining are shown. Scale bar:
200 mM. (C) sqRT-PCR for E-cadherin, N-cadherin and Snail, Twist1 and
Slug transcriptional repressors in OV-90/scramble and OV-90/shCD157
cells. Densitometry quantifies the levels of mRNA expression of the
indicated molecules relative to GAPDH. (D) Anoikis assay. After 48, 72,
96 and 192 h under anchorage-independent growth, cells were fixed,
stained with propidium iodide and analyzed with a FACSCanto. Data
analysis was performed with ModFit LTTM cell cycle analysis software.
Anoikis in OV-90/scramble and OV-90/shCD157 cells was determined by
measuring the percent of sub-G1 cells. Results represent the mean 6

SEM of three independent experiments. *P,0.05; **P,0.01, two-tailed t
test. (E) Anchorage-independent growth of OV-90/scramble and OV-90/
shCD157 cells was analyzed by soft agar colony formation assay. Graph
represents the average number of colonies/field formed from three
independent experiments 6 SEM after 3 weeks incubation of cells in
soft agar. *P,0.05, two-tailed t test. (F) Effect of CD157 knockdown on
OV-90 cell migration in a scratch-wound assay. Cells were grown as
monolayers, wounded, and photographed at time 0 and at 24 h (scale
bar: 200 mM). Wound edges are indicated by black dashed lines. (G) The
ability of OV-90/scramble and OV-90/shCD157 cells to close the wound
was calculated by measuring 20 randomly chosen distances along the
wound edge at time 0 and at 24 h. Results represent the percentage
reduction of the average wound width and are expressed as the mean
6 SEM of three independent experiments. **P,0.01, two-tailed t test.
doi:10.1371/journal.pone.0043649.g004
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mRNA and protein expression, respectively (Figure S2A).

OC314/shCD157 cells exhibited significantly reduced motility,

while OC314/shCD157#2 cells showed only slightly reduced

motility as compared to OC314/scramble cells. (Figure S2B,C).

Overall, these results strongly support a physiological role of

CD157 in migration of selected EOC cell lines and highlight

a direct correlation between CD157 expression levels and the

efficiency of tumor cell motility.

The adhesion of single cells (or cell aggregates) to and migration

throughout the mesothelium are key steps during EOC metasta-

tisation. The ability of CD157-positive and negative tumor cells to

invade the mesothelium was compared using a specially designed

3D assay (Figure 5A,B). The evaluation of transmigration

efficiency showed that forced expression of CD157 resulted in

a significant increase in transmesothelial migration of both

OVCAR-3 and OV-90 cells, as compared to the respective mock

cells (Figure 5C), highlighting a pro-invasive function of CD157 in

EOC cells. Collectively, these data indicate that CD157 expression

impacts on tumorigenicity and invasiveness of ovarian cancer cells

in vitro.

Figure 5. CD157 overexpression promotes invasion of mesothelium by OVCAR-3 and OV-90 cells and increases matrix
metalloproteinase expression and activity. (A) Ovarian cancer cell migration through a mesothelial monolayer. Met-5A mesothelial cells were
labeled with CellBriteTM Red and grown to confluence on fibronectin-coated coverslips. CFSE-stained tumor cells were plated onto the monolayer.
After 6 h (OVCAR-3 cells) or 2.5 h (OV-90 cells) at 37uC, sample were fixed and analyzed using an Olympus FV300 laser scanning confocal microscope
by sequential scanning of the XY planes recorded along the Z-axis (step size: 1.25 mM). Series of confocal optical XY images were processed using a 3D
reconstruction program (bioView3D software, Bio-Image Informatics, University of California, Santa Barbara, CA). Top, orthogonal and bottom views
are shown (scale bar: 50 mM). (B) Mesothelial layer integrity was verified by confocal microscopy analysis in CellBriteTM Red-labeled samples. Samples
were analyzed with an Olympus FV300 laser scanning confocal microscope and by Nomarski differential interference contrast (DIC) optics. Scale bars :
50 mM. (C) Transmesothelial migration of OVCAR-3 and OV-90 cells. Where indicated, OVCAR-3/CD157, OV-90/CD157 and the corresponding mock
cells were treated for 1 h with GM6001 (25 mg/ml) before seeding onto Met-5A mesothelial cell monolayer. Results are expressed in terms of percent
of transmigrated cells calculated as the ratio of cells that crossed the mesothelial layer to the total number of cells in the field. At least ten fields have
been counted for each sample. Results are expressed as the mean 6 SEM of three independent experiments. P values were derived from analysis of
variance (ANOVA) with Dunnett correction. **P,0.01, ***P,0.001, ns, not significant. (D) sqRT-PCR expression of MMP2, MMP7, MMP9 and TIMP3 in
engineered OVCAR-3 (left panel) and OV-90 cells (right panel). Densitometry quantifies the levels of expression of MMP compared with GADPH. (E)
Gelatin zymography and casein zymography were used to quantify MMP2, MMP9 and MMP7 activity, respectively, in cell-free conditioned media
from OVCAR-3/CD157, OV-90/CD157 and the corresponding mock cells (left panel). Zymographic bands from all samples were quantified by
densitometry (right panel). The enzyme activities are expressed as arbitrary units. Results are from one representative experiment performed in
triplicate and are expressed as the mean 6 SD.
doi:10.1371/journal.pone.0043649.g005
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CD157 Expression Enhances Matrix Metalloproteinase
Expression and Activity
Tumor invasion is supported by active MMPs secreted by

tumor or stromal cells, which constitute the most prominent family

of proteinases associated with tumorigenesis [35]. Hence, follow-

ing the observation that the higher the expression of CD157, the

greater the ability of tumor cells to invade the mesothelium, we

hypothesized that CD157 expression could promote MMP activity

thus fuelling tumor cell transmigration. To address this issue,

MMP expression was determined by measuring MMP mRNA and

proteolytic activity. Forced expression of CD157 was character-

ized by increased expression of MMP2 and MMP7 in OVCAR-3

cells, and of MMP2 and MMP9 in OV-90 cells. Concomitantly,

a remarkable reduction of the tissue inhibitor of metalloproteinases

3 (TIMP3) was appreciable in both cell lines (Figure 5D). The

results of zymography assays showed an increased gelatino- or

caseino-lytic activity in conditioned media derived from CD157-

overexpressing cells (Figure 5E). The increased proteolytic activity

significantly contributes to the enhanced trans-mesothelial migra-

tion of ovarian cancer cells with high levels of CD157. Indeed, in

the presence of GM6001 (a broad-spectrum inhibitor of MMPs)

both OVCAR-3/CD157 and OV-90/CD157 cells transmigrated

with an efficiency comparable to that of the corresponding

untreated mock cells. GM6001 also interfered with trans-

mesothelial migration of the highly invasive OV-90/mock cells

but not of the barely invasive OVCAR-3/mock cells (Figure 5C).

These results reflect an intense proteolytic activity associated with

CD157 overexpression in EOC cells which significantly con-

tributes to increase the invasive potential characterizing cells

expressing high CD157.

CD157 Overexpression Influences Spheroid Formation
and Disaggregation
The formation of cellular spheroids capable of floating in the

abdominal cavity and overcoming the environmental stresses is an

important step during tumor dissemination in EOC patients [36].

We generated spheroids from OV-90 cells and determined

whether the CD157-induced phenotype can overthrow the

spherical architecture acquired by OV-90 cells grown in

suspension. Accordingly with their natural propensity to form

spheroids [37], OV-90-mock cells gave rise to compact spherical

clusters (Figure 6A, top panel); in contrast, OV-90/CD157 cells

formed irregular clusters composed of loosely associated cells

(Figure 6A, bottom panel). The disruption of the spherical

architecture was accompanied by a considerable increase in the

invasive properties of cells. Indeed, when these disorganized

spheroids were seeded onto fibronectin-coated dishes a number of

cells rapidly escaped from the cell aggregates and invaded a large

area of the surrounding matrix, whereas, under similar conditions,

OV-90/mock spheroids maintained their quite compact structure

and cells leaking from these spheroids invaded a significantly

smaller area than the OV-90/CD157 cells (Figure 6B, C). These

results further support the association between high CD157

expression and the enhanced invasive proclivity of EOC cells.

Gene Expression Profiling Identifies Molecular Changes
Induced by the Overexpression of CD157 in OVCAR3 and
OV-90 Cells
To dissect the transcriptional changes that may mediate the

tumor aggressiveness associated with high CD157 expression, we

performed microarray gene expression analysis of OVCAR-3 cells

with and without CD157 and OV-90 cells with increased or basal

Figure 6. High CD157 expression influences spheroid formation and disaggregation in OV-90 cells. (A) Representative morphology of
spheroids formed by OV-90/mock (top) and OV-90/CD157 (bottom) (scale bar: 100 mM). (B) Phase contrast microscopy images of spheroid
disaggregation on fibronectin. A representative spheroid of OV-90/mock and OV-90/CD157 cells at time 0 and at 12 h are shown (scale bar: 200 mM).
(C) Spheroids were photographed at time 0 and at 12 h, and the increase in the size of disaggregation area calculated as described in Materials and
Methods is reported. The means 6 SD of the fold change in area of 20 spheroids per condition of a representative experiment, repeated (n = 3), are
shown. ***P,0.001, two-tailed t test.
doi:10.1371/journal.pone.0043649.g006
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expression of CD157. According to our selection criteria, 378

unique significantly modulated transcripts (163 upregulated and

215 downregulated) (Table S3 and S4), corresponding to 480

probes, were shared by OVCAR-3/CD157 and OV-90/CD157

cells (Figure 7A,B). To validate the microarray data, ten

upregulated genes (namely, EPCAM, CTTNBP2, BMP7, LAD1,

Figure 7. Gene expression profiling of OVCAR-3 and OV-90 cells overexpressing CD157. (A) Hierarchical clustering applied to the
expression matrix of genes similarly regulated in both OVCAR-3 and OV-90 cells overexpressing CD157, using Euclidean distance as similarity metrics
and complete linkage as the linkage method. A red-to-green gradient was used to indicate, for each gene, levels of up- or down-regulation. (B) Dot
plot shows 378 significantly modulated genes (163 up-regulated and 215 down-regulated) shared by OVCAR-3/CD157 and OV-90/CD157 cells. Single
genes are indicated by red (up) and green (down) data points. (C, D) A panel of modulated genes was selected and validated by qRT-PCR. (C) Fold
changes of the various indicated genes in OVCAR-3 and OV-90 cells following CD157 overexpression are shown. (D) qRT-PCR validation of the genes
shown in panel C. The comparative CT method was used to determine gene expression in CD157-transfected cells relative to the value observed in
the mock-transfected cells, using TBP as normalization control. Histograms report the means 6 SD of a qRT–PCR experiment conducted in triplicate.
(E) The expression of VCAN, EpCAM and BMP7 was examined in OVCAR-3/CD157, OV-90/CD157 and the corresponding control cells by western blot
analysis. Densitometry quantifies the expression level of the indicated proteins relative to b-actin. Results shown are representative of three
independent experiments with similar results.
doi:10.1371/journal.pone.0043649.g007

Figure 8. Gene ontology analysis of genes modulated by CD157 overexpression. Go analysis of differentially induced or repressed genes
shared by OVCAR-3/CD157 and OV-90/CD157 cells with respect to enrichment of genes with assignments to specific biological processes. The
number of genes in a specific biological process is indicated in brackets.
doi:10.1371/journal.pone.0043649.g008
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VCAN, IGFBP2, NR2F1, HS6ST2, TPD52L1, E2F5) and three

down-regulated genes (namely ADM, MAP9, SYNE1) were chosen

for validation by qRT-PCR based on their levels of expression

(Figure 7B). The results of qRT-PCR confirmed those obtained by

our microarray analysis, with minor differences in amplitude in the

fold change expression (Figure 7C,D). Interestingly, among the

validated genes, EPCAM, VCAN, HS6ST2 and TPD52L1, whose

expression was increased in CD157-overexpressing cells, proved to

be decreased in OV-90/shCD157 cells (Figure S3). The modu-

lation of selected genes such as BMP7, EpCAM and VCAN

entailed an increase in the proteins encoded by them (Figure 7E),

indicating that high CD157 expression alters tumor cell pheno-

type.

Functional grouping and assessment of the Gene Ontology

(GO) designations of the 378 deregulated genes in CD157-

transfected cells indicated that upregulated genes included a sub-

stantial number of genes known to be implicated in development,

which also includes EMT, (such as S100A4, BMP7, WNT10A,

WNT6, FGF9, FZD4, FZD7, SFRP1, EPCAM and ten homeobox

HOXB3, DLX1, TSHZ1, HOXB8, HOXB5, SIX1, ONECUT2,

MNX1, HOXA10, HOXB9, among others), as well as genes related

to the control of cell motility and migration (for example, VAV3,

FUT8, PODXL, EFNB1, TPM1, SEMA6A, CTTNBP2, PVRL1,

SIX1, VCAN, NR2F2, NR2F1), and genes involved in the ECM-

receptor interactions (such as COL4A1, COL4A2, ITGAV, ITGB4,

LAMC2). The list of downregulated genes comprised genes playing

a role in the control of protein-DNA complex assembly (such as

H1F0, HIST1H2AC, HIST2H2AA4, HIST1H2AD, HIST1H2AE,

HIST1H3D, SIRT1, HIST1H4H) and of apoptosis and cell death

(such as CASP5, TP53I3, IL6, CASP4, CASP9, ERBB4, DUSP1,

CARD16, GULP1, BCL2A1, CASP1, PPP1R15A, EMP2) (Figure 8

and Table S5).

