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Solid tumours are complex and heterogeneous systems, which exist in a dynamic biophysical

microenvironment. Conventional cancer research methods have long relied on two-dimensional (2D) static

cultures which neglect the dynamic, three-dimensional (3D) nature of the biophysical tumour

microenvironment (TME), especially the role and impact of interstitial fluid flow (IFF). To address this, we

undertook a transcriptome-wide analysis of the impact of IFF-like perfusion flow using a spheroid-on-chip

microfluidic platform, which allows 3D cancer spheroids to be integrated into extracellular matrices (ECM)-

like hydrogels and exposed to continuous perfusion, to mimic IFF in the TME. Importantly, we have

performed these studies both in experimental (normoxia) and pathophysiological (hypoxia) oxygen

conditions. Our data indicated that gene expression was altered by flow when compared to static

conditions, and for the first time showed that these gene expression patterns differed in different oxygen

tensions, reflecting a differential role of spheroid perfusion in IFF-like flow in tumour-relevant hypoxic

conditions in the biophysical TME. We were also able to identify factors primarily linked with IFF-like

conditions which are linked with prognostic value in cancer patients and therefore could correspond to a

potential novel biomarker of IFF in cancer. This study therefore highlights the need to consider relevant

oxygen conditions when studying the impact of flow in cancer biology, as well as demonstrating the

potential of microfluidic models of flow to identify IFF-relevant tumour biomarkers.

Introduction

The biophysiological forces present within the tumour
microenvironment (TME) have gained increased interest for
their roles in tumour progression in recent years. For
example, there is extensive evidence that low oxygen in
tumours (hypoxia), as well as nutrient provision and
interactions with other cells, drives changes in gene
expression, underpinning tumour progression and spread.1–3

Another aspect of the tumour biophysical TME is interstitial
fluid flow (IFF), which has largely been overlooked in in vitro

recapitulations of the TME. IFF velocity in vivo in tumours is
generally accepted as being in the range of 1 × 10−4–10 mm
s−1, although it is still poorly characterised.4–6 Of particular
interest in the field is the impact it may have on the epithelial
to mesenchymal transition (EMT) and early changes in
tumour progression.7,8 A large proportion of studies have
focused specifically on the role of IFF in cell invasion and
motility and many have been conducted in single cell models
rather than 3D structures. One such study showed that IFF
can guide tumour cell invasion along the flow direction.9 IFF
has even been shown to promote tumour cell invasion via
stromal-cell-mediated matrix remodelling within the TME,
demonstrating a relationship between IFF and the TME.10

Other groups have used methods such as computational
modelling to examine the spatial gradients in interstitial fluid
that influence the direction of tumour cells as they invade.6

More extensive work has been done regarding the effect of
fluid shear stresses on gene expression changes, including on
endothelial cells in vascular networks. Helle and colleagues
examined transcriptomic remodelling of endothelial cells
induced by flow replicating blood flow-induced shear stress.11

Further studies using renal epithelial cells also established
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transcriptomic changes caused by variations in fluid shear
stress that led to upregulation of TGF-β, MAPK, and Wnt
signalling pathways.12,13 Yang & Xu and Follain and colleagues
also used low shear stress to analyse gene expression profiles
of endothelial cells and found significant differences in their
transcriptomes as a result of flow.14,15 Whilst these studies
did not use cancer cells or indeed even a tumour-like
microenvironment, they point to the significant influence that
fluid flow can have on gene expression in these cells.

Many of the studies on IFF in the context of cancer have
used 2D models or single cell suspensions in 3D environments,
which do not simulate the structural depth and physiology of
the TME. Spheroids have a 3D structure that results in
heterogeneous acquisition of nutrients and oxygen diffusion
throughout the spheroid, similar to that seen in tumours,
making them a useful in vitro model.16 While spheroids better
address the 3D nature of the TME they are generally still
housed in static conditions and therefore do not incorporate