GeneGo pathways and process networks analysis of genes

representing the signature of CD157-overexpressing OVCAR-3

and OV-90 cells revealed a significant enrichment of genes

belonging to selected cell adhesion and ECM/cytoskeleton

remodeling signaling pathways, whose implication in tumor

progression is well documented. Similar process networks were

also on the top of the list. Moreover, networks with highest scores

included Notch signaling, connective tissue degradation (associat-

ed for example, with upregulation of the metalloproteinase

ADAM15 and down-regulation of TIMP3), apoptosis (associated

for example, with down-modulation of key elements of the caspase

cascade and the regulation of the neuregulin/erbB pathway) and

development, including regulation of EMT and blood vessel

morphogenesis (Table S5). Collectively, these data indicate that

forced expression of CD157 in EOC cells modulates the

transcription of a spectrum of genes encoding proteins involved

in crucial aspects of ovarian cancer dissemination.

Discussion

In this study we addressed the relevance of CD157 in the

induction of EOC aggressiveness and provided evidence that

CD157 overexpression is associated with dramatic variations in

tumor cell morphology, decreased cell-cell interactions, increased

anchorage independent growth, motility, and mesothelial invasion.

Indeed, ectopic expression of CD157 in OVCAR-3 cells, as well as

its increased expression in OV-90 cells, resulted in reduced cell-cell

contacts and adherens junction organization and enhanced cell

spreading, improving the ability of these tumor cells to move and

migrate as compared to the corresponding mock cells. The

exogenous expression of CD157 proved to be sufficient to convert

immobile OVCAR-3 epithelial cells into mesenchymal-like cells

characterized by weak contacts between neighboring cells, in-

creased motility, invasiveness, tumorigenicity, and improved

resistance to anoikis, all properties known to be fundamental

prerequisites for the progression of primary tumors to metastatic

disease [38]. These findings suggest that CD157 may function as

a potent driver of EOC progression. The observed association

between high levels of CD157 and the likelihood of disease

recurrence in patients with EOC implicitly supports a role of

CD157 in the control of tumor progression also in vivo [13].

There is a growing consensus that the events that convert

adherent and strictly connected tumor epithelial cells into

migratory cells capable of invading the ECM and establishing

distant metastases are reminiscent of the EMT occurring during

development [39]. In the ovary, EMT is a physiological process

during the postovulatory repair; in pathological contexts, such as

in tumors, however, it may have a detrimental effect, promoting

metastasis [29]. One of the leading events for EMT is the

downregulation of E-cadherin expression and function, which is

considered the hallmark of this process [30]. Despite the fact that

primary EOC express E-cadherin, advanced tumors have reduced

E-cadherin expression or none at all, suggesting that down-

regulation of E-cadherin is associated with the acquisition of the

invasive phenotype by EOC cells [40]. Exogenous expression of

CD157 in OVCAR-3 and TOV-21G cells that present typical

epithelial features, proved to suppress E-cadherin and to enhance

N-cadherin expression with consequent intracellular relocation

and partial nuclear translocation of b-catenin. In A2780 cells that

present a mixed epithelial/mesenchymal phenotype, forced

expression of CD157 increased the basal level of N-cadherin

and other mesenchymal traits. The CD157-driven differentiation

toward a mesenchymal phenotype is mainly choreographed by

Snail and Zeb1 transcriptional repressors. It is now evident that,

beside inducing the EMT program, these transcriptional factors

also confer resistance to apoptosis [33]. Furthermore, ZEB1 can

contribute to stemness maintenance thus enhancing the ability of

tumor cells to both disseminate and to fuel the growth of

metastases [41].

A crucial step in the progression of EOC is the release of tumor

cells into the peritoneal cavity. Once detached from the original

site, tumor cells disseminating throughout the peritoneum lose

their attachment to the neighboring cells and to the ECM,

resulting in anoikis [42]. We found that exogenous expression of

CD157 rescues tumor cells from anoikis despite it reduces the

ability of cells to form large aggregates, which are considered

a defense of tumor cells from anoikis. This apparent inconsistency

with what is thought to be the rule in ovarian cancer, suggests that

i) small aggregates of cells provide more favorable conditions for

anchorage-independent tumor cell survival than large aggregates,

and that ii) tumor cells expressing high CD157 likely develop

strategies relying on specific pro-survival signals, allowing both

individual cells and small aggregates that have detached from the

tumor to escape anoikis and to grow under anchorage-indepen-

dent conditions. The identification of the molecular basis of these

signals is expected to shed light on this issue. This observation

leads us to assume that in patients with advanced ovarian cancer,

high expression of CD157 may confer resistance to cell death

induced by the loss of adhesive supports, thus generating

a subpopulation of viable, highly malignant cells that might

account for a rapid tumor relapse.

Mesenchymal differentiation of EOC cells implies increased

secretion of MMPs which degrade and remodel the ECM, paving

the way to the establishment of metastases and the sprouting of

new vessels. Apart from this conventional activity, MMPs are

emerging as key modulators of the tumor microenvironment
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contributing to the formation of a metastatic niche [43]. Our data

show that CD157 regulates secretion of tumor-specific MMPs,

such as MMP2 and MMP7 (in OVCAR-3 cells) which play

a major role in early metastasis [44] and MMP9 (in OV-90 cells),

which is implicated in matrix invasion [45], is elevated in invasive

ovarian cancer specimens as well as ovarian carcinomatous ascites,

and correlates with lymph node metastasis [46]. The significant

reduction of TIMP3 (an endogenous inhibitor of MMPs) and

increase of ADAM15 transcripts, shared by both cell lines,

emphasize an imbalance of MMPs functions in tumor cells

overexpressing CD157.

In ovarian cancer, proteolytic degradation of ECM assists the

release of cells from the tumor mass and allows them to anchor to

and invade through the mesothelium establishing secondary

lesions and, at a later stage, to metastasize to distant organs.

Using a co-culture system to model aspects of the metastatic

process occurring in vivo [17], we demonstrated that the extent of

transmesothelial migration achieved by each EOC cell line

correlates with the level of CD157 and is influenced by the

activation of MMPs, further implicating CD157 in the control of

a crucial step of ovarian cancer metastasis, that is, mesothelial

invasion. We observed that the overexpression of CD157 in OV-

90 cells (showing a naturally low level of CD157) was able to

further increase their constitutive motility, reciprocally CD157

gene silencing reduced their basal motility, and that the extent of

CD157 silencing correlated with motility in OC314 cells.

Collectively, these data provide clear experimental evidence of

a relationship between CD157 levels and the progression of

metastatic ovarian cancer and support a direct role of CD157 in

regulating the aggressiveness of EOC cells reinforcing our previous

observation that high expression of CD157 is associated with

adverse clinical outcome in patients [13].

To gain further insight into CD157 function in EOC pro-

gression, we investigated gene expression changes following

CD157 transfection in OVCAR-3 and OV-90 cells. According

to our in vitro results, the analysis of genes deregulated in each line

confirmed the acquisition of clear mesenchymal traits in OVCAR-

3/CD157 cells (including downregulation of CDH1) but not in

OV-90/CD157 cells in which epithelial and mesenchymal traits

coexist (GEO database, ID: GSE36364). The analysis of genes

showing concordant modulation in both cell lines led to the

identification of 378 significantly altered genes, representing the

signature of both OVCAR-3 and OV-90 cells overexpressing

CD157. The overall picture inferred from the analysis of these

genes indicated that high CD157 expression results in strength-

ening of biological functions that favor tumor progression (for

example, cell differentiation, cell motility and migration), and

weakening of selected biological processes that hinder tumor

progression, such as apoptosis, cell death and response to stress.

Although the analysis of transcriptomic profiles alone is not

enough to permit definitive conclusions on the overall effects of

CD157-mediated EOC aggressiveness, however, its consistency

with the experimental data and clinical observations strongly

support the view that CD157 is directly implicated in the control

of ovarian cancer progression. The coexpression of molecules such

as BMP7, VCAN and EpCAM in EOC cells expressing high

CD157 further substantiates this view since these molecules are

considered negative prognostic markers involved in the control of

the progression of various types of tumor. For instance, BMP7

overexpression has been implicated in EMT in prostate cancer

[47] and with increased cell migration and invasion in breast

cancer [48]. VCAN is a mesenchymal marker whose increased

expression in ovarian cancer correspond to tumor progression,

metastatic dissemination and poorer survival outcome [49,50].

EpCAM is considered both an epithelial marker and ovarian

cancer stem-like cells marker whose expression is associated with

poor prognosis in ovarian cancer patients [51,52]. By virtue of this

double role attributed to EpCAM, the observed correlation

between CD157 and EpCAM expression in EOC cells does not

contradict the ability of CD157 to promote a mesenchymal-like

phenotype. Indeed, emerging evidence suggests that acquisition of

EMT and induction of cancer stem-like cell properties are

interrelated and contribute to tumor recurrence and metastatic

growth in several tumors [53]. The connection between EMT and

stemness could confer a crucial advantage to a single tumor cell by

increasing its ability to both disseminate and to begin a stemness-

associated growth and differentiation program in the metastasis.

The hypothesis that CD157 serves as a point of convergence in

conferring mesenchymal and stem cell-like differentiation to

ovarian cancer cells is very intriguing but it is beyond the scope

of this study.

Although the results of this study were derived from a limited

number of cell lines, the identification of a set of deregulated genes

in EOC with high CD157 strongly suggests a list of candidate

genes for further validation and functional analysis in patients with

EOC.

In summary, these data provide mechanistic support to our

previous studies [13], and demonstrate that the functional

contribution of CD157 to EOC progression relies on its ability

to switch on a differentiation program that allows cancer cells to

overlook the rules of epithelial tissue architecture and to advance

in their malignant progression. At the moment we don’t know

whether CD157 regulates EOC progression and aggressiveness

per se, or as part of a multimolecular complex governing cell

motility during metastatic progression. However, since CD157 is

devoid of transmembrane and cytoplasmic domain, and on the

basis of our previous results [9], we hypothesize that CD157 may

cooperate with other transmembrane receptors to fulfill its

functions. Lateral partners of the CD157 interactome and

mechanisms regulating CD157 interactions in ovarian cancer

are currently under investigation in our lab.

Additional studies are needed to further validate the tumori-

genic potential of OVCAR-3/CD157 and OV-90/CD157 cells in

animal models; however, the in vitro data demonstrate that high

expression of CD157 is sufficient to increase tumor aggressiveness

and tumorigenicity in several epithelial ovarian cancer cell lines. It

is tempting to speculate that CD157 might be a promising

therapeutic target for therapies aimed at controlling the invasion

and dissemination of the peritoneal cavity by ovarian cancer cells.

Supporting Information

Figure S1 CD157 overexpression alters the expression
of epithelial and mesenchymal markers in TOV-21G and
A2780 ovarian cancer cells. (A) sqRT-PCR and western blot

analysis of CD157 in mock- or CD157-transfected TOV-21G and

A2780 cells. The anti-b-actin mAb and GAPDH were used as

internal controls. (B) Western blot analysis of E-cadherin, b-
catenin, N-cadherin EMT markers, and Zeb-1 and Snail

transcription factors in total extracts from vector- or CD157-

transfected TOV-21G and A2780 cells. Densitometry quantifies

the expression level of the indicated proteins relative to b-actin. (C)
b-catenin protein level in cytoplasmic and nuclear fractions of

TOV-21G/mock and TOV-21G/CD157 cells were determined

by western blot analysis. a-tubulin and lamin B1 were used as

cytoplasmic and nuclear loading controls, respectively. Results

shown are from a representative experiment repeated at least twice

with similar results.
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(TIF)

Figure S2 Effects of CD157 knockdown in OC314 cells.
(A) sqRT-PCR and western blot analysis showing OC314 cells

retrovirally transduced with two independent shRNA that targets

the human CD157 mRNA, resulting in efficient and partial

reduction of CD157 expression, respectively. GAPDH is shown as

the internal control. (B) Effect of CD157 knockdown on OC314

cell migration in a scratch-wound assay. (C) The ability of

OC314/scramble, OC314/shCD157 and OC314/shCD157#2

cells to close the wound was calculated by measuring 20 randomly

chosen distances along the wound edge at time 0 and at 24 h.

Results represent the percentage reduction of the average wound

width and are expressed as the mean6 SEM of three independent

experiments. **P,0.01, two-tailed t test.

(TIF)

Figure S3 qRT-PCR of selected genes in OV-90/CD157
and OV-90/shCD157 cells. Data show the log(FC) in OV-90/

CD157 and OV-90/shCD157 cells of EPCAM, VCAN, HS6ST2

and TPD52L1 genes whose expression was increased in OV-90/

CD157 cells and reduced in OV-90/shCD157 cells. The

comparative CT method was used to determine gene expression

in CD157-transfected or knock-down cells relative to the value

observed in the corresponding control cells using TBP as

normalization control. Histograms report the means 6 SD of

a qRT–PCR experiment conducted in triplicate.

(TIF)

Table S1 Primers used for sqRT-PCR.
(DOC)

Table S2 Primers used for qRT-PCR.
(DOC)

Table S3 Genes up-regulated in OVCAR-3 and OV-90
cells overexpressing CD157 vs the corresponding mock
cells.

(DOCX)

Table S4 Genes down-regulated in OVCAR-3 and OV-90
cells overexpressing CD157 vs the corresponding control
cells.

(DOCX)

Table S5 GeneGo pathway maps and GeneGo process
networks analysis of the CD157-associated molecular
signature.

(DOCX)
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Supplementary Table 1. Primers used for sqRT-PCR 
 
Oligo  
name 

Forward Reverse Product 
size 

Annealing 
5'-3' sequence 5'-3' sequence Temp. 