Fig. 1 Updated spheroid on chip perfusion device design and initial evaluation of impact of IFF-like flow on EMT. (A and B) Schematic (A) and
photograph (B) of the spheroid-on-chip microfluidic perfusion device showing the main components and key dimensions. (A) 4 mm wide inlet and
outlet ports are placed at each end of the chip, with a 1.5 mm wide channel running from the inlet to the outlet. 27 mm downstream of the inlet, a
spheroid chamber is included, with an access port with a PDMS plug for spheroid loading. (B) Brilliant blue dye flowing through the chip
demonstrates the location of the channel and direction of flow. (C and D) Spheroids remain viable in flow conditions. MCF7 spheroids were formed
from 9 × 104 cells seeded in a ULA plate. Spheroids were then either kept on the ULA plate (static) or transferred to the device (flow; 3 μL min−1)
for 72 hours in Matrigel. At the end of experiments, spheroids were stained with FDA and imaged. Dot plot represents average spheroid
fluorescence (a.u.) and independent replicates. (D) Representative FDA staining images of MCF7 spheroids at 72 h incubated in static and flow
conditions in Matrigel. Scale bar represents 200 μm. To determine impact of IFF-like flow, MCF7 spheroids were formed from 9 × 104 cells as
before, and exposed to in static or flow conditions for 24 or 72 hours in the presence of Matrigel. Total RNA (E and F) or protein samples (G) were
extracted and qPCR (E and F) or immunoblotting (G) performed. For qPCR (E and F), a panel of EMT relevant genes was analysed, with B2M used
as housekeeping gene. Violin plots represent n = 4 (E; 24 hours) or n = 3 (F; 72 hours) independent experiments. Immunoblotting was used to
analyse E-cadherin protein expression levels (G). Densitometry was used to quantify bands, and band intensity relative to loading control depicted
in the violin plot. Blots are representative of n = 3 experiments. Unpaired student's t-test was performed to test for statistical significance between
samples. ns = nonsignificant; * p < 0.05; ** p < 0.01.
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fluid flow such as that of IFF. Microfluidic approaches – and
specifically spheroid-on-chip models – are well suited to bridge
this gap and incorporate fluid perfusion to model IFF, for
example. However, while many studies have started to use lab-
on-chip devices to study the TME, few have incorporated
multiple, major critical components governing a tumour: IFF
(continuous perfusion of media or fluid shear stresses), 3D
structures (multicellular spheroids), and other relevant TME
conditions such as hypoxia.

We therefore set out to build on our lab's spheroid-on-
chip models17 and expertise to perform an unbiased analysis
of the impact of IFF on cancer biology in experimental (tissue
culture) and, more importantly, tumour-relevant
physiological (hypoxia) conditions, by conducting
transcriptomic analyses to elucidate possible mechanisms by
which IFF could be influencing TME progression. Our study
is the first to identify that IFF-like flow-mediated gene
expression changes in normoxic vs. hypoxic conditions, as
well as presenting a novel potential prognostic and predictive
biomarker gene for IFF in cancer.

Materials and methods
Microfluidic device design and fabrication

The device used in this study is a refined design of our
previously published design.17 The updated design includes
an inlet channel, a spheroid microwell with a removable
polydimethylsiloxane (PDMS) plug seal, and an outlet
channel (design details in Fig. 1A). The microwell is 5 mm
and 6 mm diameter for the lower chamber and top inlet hole
respectively, which creates a step to prevent the PDMS from
being pushed in too far into the well. Where channels
interfaced with the central well, a teardrop shape was used
for the junction (Fig. 1A and S1†). A 1 mm circular recess at
the bottom of the well enabled a microscope cover slip to be
positioned for spheroid imaging. Devices were fabricated by
milling two glass slides (Schott B270) using a computer
numerical controlled (CNC) machine (M7 Datron, Germany)
with a diamond milling tool of 1 mm diameter (Eternal
Tools, UK). These were thermally bonded, and a borosilicate
glass coverslip was subsequently bonded to the bottom of the
device for the viewing port.

Microfluidic spheroid-on-chip setup

Spheroids were generated from the MCF7 (pleural effusion of
metastatic breast adenocarcinoma) cell line by seeding 9 ×
104 cells per well in ultra-low adherence (ULA) plates. Cells
were purchased from authenticated source European
Collection of Authenticated Cell Cultures (ECACC), and
regularly tested negative for mycoplasma.

A spheroid was transferred to the chip microwell in 50 μL
of media. Chilled pipette tips were used to add 50 μL of
Matrigel and it was allowed to set before the chamber was
sealed with a PDMS plug. The device was attached to a
syringe pump (Harvard Apparatus). A plastic syringe (BD,
Oxford, UK) filled with complete Dulbecco's modified Eagle

medium (DMEM) was secured in the syringe pump and
attached to Tygon tubing (Cole-Parmer, Tygon Microbore),
1.6 mm inner diameter with a 200 μL pipette tip, which had
been cut to fit securely over the syringe nozzle (Fig. 1B). At
the outlet end of the chip, Tygon tubing was used as before,
leading to a collection pot for effluent media. Flow rate was
set at 3 μL min−1, and velocities were 1.49 mm min−1

(tubing), 3.3 mm min−1 (channels), and 0.2–0.6 mm min−1

(microwell, as specified later).