CD157 ACACTTGCGGGACATCTTCC GGGAATAGAGTGCCTGGACA 184 bp 57°C  

E-cadherin TGGAGGAATTCTTGCTTTGC CGTACATGTCAGCCAGCTTC 488 bp 55°C  

N-cadherin CACTGCTCAGGACCCAGAT TAAGCCGAGTGATGGTCC 416 bp 55°C  

β-catenin CCAGCGTGGACAATGGCTAC CTCTGAGCTCGAGTCATTGC 290 bp 55°C 

Snail TTCCAGCAGCCCTACGACCAG CGGACTCTTGGTGCTTGTGGA 682 bp 55°C 

Slug AAGCATTTCAACGCCTCCAA AAGGTAATGTGTGGGTCCGA 529 bp 55°C 

Zeb1 AGCAGTGAAAGAGAAGGG GGTCCTCTTCAGGTGCCT 229 bp 55°C 

Zeb2 GCGGCATATGGTGACACA TGCCACTAAACCCGTGTGTA 464 bp 55°C 

Twist1 GGAGTCCGCAGTCTTACGAG TCTGGAGGACCTGGTAGAGG 201 bp 55°C 

MMP2 GGCCCTGTCACTCCTGAGAT GGCATCCAGGTTATGGGGGA 474 bp 55°C 

MMP7 GGTCACCTACAGGATCGTATCATAT CATCACTGCATTAGGATCAGAGAAA 373 bp 55°C 

MMP9 GATGCGTGGAGAGTCGAAAT CACCAAACTGGATGACGATG 338 bp 55°C 

TIMP3 CTGACAGGTCGCGTCTATGA TGTGGCATTGATGATGCTTT 318 bp 55°C 

GAPDH GAGTCAACGGATTTGGTCGT TTGATTTTGGAGGGATCTCG 238 bp 55°C 

 
 
 



  
 
 
 
 

 
 

Supplementary Table 2. Primers used for qRT-PCR. 
 
Oligo 
name 

Forward primer Reverse primer Product 
size 5'-3' sequence 5'-3' sequenze 

ZEB1 AACTGCTGGGAGGATGACAC TCCTGCTTCATCTGCCTGA 75 bp 
SNAIL GCTGCAGGACTCTAATCCAGA ATCTCCGGAGGTGGGATG 84 bp 
TWIST1 CCCAACTCCCAGACACCTC CAAAAAGAAAGCGCCCAAC 96 bp 
EPCAM CGCAGCTCAGGAAGAATGTG TGAAGTACACTGGCATTGACG 88 bp 
CTTNBP2 GAGAATGCCAGTGTCACAAAAG TGTTGCTGCATTCAGTAGTTTG 68 bp 
BMP7 ACGCTTCGACAATGAGACG TGTCGAGCAGGAAGAGATCC 89 bp 
LAD1 GCCACCTCTTTGAGAAGGAA TTGATGTCACAACCCCTGAG 96 bp 
VCAN GCACCTGTGTGCCAGGATA CAGGGATTAGAGTGACATTCATCA 70 bp 
IGFBP2 GGTGGCAAGCATCACCTT ACCTGGTCCAGTTCCTGTTG 89 bp 
NR2F1 ATCGTGCTGTTCACGTCAGA GCTCCTCACGTACTCCTCCA 102 bp 
HS6ST2 AGACCCGGAACACATCTAAGAG TCAAGTACCGGGACACTGG 78 bp 
TPD52L1 CATCTGCTCTGGGAAGCAC GCAACGGTTCAGTCTCCAAC 101 bp 
E2F5 GCAACATGTCTCTGAAAGAAGC GATATCTCCACTAATAGATCCTGCTGA 85 bp 
ADM GCCTGCCCAGACCCTTAT GTAGCGCTTGACTCGGATG 100 bp 
MAP9 CCTCTTATTTATCTCCTTACTCCTCCA GCTTTGATCTGGTGGACAGTT 61 bp 
SYNE1 CCCCAAACAGACAGAAAACG CTATGTGGACTGCTGACAGAGG 76 bp 
TBP CGGCTGTTTAACTTCGCTTC CACACGCCAAGAAACAGTGA 75 bp 

 



Supplementary Table 3. Genes up-regulated in OVCAR-3 and OV-90 cells overexpressing 

CD157 vs the corresponding mock cells.  

   OVCAR-3 OV-90 
Entrez ID GeneSymbol GeneName logFC logFC 
8751 ADAM15 ADAM metallopeptidase domain 15 0,93 1,53 
83543 AIF1L allograft inflammatory factor 1-like 1,41 0,80 
50650 ARHGEF3 Rho guanine nucleotide exchange factor (GEF) 3 1,49 0,69 
140462 ASB9 ankyrin repeat and SOCS box containing 9 2,05 1,25 
51761 ATP8A2 ATPase, aminophospholipid transporter, class I, type 8A, 

member 2 
1,47 0,38 

8708 B3GALT1 UDP-Gal:betaGlcNAc beta 1,3-galactosyltransferase, 
polypeptide 1 

1,30 0,38 

655 BMP7 bone morphogenetic protein 7 4,00 1,00 
140707 BRI3BP BRI3 binding protein 1,58 0,41 
683 BST1 bone marrow stromal cell antigen 1 3,42 2,50 
118663 BTBD16 BTB (POZ) domain containing 16 3,35 0,55 
55010 C12orf48 chromosome 12 open reading frame 48 (PARP-1 binding 

protein) 
1,05 0,57 

80017 C14orf159 chromosome 14 open reading frame 159 (UPF0317 protein 
C14orf159, mitochondrial) 

0,50 1,20 

100130933 C17orf110 chromosome 17 open reading frame 110 (putative 
uncharacterized protein C17orf110) 

2,20 1,63 

128710 C20orf94 chromosome 20 open reading frame 94 (UPF0492 protein 
C20orf94) 

0,21 1,12 

150590 C2orf15 chromosome 2 open reading frame 15 (uncharacterized 
protein C2orf15) 

0,39 1,09 

203111 C8orf47 chromosome 8 open reading frame 47 (uncharacterized 
protein C8orf47) 

2,28 1,55 

91057 CCDC34 coiled-coil domain containing 34 0,44 1,52 
79937 CNTNAP3 contactin associated protein-like 3 1,69 0,36 
22837 COBLL1 COBL-like 1 1,20 0,76 
1282 COL4A1 collagen, type IV, alpha 1 1,89 0,62 
1284 COL4A2 collagen, type IV, alpha 2 2,36 0,76 
1363 CPE carboxypeptidase E 2,04 0,40 
9244 CRLF1 cytokine receptor-like factor 1 1,40 1,83 
54677 CROT carnitine O-octanoyltransferase 0,74 1,53 
1466 CSRP2 cysteine and glycine-rich protein 2 0,51 1,42 
56474 CTPS2 CTP synthase II 0,34 1,05 
83992 CTTNBP2 cortactin binding protein 2 4,72 0,73 
159013 CXorf38 chromosome X open reading frame 38 (uncharacterized 

protein CXorf38) 
1,25 0,38 

51523 CXXC5 CXXC finger protein 5 1,57 2,15 
54541 DDIT4 DNA-damage-inducible transcript 4 1,98 0,61 
1745 DLX1 distal-less homeobox 1 0,97 1,97 
1875 E2F5 E2F transcription factor 5, p130-binding 1,73 0,97 
1945 EFNA4 ephrin-A4 0,90 1,28 
1947 EFNB1 ephrin-B1 1,05 1,45 
79767 ELMO3 engulfment and cell motility 3 1,27 0,36 
4072 EPCAM epithelial cell adhesion molecule 5,48 0,42 
54869 EPS8L1 EPS8-like 1 1,20 0,48 
79956 ERMP1 endoplasmic reticulum metallopeptidase 1 1,77 0,97 
2114 ETS2 v-ets erythroblastosis virus E26 oncogene homolog 2 (avian) 0,93 1,13 
58489 FAM108C1 family with sequence similarity 108, member C1  0,45 1,42 
25854 FAM149A family with sequence similarity 149, member A 1,67 0,94 
100131997 FAM27E3 family with sequence similarity 27, member E3 1,91 0,26 



2254 FGF9 fibroblast growth factor 9 (glia-activating factor) 2,23 0,97 
2289 FKBP5 FK506 binding protein 5 0,65 1,88 
2348 FOLR1 folate receptor 1 (adult) 2,37 0,36 
2308 FOXO1 forkhead box O1 1,63 0,28 
80144 FRAS1 Fraser syndrome 1 0,73 1,06 
2530 FUT8 fucosyltransferase 8 (alpha (1,6) fucosyltransferase) 0,39 1,04 
8322 FZD4 frizzled family receptor 4 2,44 0,79 
8324 FZD7 frizzled family receptor 7 1,59 1,76 
2621 GAS6 growth arrest-specific 6 0,43 1,23 
113263 GLCCI1 glucocorticoid induced transcript 1 0,78 1,13 
83468 GLT8D2 glycosyltransferase 8 domain containing 2 2,40 0,92 
2791 GNG11 guanine nucleotide binding protein (G protein), gamma 11 5,14 0,95 
8908 GYG2 glycogenin 2 1,68 1,18 
79366 HMGN5 high mobility group nucleosome binding domain 5 0,57 2,31 
51361 HOOK1 hook homolog 1 (Drosophila) 0,96 1,32 
3206 HOXA10 homeobox A10 2,10 0,35 
3213 HOXB3 homeobox B3 3,54 0,34 
3215 HOXB5 homeobox B5 4,03 0,48 
3218 HOXB8 homeobox B8 2,95 0,48 
3219 HOXB9 homeobox B9 3,22 0,92 
9394 HS6ST1 heparan sulfate 6-O-sulfotransferase 1 1,92 0,62 
90161 HS6ST2 heparan sulfate 6-O-sulfotransferase 2 2,26 2,45 
3382 ICA1 islet cell autoantigen 1, 69kDa 0,52 2,50 
3418 IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial 0,65 1,32 
389792 IER5L immediate early response 5-like 1,21 2,30 
3485 IGFBP2 insulin-like growth factor binding protein 2, 36kDa 3,36 2,65 
140862 ISM1 isthmin 1 homolog (zebrafish) 0,24 2,48 
3685 ITGAV integrin, alpha V (vitronectin receptor, alpha polypeptide, 

antigen CD51) 
1,62 0,30 

3691 ITGB4 integrin, beta 4 1,27 1,98 
8645 KCNK5 potassium channel, subfamily K, member 5 1,16 1,08 
283102 KRT8P41 keratin 8 pseudogene 41 2,31 0,27 
3898 LAD1 ladinin 1 3,59 3,66 
3902 LAG3 lymphocyte-activation gene 3 0,56 1,74 
3918 LAMC2 laminin, gamma 2 0,78 2,10 
3936 LCP1 lymphocyte cytosolic protein 1 (L-plastin) 0,54 1,11 
100505938 LOC100505938 hypothetical LOC100505938 0,76 1,07 
100506305 LOC100506305 hypothetical LOC100506305 3,21 0,49 
645249 LOC645249 hypothetical LOC645249 0,71 1,25 
645722 LOC645722 hypothetical protein LOC645722 1,68 0,40 
23266 LPHN2 latrophilin 2 2,37 1,03 
79694 MANEA mannosidase, endo-alpha 0,50 1,23 
149175 MANEAL mannosidase, endo-alpha-like 0,93 2,15 
5608 MAP2K6 mitogen-activated protein kinase kinase 6 1,56 0,41 
1953 MEGF6 multiple EGF-like-domains 6 2,66 0,40 
4240 MFGE8 milk fat globule-EGF factor 8 protein 1,50 0,79 
3110 MNX1 motor neuron and pancreas homeobox 1 0,40 1,94 
10205 MPZL2 myelin protein zero-like 2 1,30 0,81 
9107 MTMR6 myotubularin related protein 6 2,56 0,27 
4613 MYCN v-myc myelocytomatosis viral related oncogene, 

neuroblastoma derived (avian) 
1,66 1,07 

4638 MYLK myosin light chain kinase 1,13 0,45 
80896 NPL N-acetylneuraminate pyruvate lyase (dihydrodipicolinate 

synthase) 
1,60 0,37 

7025 NR2F1 nuclear receptor subfamily 2, group F, member 1 3,30 1,42 
7026 NR2F2 nuclear receptor subfamily 2, group F, member 2 1,74 0,63 



11163 NUDT4 nudix (nucleoside diphosphate linked moiety X)-type motif 4 1,78 0,45 
9480 ONECUT2 one cut homeobox 2 1,74 0,79 
5140 PDE3B phosphodiesterase 3B, cGMP-inhibited 0,42 1,00 
5150 PDE7A phosphodiesterase 7A 0,44 1,55 
23037 PDZD2 PDZ domain containing 2 0,76 1,74 
55825 PECR peroxisomal trans-2-enoyl-CoA reductase 1,00 0,44 
26207 PITPNC1 phosphatidylinositol transfer protein, cytoplasmic 1 1,14 0,60 
55344 PLCXD1 phosphatidylinositol-specific phospholipase C, X domain 

containing 1 
3,23 0,65 

91584 PLXNA4 plexin A4 1,95 0,40 
5420 PODXL podocalyxin-like 1,89 0,33 
29968 PSAT1 phosphoserine aminotransferase 1 1,36 0,74 
5818 PVRL1 poliovirus receptor-related 1 (herpesvirus entry mediator C) 0,77 1,44 
26056 RAB11FIP5 RAB11 family interacting protein 5 (class I) 0,35 1,14 
5865 RAB3B RAB3B, member RAS oncogene family 0,59 1,25 
5891 RAGE renal tumor antigen 1,83 0,47 
5983 RFC3 replication factor C (activator 1) 3, 38kDa 0,51 1,00 
55819 RNF130 ring finger protein 130 0,54 1,95 
84816 RTN4IP1 reticulon 4 interacting protein 1 1,12 0,29 
6275 S100A4 S100 calcium binding protein A4 0,29 1,75 
6337 SCNN1A sodium channel, nonvoltage-gated 1 alpha 0,59 1,79 
57556 SEMA6A sema domain, transmembrane domain (TM), and 

cytoplasmic domain, (semaphorin) 6A 
1,16 1,56 

6422 SFRP1 secreted frizzled-related protein 1 1,20 2,16 
157285 SGK223 homolog of rat pragma of Rnd2 1,28 0,48 
124923 SGK494 uncharacterized serine/threonine-protein kinase SgK494 1,00 0,28 
130367 SGPP2 sphingosine-1-phosphate phosphatase 2 1,79 0,98 
6451 SH3BGRL SH3 domain binding glutamic acid-rich protein like 0,92 2,66 
387914 SHISA2 shisa homolog 2 (Xenopus laevis) 0,58 1,95 
6495 SIX1 SIX homeobox 1 0,76 1,37 
54020 SLC37A1 solute carrier family 37 (glycerol-3-phosphate transporter), 