Hypoxic experiments

A H35 Hypoxystation hypoxia chamber (Don Whitley
Scientific, UK) was used for achieving hypoxic conditions of
1% O2. All equipment, media, and consumables were
equilibrated overnight prior to experiments.

FDA viability assay

Fluorescence live staining assays using fluorescein diacetate
(FDA) (Thermo Fisher Scientific) were conducted at the end
of the experiment as previously described.17 The fluorescent
signal produced by FDA was quantified using ImageJ18 with a
method adapted from McCloy et al.19 The ‘area’, ‘integrated
density’ and ‘mean grey value’ options were selected in the
ImageJ ‘analyse’ tool bar menu. Using greyscale images, the
‘polygon’ tool was then used to draw around the spheroid as
the region of interest (ROI). A background signal
measurement located away from the ROI was taken at the
same size as the ROI. To produce the corrected total spheroid
fluorescence (CTSF), the background fluorescent signal was
subtracted from the integrated density value, and this was
represented as relative levels between two conditions.

Quantitative real-time PCR (qRT-PCR)

RNA extraction and qRT-PCR was performed as previously
described.20 In brief, RNA was extracted using the Aurum
Total RNA Mini Kit (Biorad, UK) and relative mRNA
expression from static and flow spheroids using QuantiFAST
SYBR Green (Qiagen) and the StepOnePlus™ Real-Time PCR
System (Thermo Scientific). Transcript expression levels were
normalised to B2M (β-2-microglobulin). Primer details are
available in Table S1.† Mean CT values of independent
biological replicates (see figure legends for specific replicate
numbers) were used to calculate relative expression of gene
targets using the 2−ΔΔCT method.21

Immunoblotting

Spheroid lysates were prepared in UTB (urea-tris-beta-
mercaptoethanol) buffer and analysed by immunoblotting as
previously described.22 Antibody details are available in Table
S2.† Band intensity densitometric quantification was
performed using Image J (NIH).18
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RNA-sequencing and bioinformatic analysis

Spheroids were collected from three biological replicates of
either static (ULA plate) or flow (perfusion chip) conditions
for RNA extraction as previously described. mRNA library
preparation (using poly A enrichment) and sequencing was
performed by Novogene (Cambridge, UK), using an Illumina
NovaSeq PE150 (paired end, 150 bp read length) platform
with ≥20 million read pairs per sample, using HISAT2 for
mapping and FPKM (fragments per kilobase of transcript
sequence per millions base pairs sequenced) for gene
expression estimation.

Differential expression analysis was performed from read
counts between the two conditions (static and flow) with three
biological replicates for each, using the DESeq2 R package.23

FPKM-derived, differentially expressed gene expression levels
were transformed by adding one (to avoid taking the
logarithm of zero), taking the binary logarithm (log2) and
subtracting the genes' medians. DESeq2-derived p-values were
corrected for multiple testing with the Benjamini and
Hochberg method.24 Differentially expressed genes (DEG)
were filtered to those with adjusted p-value <0.05 and
absolute fold change >log2(1.5). DEG heatmaps were
generated with R package ComplexHeatmap v2.16.0.25 DEG
volcano plots were generated with R package
EnhancedVolcano v1.18.0.26 R packages clusterProfiler v4.8.2
(ref. 27) and org.Hs.eg.db v3.17.0 (ref. 28) were used to
perform Gene Ontology enrichment analyses and generate
dotplots. All analyses were performed with R v4.3.0.29

Canonical pathway diagrams were generated using Ingenuity
pathway analysis (IPA; Qiagen).30 Datasets are available on
ArrayExpress30 (https://www.ebi.ac.uk/biostudies/arrayexpress),
Array Express, accession number E-MTAB-14446.

VEGF ELISA

Quantification of VEGF (vascular endothelial growth factor)
in conditioned media and effluent was detected using a
VEGF ELISA kit (Quantikine, R&D Systems) as per
manufacturer's instructions. Secreted factor levels were
normalised as picograms (pg) per mL of media.

COMSOL simulations

Computer simulations were carried out using COMSOL
Multiphysics 5.2 (COMSOL Inc.) as before,17 with modifications.
COMSOL was used to simulate the oxygen consumption in
spheroids in the microfluidic system and in static conditions. A
flow rate of 3 μL min−1 (as applied in all flow experiments) and a
hypoxic threshold oxygen concentration of 10 mmHg (equivalent
to 1.3% O2) were used. Simulations were performed using a
model where reaction rate based on Michaelis–Menten model is
assumed inside the spheroids, as noted in previous studies.31,32

In silico patient dataset analyses

The prognostic value of candidate biomarkers was
determined using the RNA-seq dataset for breast invasive

carcinoma samples (n = 1110)33 downloaded from the
publicly available TCGA (The Cancer Genome Atlas) project
accessed through cBioportal.34–36 cBioPortal was also used to
evaluate the impact of ACTL8 expression for relevant clinical
attributes, including breast cancer subtypes and hypoxia
scores.37,38 The online tool KMplot39 was used to determine
the prognostic value of specific genes for an additional breast
cancer dataset (Metabric dataset) as well as other tumour
types in the pan-cancer TCGA datasets (see Fig. S6 and S9†
respectively for more details). For these analyses, median
gene expression was used to split patient cohorts into groups
with “high” and “low” expression. The online tool ROCplotter
was used for evaluation of a gene of interest as a predictive
biomarker for breast cancer.40 The tool generated an ROC
(receiver operating characteristic) plot with AUC (area under
the curve) computed to assess prognostic power.

Statistical analysis

All experiments were performed independently at least three
times (biological replicates). Paired t-tests were used to
compare two groups (e.g. static and flow conditions), and
the Holm-Šídák method was used for correction when
multiple t-testing was required. Where more than two
groups were compared with one another, a two-way ANOVA
followed and Kruskal–Wallis testing was used. For Kaplan–
Meier survival plots, hazard ratios with 95% confidence
intervals and logrank P values were calculated. ROC
significance was performed using the Mann–Whitney test.
Statistical analyses were performed using GraphPad Prism
10.2.3 (California, USA).

Results and discussion
Updated perfusion device design and initial evaluation of IFF
impact on spheroid on chip

Previous work in our lab developed a microfluidic device
capable of housing viable spheroids for up to 72 h in
continuous perfusion to study the effects of flow.17 We have
further refined this design to improve spheroid housing,
including a larger microwell, as well as a more streamlined
design (Fig. 1A and B), including even volume channels and
a teardrop shape used for the junction between microwell
and outlet (Fig. S1†). This redesign led to the ability to
establish velocities and shear stresses more relevant to
reported IFF-relevant speed parameters.7 Flow rates utilised
for these experiments were setup at 3 μL min−1, which led to
a median residence time in the spheroid microwell of 27
minutes, and shear stress of 5.64 × 10−5 (Matrigel) or 6.27 ×
10−6 (media alone) dyne per cm2, velocity of 0.6 (Matrigel)
and 0.2 (media alone) mm min−1, and a Reynolds number of
1.79 × 10−2 (Matrigel) or 1.34 × 10−2 (media alone), indicating
laminar flow.

As in our previous study,17 we determined spheroid
viability using FDA in situ viability assay, and it can be
observed that, albeit not significantly, spheroid viability is
increased under flow when compared with static conditions,
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as shown by an increase of FDA associated fluorescence
(Fig. 1C and D).

As noted earlier, there are several studies using 2D or 3D
single cell models showing that high flow or perfusion rates
leads to increased expression of ECM remodelling and EMT
markers.8,41,42 Therefore, we used the epithelial-like cell line
MCF7 to perform did an initial evaluation of the expression
of some key EMT (E-cadherin – CDH1; vimentin – VIM; snail
– SNAI1; COX2 – PTGS2) and ECM remodelling (lysyl oxidase
– LOX, metalloproteinases MMP1 and MMP14) markers
(Fig. 1E–G). However, surprisingly, most of these factors were
not significantly altered, and some were even downregulated.
It would be interesting to use even less tumour-like models,
such as spheroids derived from non-tumour immortalised

cell lines such as PrEC-hTERT (prostate) and MCF10A and
HMEC (breast).