member 1 
1,10 0,26 

54498 SMOX spermine oxidase 1,01 0,33 
10580 SORBS1 sorbin and SH3 domain containing 1 1,00 1,49 
23635 SSBP2 single-stranded DNA binding protein 2 1,48 0,64 
26872 STEAP1 six transmembrane epithelial antigen of the prostate 1 2,00 1,36 
219736 STOX1 storkhead box 1 2,17 0,25 
55359 STYK1 serine/threonine/tyrosine kinase 1 0,43 1,04 
10579 TACC2 transforming, acidic coiled-coil containing protein 2 0,85 1,41 
6948 TCN2 transcobalamin II 1,14 0,44 
79600 TCTN1 tectonic family member 1 1,03 0,64 
7980 TFPI2 tissue factor pathway inhibitor 2 2,05 0,77 
84216 TMEM117 transmembrane protein 117 0,89 1,83 
80757 TMEM121 transmembrane protein 121 1,39 0,24 
92691 TMEM169 transmembrane protein 169 1,31 0,38 
201931 TMEM192 transmembrane protein 192 0,56 1,58 
7114 TMSB4X thymosin beta 4, X-linked 0,82 1,23 
8718 TNFRSF25 tumor necrosis factor receptor superfamily, member 25 1,74 0,28 
10040 TOM1L1 target of myb1 (chicken)-like 1 0,37 1,22 
11257 TP53TG1 TP53 target 1 (non-protein coding) 0,35 2,15 
7164 TPD52L1 tumor protein D52-like 1 1,94 3,99 
7168 TPM1 tropomyosin 1 (alpha) 1,79 1,18 
6738 TROVE2 TROVE domain family, member 2 0,58 1,00 
10194 TSHZ1 teashirt zinc finger homeobox 1 1,71 0,98 
7365 UGT2B10 UDP glucuronosyltransferase 2 family, polypeptide B10 1,45 0,25 
10720 UGT2B11 UDP glucuronosyltransferase 2 family, polypeptide B11 1,36 0,42 



7364 UGT2B7 UDP glucuronosyltransferase 2 family, polypeptide B7 1,54 0,38 
10451 VAV3 vav 3 guanine nucleotide exchange factor 1,70 0,30 
1462 VCAN versican 3,57 0,37 
9686 VGLL4 vestigial like 4 (Drosophila) 0,87 1,21 
79971 WLS wntless homolog (Drosophila) 2,07 0,76 
80326 WNT10A wingless-type MMTV integration site family, member 10A 0,55 1,21 
7475 WNT6 wingless-type MMTV integration site family, member 6 1,71 1,45 
284273 ZADH2 zinc binding alcohol dehydrogenase domain containing 2 1,48 1,44 
29800 ZDHHC1 zinc finger, DHHC-type containing 1 0,41 1,55 
150244 ZDHHC8P1 zinc finger, DHHC-type containing 8 pseudogene 1 2,04 1,11 
85416 ZIC5 Zic family member 5 1,22 0,30 
7581 ZNF33A zinc finger protein 33A 0,27 1,45 
84671 ZNF347 zinc finger protein 347 0,56 1,17 
59348 ZNF350 zinc finger protein 350 1,74 0,44 
79986 ZNF702P zinc finger protein 702, pseudogene 1,22 1,60 
 



Supplementary Table 4. Genes down-regulated in OVCAR-3 and OV-90 cells overexpressing 

CD157 vs the corresponding control cells.  

   OVCAR-3 OV-90 
Entrez ID GeneSymbol GeneName logFC logFC 
9510 ADAMTS1 ADAM metallopeptidase with thrombospondin type 1 

motif, 1 
-0,71 -1,81 

133 ADM adrenomedullin -2,89 -1,51 
11217 AKAP2 A kinase (PRKA) anchor protein 2 -2,66 -0,63 
4329 ALDH6A1 aldehyde dehydrogenase 6 family, member A1 -0,67 -1,04 
241 ALOX5AP arachidonate 5-lipoxygenase-activating protein -0,55 -1,64 
651746 ANKRD33B ankyrin repeat domain 33B -1,02 -0,57 
65124 ANKRD57 ankyrin repeat domain 57 -1,53 -0,65 
83464 APH1B anterior pharynx defective 1 homolog B (C. elegans) -0,64 -2,59 
8542 APOL1 apolipoprotein L, 1 -2,20 -0,77 
10865 ARID5A AT rich interactive domain 5A (MRF1-like) -1,04 -0,35 
80117 ARL14 ADP-ribosylation factor-like 14 -1,42 -0,27 
558 AXL AXL receptor tyrosine kinase -1,36 -0,36 
570 BAAT bile acid CoA: amino acid N-acyltransferase (glycine N-

choloyltransferase) 
-0,53 -1,10 

597 BCL2A1 BCL2-related protein A1 -0,51 -1,06 
650 BMP2 bone morphogenetic protein 2 -2,50 -1,23 
664 BNIP3 BCL2/adenovirus E1B 19kDa interacting protein 3 -0,73 -2,32 
56935 C11orf75 chromosome 11 open reading frame 75 (UPF0443 protein 

C11orf75) 
-1,05 -0,74 

55337 C19orf66 chromosome 19 open reading frame 66 (UPF0515 protein 
C19orf66) 

-1,24 -0,60 

716 C1S complement component 1, s subcomponent -0,39 -1,13 
152641 C4orf38 chromosome 4 open reading frame 38 -1,87 -0,44 
221749 C6orf145 chromosome 6 open reading frame 145 -1,29 -0,72 
286144 C8orf83 chromosome 8 open reading frame 83 -0,57 -1,62 
84267 C9orf64 chromosome 9 open reading frame 64 -0,38 -1,30 
114769 CARD16 caspase recruitment domain family, member 16 -0,94 -1,08 
834 CASP1 caspase 1, apoptosis-related cysteine peptidase (interleukin 

1, beta, convertase) 
-1,23 -0,50 

837 CASP4 caspase 4, apoptosis-related cysteine peptidase -3,75 -0,85 
838 CASP5 caspase 5, apoptosis-related cysteine peptidase -3,15 -0,77 
842 CASP9 caspase 9, apoptosis-related cysteine peptidase -0,26 -1,03 
25819 CCRN4L CCR4 carbon catabolite repression 4-like (S. cerevisiae) -1,05 -0,39 
23607 CD2AP CD2-associated protein -0,71 -1,01 
1604 CD55 CD55 molecule, decay accelerating factor for complement 

(Cromer blood group) 
-2,15 -0,61 

968 CD68 CD68 molecule -1,20 -0,33 
10602 CDC42EP3 CDC42 effector protein (Rho GTPase binding) 3 -1,89 -0,81 
55602 CDKN2AIP CDKN2A interacting protein -1,04 -0,99 
84952 CGNL1 cingulin-like 1 -1,10 -1,78 
26511 CHIC2 cysteine-rich hydrophobic domain 2 -0,79 -1,06 
1119 CHKA choline kinase alpha -1,73 -0,39 
51200 CPA4 carboxypeptidase A4 -1,68 -2,07 
126129 CPT1C carnitine palmitoyltransferase 1C -0,71 -1,83 
54504 CPVL carboxypeptidase, vitellogenic-like -1,82 -0,31 
84699 CREB3L3 cAMP responsive element binding protein 3-like 3 -0,35 -1,44 
51232 CRIM1 cysteine rich transmembrane BMP regulator 1 (chordin-

like) 
-1,85 -0,79 

1396 CRIP1 cysteine-rich protein 1 (intestinal) -0,36 -1,03 



1519 CTSO cathepsin O -0,47 -1,58 
2920 CXCL2 chemokine (C-X-C motif) ligand 2 -2,21 -0,41 
2921 CXCL3 chemokine (C-X-C motif) ligand 3 -2,25 -0,45 
56603 CYP26B1 cytochrome P450, family 26, subfamily B, polypeptide 1 -1,00 -1,31 
115265 DDIT4L DNA-damage-inducible transcript 4-like -1,29 -1,94 
91351 DDX60L DEAD (Asp-Glu-Ala-Asp) box polypeptide 60-like -0,37 -1,27 
10202 DHRS2 dehydrogenase/reductase (SDR family) member 2 -0,98 -1,62 
10901 DHRS4 dehydrogenase/reductase (SDR family) member 4 -0,78 -1,52 
728635 DHRS4L1 dehydrogenase/reductase (SDR family) member 4 like 1 -0,51 -1,09 
1789 DNMT3B DNA (cytosine-5-)-methyltransferase 3 beta -2,38 -0,25 
1843 DUSP1 dual specificity phosphatase 1 -2,47 -0,26 
11221 DUSP10 dual specificity phosphatase 10 -1,63 -0,26 
51207 DUSP13 dual specificity phosphatase 13 -0,32 -2,53 
11072 DUSP14 dual specificity phosphatase 14 -1,48 -0,81 
1906 EDN1 endothelin 1 -0,39 -1,70 
30846 EHD2 EH-domain containing 2 -2,01 -1,96 
2013 EMP2 epithelial membrane protein 2 -2,49 -0,91 
2066 ERBB4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 

(avian) 
-0,40 -2,67 

3992 FADS1 fatty acid desaturase 1 -0,48 -1,29 
9415 FADS2 fatty acid desaturase 2 -1,21 -0,95 
159091 FAM122C family with sequence similarity 122C -0,29 -2,19 
116496 FAM129A family with sequence similarity 129, member A -4,03 -1,33 
54463 FAM134B family with sequence similarity 134, member B -1,80 -2,98 
55603 FAM46A family with sequence similarity 46, member A -1,49 -1,13 
115572 FAM46B family with sequence similarity 46, member B -1,01 -0,62 
81553 FAM49A family with sequence similarity 49, member A -1,97 -0,40 
2200 FBN1 fibrillin 1 -2,40 -1,45 
26269 FBXO8 F-box protein 8 -1,28 -0,79 
57600 FNIP2 folliculin interacting protein 2 -1,54 -1,53 
2353 FOS FBJ murine osteosarcoma viral oncogene homolog -1,36 -0,99 
51083 GAL galanin prepropeptide -1,23 -0,42 
2627 GATA6 GATA binding protein 6 -1,42 -1,74 
2643 GCH1 GTP cyclohydrolase 1 -0,31 -1,26 
2710 GK glycerol kinase -1,39 -0,33 
2982 GUCY1A3 guanylate cyclase 1, soluble, alpha 3 -0,54 -1,18 
2983 GUCY1B3 guanylate cyclase 1, soluble, beta 3 -1,50 -1,91 
51454 GULP1 GULP, engulfment adaptor PTB domain containing 1 -2,64 -1,14 
3005 H1F0 H1 histone family, member 0 -1,06 -0,46 
57493 HEG1 HEG homolog 1 (zebrafish) -1,24 -0,35 
9931 HELZ helicase with zinc finger -1,09 -0,33 
8334 HIST1H2AC histone cluster 1, H2ac -1,81 -0,62 
3013 HIST1H2AD histone cluster 1, H2ad -2,08 -0,34 
3012 HIST1H2AE histone cluster 1, H2ae -1,59 -0,34 
8344 HIST1H2BE histone cluster 1, H2be -2,02 -0,26 
8345 HIST1H2BH histone cluster 1, H2bh -2,11 -0,24 
8346 HIST1H2BI histone cluster 1, H2bi -1,91 -0,26 
8970 HIST1H2BJ histone cluster 1, H2bj -2,09 -0,25 
85236 HIST1H2BK histone cluster 1, H2bk -2,57 -0,38 
8340 HIST1H2BL histone cluster 1, H2bl -2,21 -0,25 
8351 HIST1H3D histone cluster 1, H3d -1,48 -0,34 
8365 HIST1H4H histone cluster 1, H4h -1,65 -0,25 
723790 HIST2H2AA4 histone cluster 2, H2aa4 -2,32 -0,37 
8349 HIST2H2BE histone cluster 2, H2be -2,10 -0,63 
3294 HSD17B2 hydroxysteroid (17-beta) dehydrogenase 2 -3,09 -1,40 