Only in one other study that used 3D “tumouroids” (cells
aggregated into compact masses) was the same lack of
upregulation of EMT markers observed. In this study,
tumouroids were exposed to both fluid flow and pressure as
mechano-inducing stresses in a microfluidic system.43

Importantly, they did not see overall increases in EMT
markers either and in fact reported decreased expression of
vimentin. Notably, they did observe a significant increase in
MMP14 transcript, which contrasts with our results. Also, as
well as the induction of pressure, the authors included
collagen rather than Matrigel and used a more mesenchymal
cell line (MDA-MB-231) rather than the more epithelial-like

Fig. 2 Whole transcriptome analysis reveals impact of IFF-like perfusion on cancer spheroid biology. To determine the whole transcriptome
impact of IFF-like flow, MCF7 spheroids were formed from 9 × 104 cells as before, and exposed to static or flow conditions for 24 h in the presence
of Matrigel. Total RNA was extracted, and bulk RNA-sequencing was performed on three independent samples per condition. (A and B) Heatmap
(A) and volcano plot (B) represent significantly differentially expressed genes (DEGs), with p.adjust <0.05 and fold change >log2(1.5). Green: genes
whose expression are above the log2 FC threshold; blue: genes whose expression are above the p-value threshold; red: genes whose expression
are above both p-value and log2 FC thresholds (red). (C and D) Pathway enrichment analysis using GO (gene ontology) categories was performed
for upregulated (C) and downregulated (D) genes in flow when compared with static conditions.
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model (MCF7) used in our study. It would be interesting to
compare the impact of flow alone to the combination of flow
and pressure on gene expression using comparable
experimental conditions.

These data indicated that, at least for our model, flow/
perfusion rates associated with IFF did not induce
upregulation of markers of EMT and early invasion, contrary
to most previously reported studies. Therefore, we
hypothesised that flow/perfusion might regulate other
cancer-related pathways at IFF-relevant flow rates. Whole
transcriptome analysis reveals impact of IFF-like perfusion
on cancer spheroid biology, including upregulation of cell
cycle and DNA repair pathways.

In order to perform an unbiased analysis of gene
expression changes associated with perfusion or flow at IFF-
relevant rates, we performed whole-transcriptome RNA-
sequencing (RNA-Seq) analysis, to provide us with a broader
snapshot of differentially expressed genes (DEGs) under flow.
For this, total RNA samples from MCF7 spheroids exposed to
static or flow conditions for 24 h were analysed using RNA-
seq (Fig. 2). The comparison between the transcriptomes of
static and flow MCF7 spheroids showed significant
differences in overall expression patterns evident between the
two conditions, as can be observed in the relevant DEGs
heatmap (Fig. 2A) and volcano plot (Fig. 2B).

Gene Ontology (GO) canonical pathway enrichment
analysis was performed for both upregulated (Fig. 2C) and
downregulated (Fig. 2D) DEGs in flow vs. static conditions.
The top canonical pathways and functions upregulated in the
differential expression between static and flow were heavily
represented in the categories of cell cycle/DNA replication
and DNA repair processes. Conversely, the top canonical
pathways in the downregulated cohort included endoplasmic
reticulum (ER) stress and Golgi transport, as well as
adhesion, and response to hypoxia/oxygen levels. It is
plausible that pathway enrichment might be dependent on
the cell line model used and flow rates used, and further
work needs to be performed elucidate this. For example, a
recently published study looked at culturing primary patient-
derived glioblastoma (brain cancer) cell lines in static vs. flow
conditions (shear stress 4.9 × 10−5 dyne per cm3) and
evaluated whole transcriptome gene expression changes.44

They showed enrichment for cell migration, ECM interaction,
metabolism and cell death, amongst others, which differs
from our observations. It is important to note that this model
defined static as pre-flow conditions, rather than a pairwise
comparison with time in flow, as we use in our system.
Similarly, Goetz's group has previously cultured human
primary endothelial cells (HUVEC) in static and flow
conditions in a microfluidic device to analyse the impact of
flow on endothelial biology.14 Here, a whole transcriptome
analysis revealed that these high flow rates relevant for
vascular flow (400 μm s−1) led to dramatic changes in gene
expression, but, unlike our study, cell cycle relevant factors
were downregulated, with factors related to angiogenesis
being upregulated. A more detailed comparison of the

nuances between our, these, and other relevant studies, as
well as an independent analysis using comparable models, is
necessary to have a comprehensive understanding of the
nuances of the impact of different physiologically relevant
flow conditions in various models.

IFF-like perfusion/flow led to upregulation of cell cycle and
DNA repair pathways

To validate our observations, we initially focused on pathways
identified as enriched for upregulated DEGs to be validated,
namely relevant to DNA damage response (DDR) pathways:
DNA replication/cell cycle and DNA repair (Fig. 3 and S2†).
For DNA replication and cell cycle regulation we evaluated
the expression of MCM6 (minichromosome maintenance
complex component 6), RRM1 and 2 (ribonucleotide
reductase regulatory subunits M1 and 2), ASF1B (anti-
silencing function 1B histone chaperone), WEE1, and E2F1,
(Fig. 3A and B) and for DNA repair we evaluated expression
of BLM, BRCA1, BRCA2, EXO1 (exonuclease 1), FEN1 (flap
structure-specific endonuclease 1), and RAD51
(Fig. 3C and D). These data show that, overall, most of the
selected factors were validated independently, and that the
increased expression of these factors was sustained up to 72
h, indicating the observed changes are not solely due to an
acute response to better perfusion. However, to fully evaluate
the impact of perfusion with well-oxygenated media of a
spheroid mass which was setup to include oxygen gradients
and therefore is partially hypoxic, analysis of markers for
DNA damage and replication stress needs to be completed.

To elucidate the potential mechanism underpinning these
changes, we performed a transcription factor (TF) enrichment
analysis on the upregulated DEGs (Fig. 3E) and identified
that TFs likely involved in these gene expression changes
include the E2F family.45,46 We further evaluated E2F1
protein expression under static and flow conditions at these
timepoints (Fig. 3F). Although we found that E2F1 protein
expression increased as a trend, this was not statistically
significant. Analysis of the E2F family might provide a clearer
picture for their role in this process, as well as analysis of
their activity using reporter assays.47 We also investigated the
levels of p53, another key TF relevant for DDR-regulated gene
expression regulation, and these were not significantly
altered (Fig. 3F).

Hypoxia signalling is downregulated in the better-perfused
spheroid-on-chip model

We next evaluated some of the top downregulated pathways
from the enrichment analysis, focusing on response to
hypoxia (Fig. 4 and S3†). For this, we evaluated the expression
of well-established target genes of the HIF (hypoxia-inducible
factor) TF family, namely CA9 (carbonic anhydrase 9), BNIP3
(BCL2 interacting protein 3), WSB1 (WD repeat and SOCS box
containing 1), and VEGFA (Fig. 4A and S3B†).

As expected, by improving spheroid perfusion with well-
oxygenated media, we observed a decrease in HIF-related
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gene expression patterns after 24 hours in flow (Fig. 4A), with
the impact being reduced after 72 h in flow (Fig. S3B†). This
is reflected in the decrease in HIF1-α protein stabilisation
under flow (Fig. 4D). A similar pattern was observed for VEGF
protein levels in the effluent media (Fig. 4B). We again
performed a TF enrichment analysis on the upregulated
DEGs (Fig. 4C) which confirmed HIF1-α as the top TF for the
significantly downregulated DEGs. Other TFs were also
highlighted (Fig. 4C), which will be evaluated in further
studies. This reduction in hypoxia signalling raised the
question of whether the gene expression changes observed
between static and flow conditions could be predominantly
due to better spheroid perfusion and oxygenation, especially
considering that chronic hypoxia can lead to repression of
DNA repair, replication, and cell cycle regulatory factors.47–49

This is key to clarify for our model, as hypoxia is prominent
in most solid tumours and it is closely linked with alterations
in perfusion, IFF, and interstitial fluid pressure (IFP) due to
the irregular and non-productive tumour vasculature.50,51

Therefore, we decided to further investigate the interplay
between these two TME components.

Gene expression changes mediated by IFF-like perfusion/flow
differ depending on environmental oxygen tensions

To elucidate this, we first modelled the impact on spheroid
oxygen consumption if the media was differentially
oxygenated using COMSOL, including atmospheric (20%),
physoxic or physioxic (3%) and hypoxic (1%) oxygen levels
(Fig. 5), using a similar approach as in our previous study.17

Fig. 3 IFF-like perfusion/flow led to upregulation of DNA replication, cell cycle, and DNA repair pathways. (A–D) DNA replication/cell cycle (A
and B) and DNA repair (C and D) signalling pathways were enriched in upregulated DEGs after flow. A panel of genes for these pathways was
validated through qPCR as described before, with plots representing n = 4 (A and C; 24 h) or n = 3 (B and D; 72 h) independent experiments.
(E) Transcription factor (TF) enrichment was analysed for the upregulated DEGs. Immunoblotting (F) was used to analyse the protein expression
of E2F1 and p53. Densitometry was used to quantify bands, and band intensity determined relative to loading control. Blots are representative
of n = 3 experiments. Unpaired student's t-test was performed to test for statistical significance between samples. ns = nonsignificant; * p <

0.05; ** p < 0.01.
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We defined a hypoxic threshold as 1.3% O2,
16 using the

predicted oxygen consumption rates as defined
elsewhere.31,32 As expected, cells in the spheroids are below
the hypoxic threshold when media has 1% O2. However, if
the media is better oxygenated, higher fractions of the
spheroid mass are above the hypoxia threshold (0.4 for 20%
O2 and 0.05 for 3% O2, respectively) in flow conditions, when
compared to static conditions (0.2 for 20% O2 and 0 for 3%
O2, respectively). This indicates that, to best represent the
biophysical TME, both static and flow conditions should be
fully at or below the hypoxic threshold of 1% O2.