3373 HYAL1 hyaluronoglucosaminidase 1 -1,76 -0,29 
3384 ICAM2 intercellular adhesion molecule 2 -1,05 -0,67 
3569 IL6 interleukin 6 (interferon, beta 2) -0,66 -3,01 
9314 KLF4 Kruppel-like factor 4 (gut) -0,48 -1,44 
1316 KLF6 Kruppel-like factor 6 -0,60 -1,50 
388533 KRTDAP keratinocyte differentiation-associated protein -0,20 -1,70 
81606 LBH limb bud and heart development homolog (mouse) -2,27 -1,35 
10186 LHFP lipoma HMGIC fusion partner -0,92 -1,99 
3977 LIFR leukemia inhibitory factor receptor alpha -1,61 -0,89 
100128893 LOC100128893 hypothetical LOC100128893 -0,29 -1,58 
100288911 LOC100288911 hypothetical LOC100288911 -2,21 -1,07 
100506870 LOC100506870 hypothetical LOC100506870 -1,96 -0,50 
100506990 LOC100506990 hypothetical LOC100506990 -0,38 -2,26 
100510161 LOC100510161 hypothetical LOC100510161 -1,33 -0,24 
151534 LOC151534 hypothetical LOC151534 -1,10 -0,43 
643650 LOC643650 hypothetical LOC643650 -1,40 -0,54 
23175 LPIN1 lipin 1 -1,51 -1,51 
84230 LRRC8C leucine rich repeat containing 8 family, member C -1,97 -0,74 
129530 LYG1 lysozyme G-like 1 -1,10 -0,48 
23764 MAFF v-maf musculoaponeurotic fibrosarcoma oncogene 

homolog F (avian) 
-1,01 -0,45 

81631 MAP1LC3B microtubule-associated protein 1 light chain 3 beta -0,66 -1,26 
79884 MAP9 microtubule-associated protein 9 -1,36 -2,44 
4082 MARCKS myristoylated alanine-rich protein kinase C substrate -3,38 -0,68 
4147 MATN2 matrilin 2 -0,91 -1,43 
10150 MBNL2 muscleblind-like 2 (Drosophila) -1,09 -0,87 
1955 MEGF9 multiple EGF-like-domains 9 -2,11 -0,44 
4257 MGST1 microsomal glutathione S-transferase 1 -4,37 -0,26 
9645 MICAL2 microtubule associated monoxygenase, calponin and LIM 

domain containing 2 
-1,40 -0,55 

4286 MITF microphthalmia-associated transcription factor -0,82 -1,62 
54996 MOSC2 MOCO sulphurase C-terminal domain containing 2 -0,55 -2,02 
56180 MOSPD1 motile sperm domain containing 1 -0,57 -1,62 
8777 MPDZ multiple PDZ domain protein -1,71 -1,76 
4488 MSX2 msh homeobox 2 -1,60 -0,91 
55545 MSX2P1 msh homeobox 2 pseudogene 1 -1,48 -0,53 
10588 MTHFS 5,10-methenyltetrahydrofolate synthetase (5-

formyltetrahydrofolate cyclo-ligase) 
-0,53 -1,87 

4615 MYD88 myeloid differentiation primary response gene (88) -1,55 -0,36 
10398 MYL9 myosin, light chain 9, regulatory -0,76 -1,43 
135112 NCOA7 nuclear receptor coactivator 7 -0,87 -1,96 
90271 NCRNA00263 non-protein coding RNA 263 -0,41 -1,57 
4535 ND1 NADH dehydrogenase, subunit 1 (complex I) -1,32 -0,33 
4541 ND6 NADH dehydrogenase, subunit 6 (complex I) -1,63 -1,77 
4824 NKX3-1 NK3 homeobox 1 -2,30 -1,15 
57502 NLGN4X neuroligin 4, X-linked -1,66 -0,49 
4879 NPPB natriuretic peptide B -1,90 -0,32 
3084 NRG1 neuregulin 1 -1,82 -0,87 
146183 OTOA otoancorin -0,24 -1,32 
9060 PAPSS2 3'-phosphoadenosine 5'-phosphosulfate synthase 2 -0,46 -1,15 
56965 PARP6 poly (ADP-ribose) polymerase family, member 6 -0,34 -1,86 
5090 PBX3 pre-B-cell leukemia homeobox 3 -1,75 -0,71 
56034 PDGFC platelet derived growth factor C -2,93 -1,12 
64236 PDLIM2 PDZ and LIM domain 2 (mystique) -1,27 -0,49 
118987 PDZD8 PDZ domain containing 8 -1,05 -0,28 
5236 PGM1 phosphoglucomutase 1 -0,83 -1,28 



5266 PI3 peptidase inhibitor 3, skin-derived -1,35 -1,19 
5292 PIM1 pim-1 oncogene -0,31 -1,65 
5327 PLAT plasminogen activator, tissue -1,11 -1,50 
79887 PLBD1 phospholipase B domain containing 1 -0,99 -2,18 
5352 PLOD2 procollagen-lysine, 2-oxoglutarate 5-dioxygenase 2 -1,35 -0,53 
5360 PLTP phospholipid transfer protein -0,24 -1,15 
5460 POU5F1 POU class 5 homeobox 1 -2,07 -0,47 
642559 POU5F1P3 POU class 5 homeobox 1 pseudogene 3 -2,05 -0,35 
645682 POU5F1P4 POU class 5 homeobox 1 pseudogene 4 -1,96 -0,39 
25845 PP7080 hypothetical LOC25845 -0,51 -1,76 
8496 PPFIBP1 PTPRF interacting protein, binding protein 1 (liprin beta 1) -0,73 -1,75 
23645 PPP1R15A protein phosphatase 1, regulatory (inhibitor) subunit 15A -2,08 -0,47 
5538 PPT1 palmitoyl-protein thioesterase 1 -1,26 -0,53 
8842 PROM1 prominin 1 -1,55 -3,23 
5734 PTGER4 prostaglandin E receptor 4 (subtype EP4) -1,03 -1,36 
754 PTTG1IP pituitary tumor-transforming 1 interacting protein -1,13 -0,54 
11264 PXMP4 peroxisomal membrane protein 4, 24kDa -1,46 -0,37 
23475 QPRT quinolinate phosphoribosyltransferase -1,04 -0,84 
11031 RAB31 RAB31, member RAS oncogene family -0,27 -1,20 
10981 RAB32 RAB32, member RAS oncogene family -3,75 -0,92 
10267 RAMP1 receptor (G protein-coupled) activity modifying protein 1 -0,47 -2,43 
9693 RAPGEF2 Rap guanine nucleotide exchange factor (GEF) 2 -0,62 -1,31 
65059 RAPH1 Ras association (RalGDS/AF-6) and pleckstrin homology 

domains 1 
-2,17 -0,45 

23180 RFTN1 raftlin, lipid raft linker 1 -2,39 -1,07 
26575 RGS17 regulator of G-protein signaling 17 -1,04 -1,59 
5997 RGS2 regulator of G-protein signaling 2, 24kDa -1,43 -1,74 
8490 RGS5 regulator of G-protein signaling 5 -0,28 -3,69 
9886 RHOBTB1 Rho-related BTB domain containing 1 -1,62 -0,74 
29984 RHOD ras homolog gene family, member D -0,56 -1,20 
83547 RILP Rab interacting lysosomal protein -1,16 -0,62 
8780 RIOK3 RIO kinase 3 (yeast) -0,94 -1,17 
390 RND3 Rho family GTPase 3 -1,38 -0,44 
1992 SERPINB1 serpin peptidase inhibitor, clade B (ovalbumin), member 1 -0,45 -1,12 
5269 SERPINB6 serpin peptidase inhibitor, clade B (ovalbumin), member 6 -0,92 -1,34 
57568 SIPA1L2 signal-induced proliferation-associated 1 like 2 -2,04 -0,39 
23411 SIRT1 sirtuin 1 -1,08 -0,30 
8273 SLC10A3 solute carrier family 10 (sodium/bile acid cotransporter 

family), member 3 
-0,25 -1,25 

201780 SLC10A4 solute carrier family 10 (sodium/bile acid cotransporter 
family), member 4 

-2,14 -1,49 

114789 SLC25A25 solute carrier family 25 (mitochondrial carrier; phosphate 
carrier), member 25 

-1,24 -0,32 

8651 SOCS1 suppressor of cytokine signaling 1 -0,50 -1,30 
6775 STAT4 signal transducer and activator of transcription 4 -0,32 -1,04 
23345 SYNE1 spectrin repeat containing, nuclear envelope 1 -1,74 -1,72 
23224 SYNE2 spectrin repeat containing, nuclear envelope 2 -1,20 -0,25 
7078 TIMP3 TIMP metallopeptidase inhibitor 3 -1,91 -1,09 
7088 TLE1 transducin-like enhancer of split 1 (E(sp1) homolog, 

Drosophila) 
-1,96 -0,40 

83935 TMEM133 transmembrane protein 133 -1,03 -0,53 
134285 TMEM171 transmembrane protein 171 -1,04 -0,63 
23670 TMEM2 transmembrane protein 2 -1,30 -0,41 
79041 TMEM38A transmembrane protein 38A -0,61 -1,31 
120224 TMEM45B transmembrane protein 45B -1,00 -1,38 
8744 TNFSF9 tumor necrosis factor (ligand) superfamily, member 9 -1,46 -0,31 



9540 TP53I3 tumor protein p53 inducible protein 3 -1,89 -1,14 
8460 TPST1 tyrosylprotein sulfotransferase 1 -0,52 -1,16 
7103 TSPAN8 tetraspanin 8 -0,36 -1,59 
10382 TUBB4 tubulin, beta 4 -0,90 -1,13 
84617 TUBB6 tubulin, beta 6 -1,16 -1,71 
7286 TUFT1 tuftelin 1 -1,79 -0,24 
26609 VCX variable charge, X-linked -0,47 -3,87 
51480 VCX2 variable charge, X-linked 2 -0,46 -3,87 
51481 VCX3A variable charge, X-linked 3A -0,60 -3,93 
80014 WWC2 WW and C2 domain containing 2 -1,13 -1,15 
55625 ZDHHC7 zinc finger, DHHC-type containing 7 -0,65 -1,34 
7570 ZNF22 zinc finger protein 22 (KOX 15) -1,07 -0,82 
147947 ZNF542 zinc finger protein 542 -0,38 -1,53 
7784 ZP3 zona pellucida glycoprotein 3 (sperm receptor) -1,31 -0,49 
 



Supplementary Table 5. GeneGo pathway maps and GeneGo process networks analysis of the 

CD157-associated molecular signatures. 

GeneGo pathway maps Pvalue Ratio Genes 

GTP metabolism 6.76E-03 0,125 GUCY1A3, GUCY1B3 

Cytoskeleton remodeling_TGF, WNT and 
cytoskeletal remodeling 

1.55E-02 0,075 CASP9, COL4A1, COL4A2, FZD4, FZD7, 
MYL9, MYLK, PLAT, WNT10A, WNT6 

Cell adhesion_ECM remodeling 1.85E-02 0,098 COL4A1, COL4A2, ERBB4, LAMC2, PLAT, 
TIMP3, VCAN 

Cell adhesion_Plasmin signaling 1.87E-02 0,118 COL4A1, COL4A2, MAP2K6, PLAT, TFPI2 

Nicotine metabolism in liver 2.88E-02 0,222 UGT2B10, UGT2B7 

Immune response_IL-1 signaling pathway 4.35E-02 0,091 FOS, EDN1, IL6, MAP2K6, MYD88 

Cell adhesion_Integrin-mediated cell adhesion 
and migration 

4.67E-02 0,089 COL4A1, COL4A2, MYLK, MYL9 

Cytoskeleton remodeling_Alpha-1A adrenergic 
receptor-dependent inhibition of PI3K 

4.97E-02 0,167 MYLK, MYL9 

 

GeneGO process networks Pvalue Ratio Genes 

Development_Ossification and bone remodeling  5.07E-04 0,079 BMP2, BMP7, ETS2, FOXO1, FZD4, FZD7, 
IGFBP2, ITGAV, MAP2K6, MSX2, PTGER4, 
WNT10A, WNT6 

Signal transduction_NOTCH signaling   5.71E-03 0,057 APH1B, ERBB4, FOS, FZD4, FZD7, 
MAP2K6, NRG1, PDGFC, SFRP1, TLE1, 
WNT10A, WNT6 

Cell adhesion_Cell-matrix interactions   7.41E-03 0,057 ADAM15, ADAMTS1, COL4A1, COL4A2, 
FBN1, ITGAV, ITGB4, LAMC2, TIMP3, 
VCAN 

Proteolysis_Connective tissue degradation 1.13E-02 0,067 ADAM15, ADAMTS1, COL4A1, COL4A2, 
CTSO, LAMC2, PLAT, SERPINB6, TFPI2, 
TIMP3 

Development_Skeletal muscle development  1.17E-02 0,063 COL4A1, COL4A2, GATA6, MYL9, SIRT1, 
TPM1 

Apoptosis_Death Domain receptors & caspases in 
apoptosis  

1.37E-02 0,065 CARD16, CASP1, CASP4, CASP5, CASP9, 
TIMP3, TNFRSF25, TNFSF9 

Cell adhesion_Integrin-mediated cell-matrix 
adhesion  

1.92E-02 0,052 COL4A1, COL4A2, FBN1, ITGAV, ITGB4, 
LAMC2, MYL9, MYLK, RAPH1, RND3, 
TSPAN8, TUBB4, TUBB6 

Signal Transduction_BMP and GDF signaling  2.93E-02 0,066 BMP2, BMP7, MAP2K6, MSX2, POU5F1, 
TLE1 

Cell adhesion_Platelet-endothelium-leucocyte 
interactions  

 3.29E-02 0,052 CD68, COL4A1, COL4A2, EDN1, EFNA4, 
EFNB1, IL6, ITGAV, PDGFC, PLAT, TFPI2 

Development_EMT_Regulation of epithelial-to-
mesenchymal transition 

 4.27E-02  0,048 APH1B, BMP2, BMP7, EDN1, FOS, FZD4, 
FZD7, HSD17B2, ITGAV, LIFR, MAP2K6, 
S100A4, TPM1, WNT10A, WNT6 

Development_Blood vessel morphogenesis   4.63E-02 0,047 APH1B, EDN1, ERBB4, FOS, FOXO1, NPPB, 
NRG1, PDE3B, PDE7A, PLAT 

Apoptosis_Apoptosis stimulation by external 
signals  

4.82E-02 0,054 APH1B, CASP9, ERBB4, FOS, NRG1, 
TNFRSF25 

 



 
 
 

 
 
 
Supplementary Table 1. Primers used for sqRT-PCR 
 
Oligo  
name 

Forward Reverse Product 
size 

Annealing 
5'-3' sequence 5'-3' sequence Temp. 