We next conducted another whole-transcriptome RNA-seq
analysis in low oxygen (1% O2) to evaluate DEG patterns in
flow under more relevant hypoxic conditions. This was
performed by placing both static plate and flow device setup
in a specialised hypoxia chamber and collecting and
analysing RNA samples for each condition as before (Fig. 6
and S4†).

This is, to our best knowledge, the first time
transcriptome-wide analyses of the impact of IFF have been
performed in low oxygen conditions relevant to the
biophysical TME. As observed in normoxia, there are clear
differences between static and flow samples in terms of gene
expression patterns (Fig. 6A and B). Interestingly, the GO
canonical pathway analysis revealed different patterns from
those observed in normoxia (Fig. 6C–F). Specifically,
metabolic pathways, including lipid and amino-acid
metabolism, are enriched for upregulated DEGs, with
development-linked pathways enriched in downregulated
DEGs. Pathways altered by flow in normoxic conditions, such
as DDR and hypoxia, are not significantly altered by flow in
hypoxic conditions (Fig. 6F).

Fatty acid metabolism is well established to be associated
with tumour progression adaptation.52 Hypoxic conditions
are associated with poor vascularisation and insufficient
nutrient supply, including fatty acids (FAs). Flow conditions
allow for a better perfusion of the spheroids with more
nutrient-rich media than static conditions and could thus
lead to increased uptake of FAs in flow versus static settings
even in hypoxic conditions, potentially leading to the
increased FA metabolism and other fatty acid metabolic
pathways, and supporting de novo lipid synthesis.52 The FA-
synthesis-associated enzyme FASN (fatty acid synthase) is
upregulated, albeit not significantly, whereas LIPIN (LPIN1),
linked with triglycerides and lipid droplets accumulation,
was significantly upregulated in flow conditions (Fig. 6E). It
would be interesting to evaluate the impact of flow as a
mechanical stimulus alone by using nutrient-depleted media
in hypoxic conditions, and to evaluate whether these
pathways remain upregulated. The exact role of lipid biology
in interstitial-flow-regulated biology, and how the expression
of these is regulated, will be evaluated in future studies.
Interestingly we have observed the TF PPARγ (PPARG) to be
downregulated in flow conditions (Fig. 6E). PPARγ is a key
regulator of metabolic remodelling, with reported tumour-
suppressive functions in cancer, although somewhat

Fig. 4 Hypoxia signalling is downregulated in the better perfused
spheroid-on-chip model. (A) A panel of hypoxia-regulated genes
was validated through qPCR as described before for 24 hours post
flow, representing n = 3 independent experiments. (B) Conditioned
media and effluent were collected from these samples at 24 hours
and VEGF concentration (pg mL−1 media) analysed by ELISA. (C)
Data for 72 h samples is included in Fig. S3.† Transcription factor
(TF) enrichment was analysed for the downregulated DEGs. (D)
Immunoblotting was used to analyse HIF1-α and HK2 (hexokinase
2) protein levels. Densitometry was used to quantify bands, and
band intensity determined relative to loading control. Blots are
representative of n = 4 (24 h) or n = 3 (72 h) experiments.
Unpaired student's t-test was performed to test for statistical
significance between samples. ns = nonsignificant; * p < 0.05; ** p
< 0.01; *** p < 0.01.
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controversially.53 Downregulation of PPARγ in flow further
reiterates that, albeit in hypoxic conditions, flow-mediated
perfusion of the spheroids with more nutrient-rich media
would lead to a decrease in the need to rely on PPARγ-
regulated pathways and, potentially, its downregulation
compared to nutrient-deprived static conditions.