CD157 ACACTTGCGGGACATCTTCC GGGAATAGAGTGCCTGGACA 184 bp 57°C  

E-cadherin TGGAGGAATTCTTGCTTTGC CGTACATGTCAGCCAGCTTC 488 bp 55°C  

N-cadherin CACTGCTCAGGACCCAGAT TAAGCCGAGTGATGGTCC 416 bp 55°C  

β-catenin CCAGCGTGGACAATGGCTAC CTCTGAGCTCGAGTCATTGC 290 bp 55°C 

Snail TTCCAGCAGCCCTACGACCAG CGGACTCTTGGTGCTTGTGGA 682 bp 55°C 

Slug AAGCATTTCAACGCCTCCAA AAGGTAATGTGTGGGTCCGA 529 bp 55°C 

Zeb1 AGCAGTGAAAGAGAAGGG GGTCCTCTTCAGGTGCCT 229 bp 55°C 

Zeb2 GCGGCATATGGTGACACA TGCCACTAAACCCGTGTGTA 464 bp 55°C 

Twist1 GGAGTCCGCAGTCTTACGAG TCTGGAGGACCTGGTAGAGG 201 bp 55°C 

MMP2 GGCCCTGTCACTCCTGAGAT GGCATCCAGGTTATGGGGGA 474 bp 55°C 

MMP7 GGTCACCTACAGGATCGTATCATAT CATCACTGCATTAGGATCAGAGAAA 373 bp 55°C 

MMP9 GATGCGTGGAGAGTCGAAAT CACCAAACTGGATGACGATG 338 bp 55°C 

TIMP3 CTGACAGGTCGCGTCTATGA TGTGGCATTGATGATGCTTT 318 bp 55°C 

GAPDH GAGTCAACGGATTTGGTCGT TTGATTTTGGAGGGATCTCG 238 bp 55°C 

 
 
 



  
 
 
 
 

 
 

Supplementary Table 2. Primers used for qRT-PCR. 
 
Oligo 
name 

Forward primer Reverse primer Product 
size 5'-3' sequence 5'-3' sequenze 

ZEB1 AACTGCTGGGAGGATGACAC TCCTGCTTCATCTGCCTGA 75 bp 
SNAIL GCTGCAGGACTCTAATCCAGA ATCTCCGGAGGTGGGATG 84 bp 
TWIST1 CCCAACTCCCAGACACCTC CAAAAAGAAAGCGCCCAAC 96 bp 
EPCAM CGCAGCTCAGGAAGAATGTG TGAAGTACACTGGCATTGACG 88 bp 
CTTNBP2 GAGAATGCCAGTGTCACAAAAG TGTTGCTGCATTCAGTAGTTTG 68 bp 
BMP7 ACGCTTCGACAATGAGACG TGTCGAGCAGGAAGAGATCC 89 bp 
LAD1 GCCACCTCTTTGAGAAGGAA TTGATGTCACAACCCCTGAG 96 bp 
VCAN GCACCTGTGTGCCAGGATA CAGGGATTAGAGTGACATTCATCA 70 bp 
IGFBP2 GGTGGCAAGCATCACCTT ACCTGGTCCAGTTCCTGTTG 89 bp 
NR2F1 ATCGTGCTGTTCACGTCAGA GCTCCTCACGTACTCCTCCA 102 bp 
HS6ST2 AGACCCGGAACACATCTAAGAG TCAAGTACCGGGACACTGG 78 bp 
TPD52L1 CATCTGCTCTGGGAAGCAC GCAACGGTTCAGTCTCCAAC 101 bp 
E2F5 GCAACATGTCTCTGAAAGAAGC GATATCTCCACTAATAGATCCTGCTGA 85 bp 
ADM GCCTGCCCAGACCCTTAT GTAGCGCTTGACTCGGATG 100 bp 
MAP9 CCTCTTATTTATCTCCTTACTCCTCCA GCTTTGATCTGGTGGACAGTT 61 bp 
SYNE1 CCCCAAACAGACAGAAAACG CTATGTGGACTGCTGACAGAGG 76 bp 
TBP CGGCTGTTTAACTTCGCTTC CACACGCCAAGAAACAGTGA 75 bp 

 



Supplementary Table 3. Genes up-regulated in OVCAR-3 and OV-90 cells overexpressing 

CD157 vs the corresponding mock cells.  

   OVCAR-3 OV-90 
Entrez ID GeneSymbol GeneName logFC logFC 
8751 ADAM15 ADAM metallopeptidase domain 15 0,93 1,53 
83543 AIF1L allograft inflammatory factor 1-like 1,41 0,80 
50650 ARHGEF3 Rho guanine nucleotide exchange factor (GEF) 3 1,49 0,69 
140462 ASB9 ankyrin repeat and SOCS box containing 9 2,05 1,25 
51761 ATP8A2 ATPase, aminophospholipid transporter, class I, type 8A, 

member 2 
1,47 0,38 

8708 B3GALT1 UDP-Gal:betaGlcNAc beta 1,3-galactosyltransferase, 
polypeptide 1 

1,30 0,38 

655 BMP7 bone morphogenetic protein 7 4,00 1,00 
140707 BRI3BP BRI3 binding protein 1,58 0,41 
683 BST1 bone marrow stromal cell antigen 1 3,42 2,50 
118663 BTBD16 BTB (POZ) domain containing 16 3,35 0,55 
55010 C12orf48 chromosome 12 open reading frame 48 (PARP-1 binding 

protein) 
1,05 0,57 

80017 C14orf159 chromosome 14 open reading frame 159 (UPF0317 protein 
C14orf159, mitochondrial) 

0,50 1,20 

100130933 C17orf110 chromosome 17 open reading frame 110 (putative 
uncharacterized protein C17orf110) 

2,20 1,63 

128710 C20orf94 chromosome 20 open reading frame 94 (UPF0492 protein 
C20orf94) 

0,21 1,12 

150590 C2orf15 chromosome 2 open reading frame 15 (uncharacterized 
protein C2orf15) 

0,39 1,09 

203111 C8orf47 chromosome 8 open reading frame 47 (uncharacterized 
protein C8orf47) 

2,28 1,55 

91057 CCDC34 coiled-coil domain containing 34 0,44 1,52 
79937 CNTNAP3 contactin associated protein-like 3 1,69 0,36 
22837 COBLL1 COBL-like 1 1,20 0,76 
1282 COL4A1 collagen, type IV, alpha 1 1,89 0,62 
1284 COL4A2 collagen, type IV, alpha 2 2,36 0,76 
1363 CPE carboxypeptidase E 2,04 0,40 
9244 CRLF1 cytokine receptor-like factor 1 1,40 1,83 
54677 CROT carnitine O-octanoyltransferase 0,74 1,53 
1466 CSRP2 cysteine and glycine-rich protein 2 0,51 1,42 
56474 CTPS2 CTP synthase II 0,34 1,05 
83992 CTTNBP2 cortactin binding protein 2 4,72 0,73 
159013 CXorf38 chromosome X open reading frame 38 (uncharacterized 

protein CXorf38) 
1,25 0,38 

51523 CXXC5 CXXC finger protein 5 1,57 2,15 
54541 DDIT4 DNA-damage-inducible transcript 4 1,98 0,61 
1745 DLX1 distal-less homeobox 1 0,97 1,97 
1875 E2F5 E2F transcription factor 5, p130-binding 1,73 0,97 
1945 EFNA4 ephrin-A4 0,90 1,28 
1947 EFNB1 ephrin-B1 1,05 1,45 
79767 ELMO3 engulfment and cell motility 3 1,27 0,36 
4072 EPCAM epithelial cell adhesion molecule 5,48 0,42 
54869 EPS8L1 EPS8-like 1 1,20 0,48 
79956 ERMP1 endoplasmic reticulum metallopeptidase 1 1,77 0,97 
2114 ETS2 v-ets erythroblastosis virus E26 oncogene homolog 2 (avian) 0,93 1,13 
58489 FAM108C1 family with sequence similarity 108, member C1  0,45 1,42 
25854 FAM149A family with sequence similarity 149, member A 1,67 0,94 
100131997 FAM27E3 family with sequence similarity 27, member E3 1,91 0,26 



2254 FGF9 fibroblast growth factor 9 (glia-activating factor) 2,23 0,97 
2289 FKBP5 FK506 binding protein 5 0,65 1,88 
2348 FOLR1 folate receptor 1 (adult) 2,37 0,36 
2308 FOXO1 forkhead box O1 1,63 0,28 
80144 FRAS1 Fraser syndrome 1 0,73 1,06 
2530 FUT8 fucosyltransferase 8 (alpha (1,6) fucosyltransferase) 0,39 1,04 
8322 FZD4 frizzled family receptor 4 2,44 0,79 
8324 FZD7 frizzled family receptor 7 1,59 1,76 
2621 GAS6 growth arrest-specific 6 0,43 1,23 
113263 GLCCI1 glucocorticoid induced transcript 1 0,78 1,13 
83468 GLT8D2 glycosyltransferase 8 domain containing 2 2,40 0,92 
2791 GNG11 guanine nucleotide binding protein (G protein), gamma 11 5,14 0,95 
8908 GYG2 glycogenin 2 1,68 1,18 
79366 HMGN5 high mobility group nucleosome binding domain 5 0,57 2,31 
51361 HOOK1 hook homolog 1 (Drosophila) 0,96 1,32 
3206 HOXA10 homeobox A10 2,10 0,35 
3213 HOXB3 homeobox B3 3,54 0,34 
3215 HOXB5 homeobox B5 4,03 0,48 
3218 HOXB8 homeobox B8 2,95 0,48 
3219 HOXB9 homeobox B9 3,22 0,92 
9394 HS6ST1 heparan sulfate 6-O-sulfotransferase 1 1,92 0,62 
90161 HS6ST2 heparan sulfate 6-O-sulfotransferase 2 2,26 2,45 
3382 ICA1 islet cell autoantigen 1, 69kDa 0,52 2,50 
3418 IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial 0,65 1,32 
389792 IER5L immediate early response 5-like 1,21 2,30 
3485 IGFBP2 insulin-like growth factor binding protein 2, 36kDa 3,36 2,65 
140862 ISM1 isthmin 1 homolog (zebrafish) 0,24 2,48 
3685 ITGAV integrin, alpha V (vitronectin receptor, alpha polypeptide, 

antigen CD51) 
1,62 0,30 

3691 ITGB4 integrin, beta 4 1,27 1,98 
8645 KCNK5 potassium channel, subfamily K, member 5 1,16 1,08 
283102 KRT8P41 keratin 8 pseudogene 41 2,31 0,27 
3898 LAD1 ladinin 1 3,59 3,66 
3902 LAG3 lymphocyte-activation gene 3 0,56 1,74 
3918 LAMC2 laminin, gamma 2 0,78 2,10 
3936 LCP1 lymphocyte cytosolic protein 1 (L-plastin) 0,54 1,11 
100505938 LOC100505938 hypothetical LOC100505938 0,76 1,07 
100506305 LOC100506305 hypothetical LOC100506305 3,21 0,49 
645249 LOC645249 hypothetical LOC645249 0,71 1,25 
645722 LOC645722 hypothetical protein LOC645722 1,68 0,40 
23266 LPHN2 latrophilin 2 2,37 1,03 
79694 MANEA mannosidase, endo-alpha 0,50 1,23 
149175 MANEAL mannosidase, endo-alpha-like 0,93 2,15 
5608 MAP2K6 mitogen-activated protein kinase kinase 6 1,56 0,41 
1953 MEGF6 multiple EGF-like-domains 6 2,66 0,40 
4240 MFGE8 milk fat globule-EGF factor 8 protein 1,50 0,79 
3110 MNX1 motor neuron and pancreas homeobox 1 0,40 1,94 
10205 MPZL2 myelin protein zero-like 2 1,30 0,81 
9107 MTMR6 myotubularin related protein 6 2,56 0,27 
4613 MYCN v-myc myelocytomatosis viral related oncogene, 

neuroblastoma derived (avian) 
1,66 1,07 

4638 MYLK myosin light chain kinase 1,13 0,45 
80896 NPL N-acetylneuraminate pyruvate lyase (dihydrodipicolinate 

synthase) 
1,60 0,37 

7025 NR2F1 nuclear receptor subfamily 2, group F, member 1 3,30 1,42 
7026 NR2F2 nuclear receptor subfamily 2, group F, member 2 1,74 0,63 



11163 NUDT4 nudix (nucleoside diphosphate linked moiety X)-type motif 4 1,78 0,45 
9480 ONECUT2 one cut homeobox 2 1,74 0,79 
5140 PDE3B phosphodiesterase 3B, cGMP-inhibited 0,42 1,00 
5150 PDE7A phosphodiesterase 7A 0,44 1,55 
23037 PDZD2 PDZ domain containing 2 0,76 1,74 
55825 PECR peroxisomal trans-2-enoyl-CoA reductase 1,00 0,44 
26207 PITPNC1 phosphatidylinositol transfer protein, cytoplasmic 1 1,14 0,60 
55344 PLCXD1 phosphatidylinositol-specific phospholipase C, X domain 

containing 1 
3,23 0,65 

91584 PLXNA4 plexin A4 1,95 0,40 
5420 PODXL podocalyxin-like 1,89 0,33 
29968 PSAT1 phosphoserine aminotransferase 1 1,36 0,74 
5818 PVRL1 poliovirus receptor-related 1 (herpesvirus entry mediator C) 0,77 1,44 
26056 RAB11FIP5 RAB11 family interacting protein 5 (class I) 0,35 1,14 
5865 RAB3B RAB3B, member RAS oncogene family 0,59 1,25 
5891 RAGE renal tumor antigen 1,83 0,47 
5983 RFC3 replication factor C (activator 1) 3, 38kDa 0,51 1,00 
55819 RNF130 ring finger protein 130 0,54 1,95 
84816 RTN4IP1 reticulon 4 interacting protein 1 1,12 0,29 
6275 S100A4 S100 calcium binding protein A4 0,29 1,75 
6337 SCNN1A sodium channel, nonvoltage-gated 1 alpha 0,59 1,79 
57556 SEMA6A sema domain, transmembrane domain (TM), and 

cytoplasmic domain, (semaphorin) 6A 
1,16 1,56 

6422 SFRP1 secreted frizzled-related protein 1 1,20 2,16 
157285 SGK223 homolog of rat pragma of Rnd2 1,28 0,48 
124923 SGK494 uncharacterized serine/threonine-protein kinase SgK494 1,00 0,28 
130367 SGPP2 sphingosine-1-phosphate phosphatase 2 1,79 0,98 
6451 SH3BGRL SH3 domain binding glutamic acid-rich protein like 0,92 2,66 
387914 SHISA2 shisa homolog 2 (Xenopus laevis) 0,58 1,95 
6495 SIX1 SIX homeobox 1 0,76 1,37 
54020 SLC37A1 solute carrier family 37 (glycerol-3-phosphate transporter), 

member 1 
1,10 0,26 

54498 SMOX spermine oxidase 1,01 0,33 
10580 SORBS1 sorbin and SH3 domain containing 1 1,00 1,49 
23635 SSBP2 single-stranded DNA binding protein 2 1,48 0,64 
26872 STEAP1 six transmembrane epithelial antigen of the prostate 1 2,00 1,36 
219736 STOX1 storkhead box 1 2,17 0,25 
55359 STYK1 serine/threonine/tyrosine kinase 1 0,43 1,04 
10579 TACC2 transforming, acidic coiled-coil containing protein 2 0,85 1,41 
6948 TCN2 transcobalamin II 1,14 0,44 
79600 TCTN1 tectonic family member 1 1,03 0,64 
7980 TFPI2 tissue factor pathway inhibitor 2 2,05 0,77 
84216 TMEM117 transmembrane protein 117 0,89 1,83 
80757 TMEM121 transmembrane protein 121 1,39 0,24 
92691 TMEM169 transmembrane protein 169 1,31 0,38 
201931 TMEM192 transmembrane protein 192 0,56 1,58 
7114 TMSB4X thymosin beta 4, X-linked 0,82 1,23 
8718 TNFRSF25 tumor necrosis factor receptor superfamily, member 25 1,74 0,28 
10040 TOM1L1 target of myb1 (chicken)-like 1 0,37 1,22 
11257 TP53TG1 TP53 target 1 (non-protein coding) 0,35 2,15 
7164 TPD52L1 tumor protein D52-like 1 1,94 3,99 
7168 TPM1 tropomyosin 1 (alpha) 1,79 1,18 
6738 TROVE2 TROVE domain family, member 2 0,58 1,00 
10194 TSHZ1 teashirt zinc finger homeobox 1 1,71 0,98 
7365 UGT2B10 UDP glucuronosyltransferase 2 family, polypeptide B10 1,45 0,25 
10720 UGT2B11 UDP glucuronosyltransferase 2 family, polypeptide B11 1,36 0,42 



7364 UGT2B7 UDP glucuronosyltransferase 2 family, polypeptide B7 1,54 0,38 
10451 VAV3 vav 3 guanine nucleotide exchange factor 1,70 0,30 
1462 VCAN versican 3,57 0,37 
9686 VGLL4 vestigial like 4 (Drosophila) 0,87 1,21 
79971 WLS wntless homolog (Drosophila) 2,07 0,76 
80326 WNT10A wingless-type MMTV integration site family, member 10A 0,55 1,21 
7475 WNT6 wingless-type MMTV integration site family, member 6 1,71 1,45 
284273 ZADH2 zinc binding alcohol dehydrogenase domain containing 2 1,48 1,44 
29800 ZDHHC1 zinc finger, DHHC-type containing 1 0,41 1,55 
150244 ZDHHC8P1 zinc finger, DHHC-type containing 8 pseudogene 1 2,04 1,11 
85416 ZIC5 Zic family member 5 1,22 0,30 
7581 ZNF33A zinc finger protein 33A 0,27 1,45 
84671 ZNF347 zinc finger protein 347 0,56 1,17 
59348 ZNF350 zinc finger protein 350 1,74 0,44 
79986 ZNF702P zinc finger protein 702, pseudogene 1,22 1,60 
 



Supplementary Table 4. Genes down-regulated in OVCAR-3 and OV-90 cells overexpressing 

CD157 vs the corresponding control cells.  

   OVCAR-3 OV-90 
Entrez ID GeneSymbol GeneName logFC logFC 
9510 ADAMTS1 ADAM metallopeptidase with thrombospondin type 1 

motif, 1 
-0,71 -1,81 

133 ADM adrenomedullin -2,89 -1,51 
11217 AKAP2 A kinase (PRKA) anchor protein 2 -2,66 -0,63 
4329 ALDH6A1 aldehyde dehydrogenase 6 family, member A1 -0,67 -1,04 
241 ALOX5AP arachidonate 5-lipoxygenase-activating protein -0,55 -1,64 
651746 ANKRD33B ankyrin repeat domain 33B -1,02 -0,57 
65124 ANKRD57 ankyrin repeat domain 57 -1,53 -0,65 
83464 APH1B anterior pharynx defective 1 homolog B (C. elegans) -0,64 -2,59 
8542 APOL1 apolipoprotein L, 1 -2,20 -0,77 
10865 ARID5A AT rich interactive domain 5A (MRF1-like) -1,04 -0,35 
80117 ARL14 ADP-ribosylation factor-like 14 -1,42 -0,27 
558 AXL AXL receptor tyrosine kinase -1,36 -0,36 
570 BAAT bile acid CoA: amino acid N-acyltransferase (glycine N-

choloyltransferase) 
-0,53 -1,10 

597 BCL2A1 BCL2-related protein A1 -0,51 -1,06 
650 BMP2 bone morphogenetic protein 2 -2,50 -1,23 
664 BNIP3 BCL2/adenovirus E1B 19kDa interacting protein 3 -0,73 -2,32 
56935 C11orf75 chromosome 11 open reading frame 75 (UPF0443 protein 

C11orf75) 
-1,05 -0,74 

55337 C19orf66 chromosome 19 open reading frame 66 (UPF0515 protein 
C19orf66) 

-1,24 -0,60 

716 C1S complement component 1, s subcomponent -0,39 -1,13 
152641 C4orf38 chromosome 4 open reading frame 38 -1,87 -0,44 
221749 C6orf145 chromosome 6 open reading frame 145 -1,29 -0,72 
286144 C8orf83 chromosome 8 open reading frame 83 -0,57 -1,62 
84267 C9orf64 chromosome 9 open reading frame 64 -0,38 -1,30 
114769 CARD16 caspase recruitment domain family, member 16 -0,94 -1,08 
834 CASP1 caspase 1, apoptosis-related cysteine peptidase (interleukin 

1, beta, convertase) 
-1,23 -0,50 

837 CASP4 caspase 4, apoptosis-related cysteine peptidase -3,75 -0,85 
838 CASP5 caspase 5, apoptosis-related cysteine peptidase -3,15 -0,77 
842 CASP9 caspase 9, apoptosis-related cysteine peptidase -0,26 -1,03 
25819 CCRN4L CCR4 carbon catabolite repression 4-like (S. cerevisiae) -1,05 -0,39 
23607 CD2AP CD2-associated protein -0,71 -1,01 
1604 CD55 CD55 molecule, decay accelerating factor for complement 

(Cromer blood group) 
-2,15 -0,61 

968 CD68 CD68 molecule -1,20 -0,33 
10602 CDC42EP3 CDC42 effector protein (Rho GTPase binding) 3 -1,89 -0,81 
55602 CDKN2AIP CDKN2A interacting protein -1,04 -0,99 
84952 CGNL1 cingulin-like 1 -1,10 -1,78 
26511 CHIC2 cysteine-rich hydrophobic domain 2 -0,79 -1,06 
1119 CHKA choline kinase alpha -1,73 -0,39 
51200 CPA4 carboxypeptidase A4 -1,68 -2,07 
126129 CPT1C carnitine palmitoyltransferase 1C -0,71 -1,83 
54504 CPVL carboxypeptidase, vitellogenic-like -1,82 -0,31 
84699 CREB3L3 cAMP responsive element binding protein 3-like 3 -0,35 -1,44 
51232 CRIM1 cysteine rich transmembrane BMP regulator 1 (chordin-

like) 
-1,85 -0,79 

1396 CRIP1 cysteine-rich protein 1 (intestinal) -0,36 -1,03 



1519 CTSO cathepsin O -0,47 -1,58 
2920 CXCL2 chemokine (C-X-C motif) ligand 2 -2,21 -0,41 
2921 CXCL3 chemokine (C-X-C motif) ligand 3 -2,25 -0,45 
56603 CYP26B1 cytochrome P450, family 26, subfamily B, polypeptide 1 -1,00 -1,31 
115265 DDIT4L DNA-damage-inducible transcript 4-like -1,29 -1,94 
91351 DDX60L DEAD (Asp-Glu-Ala-Asp) box polypeptide 60-like -0,37 -1,27 
10202 DHRS2 dehydrogenase/reductase (SDR family) member 2 -0,98 -1,62 
10901 DHRS4 dehydrogenase/reductase (SDR family) member 4 -0,78 -1,52 
728635 DHRS4L1 dehydrogenase/reductase (SDR family) member 4 like 1 -0,51 -1,09 
1789 DNMT3B DNA (cytosine-5-)-methyltransferase 3 beta -2,38 -0,25 
1843 DUSP1 dual specificity phosphatase 1 -2,47 -0,26 
11221 DUSP10 dual specificity phosphatase 10 -1,63 -0,26 
51207 DUSP13 dual specificity phosphatase 13 -0,32 -2,53 
11072 DUSP14 dual specificity phosphatase 14 -1,48 -0,81 
1906 EDN1 endothelin 1 -0,39 -1,70 
30846 EHD2 EH-domain containing 2 -2,01 -1,96 
2013 EMP2 epithelial membrane protein 2 -2,49 -0,91 
2066 ERBB4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 

(avian) 
-0,40 -2,67 

3992 FADS1 fatty acid desaturase 1 -0,48 -1,29 
9415 FADS2 fatty acid desaturase 2 -1,21 -0,95 
159091 FAM122C family with sequence similarity 122C -0,29 -2,19 
116496 FAM129A family with sequence similarity 129, member A -4,03 -1,33 
54463 FAM134B family with sequence similarity 134, member B -1,80 -2,98 
55603 FAM46A family with sequence similarity 46, member A -1,49 -1,13 
115572 FAM46B family with sequence similarity 46, member B -1,01 -0,62 
81553 FAM49A family with sequence similarity 49, member A -1,97 -0,40 
2200 FBN1 fibrillin 1 -2,40 -1,45 
26269 FBXO8 F-box protein 8 -1,28 -0,79 
57600 FNIP2 folliculin interacting protein 2 -1,54 -1,53 
2353 FOS FBJ murine osteosarcoma viral oncogene homolog -1,36 -0,99 
51083 GAL galanin prepropeptide -1,23 -0,42 
2627 GATA6 GATA binding protein 6 -1,42 -1,74 
2643 GCH1 GTP cyclohydrolase 1 -0,31 -1,26 
2710 GK glycerol kinase -1,39 -0,33 
2982 GUCY1A3 guanylate cyclase 1, soluble, alpha 3 -0,54 -1,18 
2983 GUCY1B3 guanylate cyclase 1, soluble, beta 3 -1,50 -1,91 
51454 GULP1 GULP, engulfment adaptor PTB domain containing 1 -2,64 -1,14 
3005 H1F0 H1 histone family, member 0 -1,06 -0,46 
57493 HEG1 HEG homolog 1 (zebrafish) -1,24 -0,35 
9931 HELZ helicase with zinc finger -1,09 -0,33 
8334 HIST1H2AC histone cluster 1, H2ac -1,81 -0,62 
3013 HIST1H2AD histone cluster 1, H2ad -2,08 -0,34 
3012 HIST1H2AE histone cluster 1, H2ae -1,59 -0,34 
8344 HIST1H2BE histone cluster 1, H2be -2,02 -0,26 
8345 HIST1H2BH histone cluster 1, H2bh -2,11 -0,24 
8346 HIST1H2BI histone cluster 1, H2bi -1,91 -0,26 
8970 HIST1H2BJ histone cluster 1, H2bj -2,09 -0,25 
85236 HIST1H2BK histone cluster 1, H2bk -2,57 -0,38 
8340 HIST1H2BL histone cluster 1, H2bl -2,21 -0,25 
8351 HIST1H3D histone cluster 1, H3d -1,48 -0,34 
8365 HIST1H4H histone cluster 1, H4h -1,65 -0,25 
723790 HIST2H2AA4 histone cluster 2, H2aa4 -2,32 -0,37 
8349 HIST2H2BE histone cluster 2, H2be -2,10 -0,63 
3294 HSD17B2 hydroxysteroid (17-beta) dehydrogenase 2 -3,09 -1,40 



3373 HYAL1 hyaluronoglucosaminidase 1 -1,76 -0,29 
3384 ICAM2 intercellular adhesion molecule 2 -1,05 -0,67 
3569 IL6 interleukin 6 (interferon, beta 2) -0,66 -3,01 
9314 KLF4 Kruppel-like factor 4 (gut) -0,48 -1,44 
1316 KLF6 Kruppel-like factor 6 -0,60 -1,50 
388533 KRTDAP keratinocyte differentiation-associated protein -0,20 -1,70 
81606 LBH limb bud and heart development homolog (mouse) -2,27 -1,35 
10186 LHFP lipoma HMGIC fusion partner -0,92 -1,99 
3977 LIFR leukemia inhibitory factor receptor alpha -1,61 -0,89 
100128893 LOC100128893 hypothetical LOC100128893 -0,29 -1,58 
100288911 LOC100288911 hypothetical LOC100288911 -2,21 -1,07 
100506870 LOC100506870 hypothetical LOC100506870 -1,96 -0,50 
100506990 LOC100506990 hypothetical LOC100506990 -0,38 -2,26 
100510161 LOC100510161 hypothetical LOC100510161 -1,33 -0,24 
151534 LOC151534 hypothetical LOC151534 -1,10 -0,43 
643650 LOC643650 hypothetical LOC643650 -1,40 -0,54 
23175 LPIN1 lipin 1 -1,51 -1,51 
84230 LRRC8C leucine rich repeat containing 8 family, member C -1,97 -0,74 
129530 LYG1 lysozyme G-like 1 -1,10 -0,48 
23764 MAFF v-maf musculoaponeurotic fibrosarcoma oncogene 

homolog F (avian) 
-1,01 -0,45 

81631 MAP1LC3B microtubule-associated protein 1 light chain 3 beta -0,66 -1,26 
79884 MAP9 microtubule-associated protein 9 -1,36 -2,44 
4082 MARCKS myristoylated alanine-rich protein kinase C substrate -3,38 -0,68 
4147 MATN2 matrilin 2 -0,91 -1,43 
10150 MBNL2 muscleblind-like 2 (Drosophila) -1,09 -0,87 
1955 MEGF9 multiple EGF-like-domains 9 -2,11 -0,44 
4257 MGST1 microsomal glutathione S-transferase 1 -4,37 -0,26 
9645 MICAL2 microtubule associated monoxygenase, calponin and LIM 

domain containing 2 
-1,40 -0,55 

4286 MITF microphthalmia-associated transcription factor -0,82 -1,62 
54996 MOSC2 MOCO sulphurase C-terminal domain containing 2 -0,55 -2,02 
56180 MOSPD1 motile sperm domain containing 1 -0,57 -1,62 
8777 MPDZ multiple PDZ domain protein -1,71 -1,76 
4488 MSX2 msh homeobox 2 -1,60 -0,91 
55545 MSX2P1 msh homeobox 2 pseudogene 1 -1,48 -0,53 
10588 MTHFS 5,10-methenyltetrahydrofolate synthetase (5-

formyltetrahydrofolate cyclo-ligase) 
-0,53 -1,87 

4615 MYD88 myeloid differentiation primary response gene (88) -1,55 -0,36 
10398 MYL9 myosin, light chain 9, regulatory -0,76 -1,43 
135112 NCOA7 nuclear receptor coactivator 7 -0,87 -1,96 
90271 NCRNA00263 non-protein coding RNA 263 -0,41 -1,57 
4535 ND1 NADH dehydrogenase, subunit 1 (complex I) -1,32 -0,33 
4541 ND6 NADH dehydrogenase, subunit 6 (complex I) -1,63 -1,77 
4824 NKX3-1 NK3 homeobox 1 -2,30 -1,15 
57502 NLGN4X neuroligin 4, X-linked -1,66 -0,49 
4879 NPPB natriuretic peptide B -1,90 -0,32 
3084 NRG1 neuregulin 1 -1,82 -0,87 
146183 OTOA otoancorin -0,24 -1,32 
9060 PAPSS2 3'-phosphoadenosine 5'-phosphosulfate synthase 2 -0,46 -1,15 
56965 PARP6 poly (ADP-ribose) polymerase family, member 6 -0,34 -1,86 
5090 PBX3 pre-B-cell leukemia homeobox 3 -1,75 -0,71 
56034 PDGFC platelet derived growth factor C -2,93 -1,12 
64236 PDLIM2 PDZ and LIM domain 2 (mystique) -1,27 -0,49 
118987 PDZD8 PDZ domain containing 8 -1,05 -0,28 
5236 PGM1 phosphoglucomutase 1 -0,83 -1,28 



5266 PI3 peptidase inhibitor 3, skin-derived -1,35 -1,19 
5292 PIM1 pim-1 oncogene -0,31 -1,65 
5327 PLAT plasminogen activator, tissue -1,11 -1,50 
79887 PLBD1 phospholipase B domain containing 1 -0,99 -2,18 
5352 PLOD2 procollagen-lysine, 2-oxoglutarate 5-dioxygenase 2 -1,35 -0,53 
5360 PLTP phospholipid transfer protein -0,24 -1,15 
5460 POU5F1 POU class 5 homeobox 1 -2,07 -0,47 
642559 POU5F1P3 POU class 5 homeobox 1 pseudogene 3 -2,05 -0,35 
645682 POU5F1P4 POU class 5 homeobox 1 pseudogene 4 -1,96 -0,39 
25845 PP7080 hypothetical LOC25845 -0,51 -1,76 
8496 PPFIBP1 PTPRF interacting protein, binding protein 1 (liprin beta 1) -0,73 -1,75 
23645 PPP1R15A protein phosphatase 1, regulatory (inhibitor) subunit 15A -2,08 -0,47 
5538 PPT1 palmitoyl-protein thioesterase 1 -1,26 -0,53 
8842 PROM1 prominin 1 -1,55 -3,23 
5734 PTGER4 prostaglandin E receptor 4 (subtype EP4) -1,03 -1,36 
754 PTTG1IP pituitary tumor-transforming 1 interacting protein -1,13 -0,54 
11264 PXMP4 peroxisomal membrane protein 4, 24kDa -1,46 -0,37 
23475 QPRT quinolinate phosphoribosyltransferase -1,04 -0,84 
11031 RAB31 RAB31, member RAS oncogene family -0,27 -1,20 
10981 RAB32 RAB32, member RAS oncogene family -3,75 -0,92 
10267 RAMP1 receptor (G protein-coupled) activity modifying protein 1 -0,47 -2,43 
9693 RAPGEF2 Rap guanine nucleotide exchange factor (GEF) 2 -0,62 -1,31 
65059 RAPH1 Ras association (RalGDS/AF-6) and pleckstrin homology 

domains 1 
-2,17 -0,45 

23180 RFTN1 raftlin, lipid raft linker 1 -2,39 -1,07 
26575 RGS17 regulator of G-protein signaling 17 -1,04 -1,59 
5997 RGS2 regulator of G-protein signaling 2, 24kDa -1,43 -1,74 
8490 RGS5 regulator of G-protein signaling 5 -0,28 -3,69 
9886 RHOBTB1 Rho-related BTB domain containing 1 -1,62 -0,74 
29984 RHOD ras homolog gene family, member D -0,56 -1,20 
83547 RILP Rab interacting lysosomal protein -1,16 -0,62 
8780 RIOK3 RIO kinase 3 (yeast) -0,94 -1,17 
390 RND3 Rho family GTPase 3 -1,38 -0,44 
1992 SERPINB1 serpin peptidase inhibitor, clade B (ovalbumin), member 1 -0,45 -1,12 
5269 SERPINB6 serpin peptidase inhibitor, clade B (ovalbumin), member 6 -0,92 -1,34 
57568 SIPA1L2 signal-induced proliferation-associated 1 like 2 -2,04 -0,39 
23411 SIRT1 sirtuin 1 -1,08 -0,30 
8273 SLC10A3 solute carrier family 10 (sodium/bile acid cotransporter 

family), member 3 
-0,25 -1,25 

201780 SLC10A4 solute carrier family 10 (sodium/bile acid cotransporter 
family), member 4 

-2,14 -1,49 

114789 SLC25A25 solute carrier family 25 (mitochondrial carrier; phosphate 
carrier), member 25 

-1,24 -0,32 

8651 SOCS1 suppressor of cytokine signaling 1 -0,50 -1,30 
6775 STAT4 signal transducer and activator of transcription 4 -0,32 -1,04 
23345 SYNE1 spectrin repeat containing, nuclear envelope 1 -1,74 -1,72 
23224 SYNE2 spectrin repeat containing, nuclear envelope 2 -1,20 -0,25 
7078 TIMP3 TIMP metallopeptidase inhibitor 3 -1,91 -1,09 
7088 TLE1 transducin-like enhancer of split 1 (E(sp1) homolog, 

Drosophila) 
-1,96 -0,40 

83935 TMEM133 transmembrane protein 133 -1,03 -0,53 
134285 TMEM171 transmembrane protein 171 -1,04 -0,63 
23670 TMEM2 transmembrane protein 2 -1,30 -0,41 
79041 TMEM38A transmembrane protein 38A -0,61 -1,31 
120224 TMEM45B transmembrane protein 45B -1,00 -1,38 
8744 TNFSF9 tumor necrosis factor (ligand) superfamily, member 9 -1,46 -0,31 



9540 TP53I3 tumor protein p53 inducible protein 3 -1,89 -1,14 
8460 TPST1 tyrosylprotein sulfotransferase 1 -0,52 -1,16 
7103 TSPAN8 tetraspanin 8 -0,36 -1,59 
10382 TUBB4 tubulin, beta 4 -0,90 -1,13 
84617 TUBB6 tubulin, beta 6 -1,16 -1,71 
7286 TUFT1 tuftelin 1 -1,79 -0,24 
26609 VCX variable charge, X-linked -0,47 -3,87 
51480 VCX2 variable charge, X-linked 2 -0,46 -3,87 
51481 VCX3A variable charge, X-linked 3A -0,60 -3,93 
80014 WWC2 WW and C2 domain containing 2 -1,13 -1,15 
55625 ZDHHC7 zinc finger, DHHC-type containing 7 -0,65 -1,34 
7570 ZNF22 zinc finger protein 22 (KOX 15) -1,07 -0,82 
147947 ZNF542 zinc finger protein 542 -0,38 -1,53 
7784 ZP3 zona pellucida glycoprotein 3 (sperm receptor) -1,31 -0,49 
 



Supplementary Table 5. GeneGo pathway maps and GeneGo process networks analysis of the 

CD157-associated molecular signatures. 

GeneGo pathway maps Pvalue Ratio Genes 

GTP metabolism 6.76E-03 0,125 GUCY1A3, GUCY1B3 

Cytoskeleton remodeling_TGF, WNT and 
cytoskeletal remodeling 

1.55E-02 0,075 CASP9, COL4A1, COL4A2, FZD4, FZD7, 
MYL9, MYLK, PLAT, WNT10A, WNT6 

Cell adhesion_ECM remodeling 1.85E-02 0,098 COL4A1, COL4A2, ERBB4, LAMC2, PLAT, 
TIMP3, VCAN 

Cell adhesion_Plasmin signaling 1.87E-02 0,118 COL4A1, COL4A2, MAP2K6, PLAT, TFPI2 

Nicotine metabolism in liver 2.88E-02 0,222 UGT2B10, UGT2B7 

Immune response_IL-1 signaling pathway 4.35E-02 0,091 FOS, EDN1, IL6, MAP2K6, MYD88 

Cell adhesion_Integrin-mediated cell adhesion 
and migration 

4.67E-02 0,089 COL4A1, COL4A2, MYLK, MYL9 

Cytoskeleton remodeling_Alpha-1A adrenergic 
receptor-dependent inhibition of PI3K 

4.97E-02 0,167 MYLK, MYL9 

 

GeneGO process networks Pvalue Ratio Genes 

Development_Ossification and bone remodeling  5.07E-04 0,079 BMP2, BMP7, ETS2, FOXO1, FZD4, FZD7, 
IGFBP2, ITGAV, MAP2K6, MSX2, PTGER4, 
WNT10A, WNT6 

Signal transduction_NOTCH signaling   5.71E-03 0,057 APH1B, ERBB4, FOS, FZD4, FZD7, 
MAP2K6, NRG1, PDGFC, SFRP1, TLE1, 
WNT10A, WNT6 

Cell adhesion_Cell-matrix interactions   7.41E-03 0,057 ADAM15, ADAMTS1, COL4A1, COL4A2, 
FBN1, ITGAV, ITGB4, LAMC2, TIMP3, 
VCAN 

Proteolysis_Connective tissue degradation 1.13E-02 0,067 ADAM15, ADAMTS1, COL4A1, COL4A2, 
CTSO, LAMC2, PLAT, SERPINB6, TFPI2, 
TIMP3 

Development_Skeletal muscle development  1.17E-02 0,063 COL4A1, COL4A2, GATA6, MYL9, SIRT1, 
TPM1 

Apoptosis_Death Domain receptors & caspases in 
apoptosis  

1.37E-02 0,065 CARD16, CASP1, CASP4, CASP5, CASP9, 
TIMP3, TNFRSF25, TNFSF9 

Cell adhesion_Integrin-mediated cell-matrix 
adhesion  

1.92E-02 0,052 COL4A1, COL4A2, FBN1, ITGAV, ITGB4, 
LAMC2, MYL9, MYLK, RAPH1, RND3, 
TSPAN8, TUBB4, TUBB6 

Signal Transduction_BMP and GDF signaling  2.93E-02 0,066 BMP2, BMP7, MAP2K6, MSX2, POU5F1, 
TLE1 

Cell adhesion_Platelet-endothelium-leucocyte 
interactions  

 3.29E-02 0,052 CD68, COL4A1, COL4A2, EDN1, EFNA4, 
EFNB1, IL6, ITGAV, PDGFC, PLAT, TFPI2 

Development_EMT_Regulation of epithelial-to-
mesenchymal transition 

 4.27E-02  0,048 APH1B, BMP2, BMP7, EDN1, FOS, FZD4, 
FZD7, HSD17B2, ITGAV, LIFR, MAP2K6, 
S100A4, TPM1, WNT10A, WNT6 

Development_Blood vessel morphogenesis   4.63E-02 0,047 APH1B, EDN1, ERBB4, FOS, FOXO1, NPPB, 
NRG1, PDE3B, PDE7A, PLAT 

Apoptosis_Apoptosis stimulation by external 
signals  

4.82E-02 0,054 APH1B, CASP9, ERBB4, FOS, NRG1, 
TNFRSF25 

 



Supplementary Figure 1. Morphological and functional modifications induced by CD157 

knockdown in OV-90 cells. 

(A) sqRT-PCR showing cells retrovirally transduced with a shRNA that targets the human CD157 

mRNA, resulting in efficient knockdown of CD157 expression. GAPDH is shown as the internal 

control. (B) Morphology of colonies formed by OV-90/scramble and OV-90/shCD157 cells. 

Representative colonies visualized after crystal violet staining are shown. Scale bar: 200 μM. (C) 

Effect of CD157 knockdown on OV-90 cell migration in a scratch-wound assay. Cells were grown 

as monolayers, wounded, and photographed at time 0 and at 24 h (scale bar: 200 μM). Wound edges 

are indicated by black dashed lines. (D) The ability of OV-90/scramble and OV-90/shCD157 cells 

to close the wound was calculated by measuring 20 randomly chosen distances along the wound 

edge at time 0 and at 24 h. Results represent the percentage reduction of the average wound width 

and are expressed as the mean ± SEM of three independent experiments. ** P <0.01, two-tailed t 

test. (E) qRT-PCR of selected validated genes. Data show the log(FC) in OV-90/CD157 and OV-

90/shCD157 cells. EPCAM, VCAN, HS6ST2 and TPD52L1, which are among the upregulated 

genes in OV-90/CD157 cells, are downregulated in OV-90/shCD157 cells. 
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