Identification of potential IFF-associated clinically relevant
biomarkers – a proof-of-principle analysis

Attempts have been made at using interstitial fluid as a
sampling medium for tumour-specific proteins and other
biomarker candidates, also referred to as the cancer
secretome, for studying proteins secreted by cancer cells and
other cells in the confined environment of a tumour.54,55

However, there has been less work on establishing
biomarkers linked with IFF. Interstitial fluid pressure (IFP) is
in some cases considered a predictive biomarker, with an
increase in IFP being linked with poor prognosis.56–58

However, analysis of molecular markers of IFP is again
limited; to our knowledge no work has been done to
specifically establish biomarkers of fluid flow. We
hypothesized that identification of a gene or genes
significantly differentially expressed in transcriptome-wide
analyses could be assessed against various clinical outcomes
to identify a potential biomarker of IFF in the TME. To do
this, we identified three potential markers uniquely and
significantly (p < 0.01) expressed in either static or flow
conditions, and with some indications in the literature of

relevance to cancer biology: ACTL8 (actin like 8), RAB6C
(RAB6C, member RAS oncogene family), and BARHL1 (BarH
like homeobox 1) (Fig. 7A). Of these, only ACTL8 was
independently validated in both 20% and 1% O2 conditions
(Fig. 7B and C and S5†).

We performed in silico analyses of the prognostic value
of ACTL8 in breast cancer patient samples (Fig. 7; patient
demographics in Table S3†). Survival analyses show that
high expression of ACTL8 is a poor prognostic indicator of
disease-specific survival (time-period usually begins at the
time of diagnosis or at the start of treatment and ends at
the time of death), overall survival (overall patient survival
status), relapse-free survival (time from treatment of disease
to any event, irrespective of cause, except for any second
primary cancers), and distant metastasis-free survival
(metastasis free status) (Fig. 7D and S6 and S7†). We also
observed that patient samples with high ACTL8 expression
represent more aggressive breast cancer subtypes, including
basal breast cancer, when compared to low-expressing
patient samples (Fig. 7D). ACTL8 had previously been
identified as a potentially targetable cancer antigen for
aggressive triple negative breast cancer (TNBC),59 and linked
with TNBC progression.60

However, there is limited information on how its
expression is regulated. In silico analysis of ACTL8
expression in breast cancer patient samples shows a positive
correlation with hypoxia metagene signatures (Fig. S8†),
indicating ACTL8 as potentially regulated by hypoxia;
whether this correlation is underpinned by a causal

Fig. 5 Spheroid cell oxygen consumption modelling for static vs. IFF-like flow conditions in varying oxygen conditions. Oxygen consumption
modelling of spheroids in static and flow conditions was performed, with the spheroid perfused with air saturated medium (no Matrigel) at three
different oxygen tensions (20%, 3%, and 1% O2 levels) in static (ULA plate) conditions or at a flow rate of 3 μL min−1. The mid-height cross-
sectional line of the spheroid is indicated by the white dashed line. Oxygen levels colour gradients represent oxygen levels in mM O2.
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Fig. 6 Gene expression changes mediated by IFF-like perfusion/flow differ depending on environmental oxygen tensions. To determine the whole
transcriptome impact of IFF-like flow in hypoxic conditions, MCF7 spheroids were formed from 9 × 104 cells as before, and exposed to in static or
flow conditions for 24 h in the presence of Matrigel in a hypoxia chamber set at 1% O2. Total RNA was extracted, and bulk RNA-sequencing was
performed on three independent samples per condition. (A and B) Heatmap (A) and volcano plot (B) represent significantly differentially expressed
genes (DEGs), with p.adjust <0.05 and fold change >log 2(1.5). (C and D) Pathway enrichment analysis using GO (gene ontology) categories was
performed for upregulated (C) and downregulated (D) genes as before. (E and F) Phospholipid metabolism signalling pathways were enriched in
upregulated DEGS after flow. A panel of genes for these pathways (E) and hypoxia and DDR (F) was validated through qPCR as described before,
with plots representing n = 3 (24 h) independent experiments. Unpaired student's t-test was performed to test for statistical significance between
samples. ns = nonsignificant; * p < 0.05; ** p < 0.01.
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Fig. 7 Identification of potential IFF-associated clinically relevant biomarkers – ACTL8 as a proof of principle analysis. (A–C) Panel of genes
uniquely linked with either static or flow conditions were selected from the normoxic (20% O2) RNA-sequencing dataset, with heatmap (A)
representing log 2 fold change for these genes. MCF7 spheroids were formed as before and exposed to static or flow conditions for 24 hours in
the presence of Matrigel in normoxic conditions (20% O2), and gene expression for the gene panel validated through qPCR as described before,
with plots (B) representing n = 6 (24 h) independent experiments. Expression of ACTL8 was also evaluated in static or flow conditions for 24 h in
the presence of Matrigel in hypoxic conditions (1% O2) (C). (D and E) Prognostic value for ACTL8 expression in breast invasive carcinoma patient
samples was determined using the TCGA pan cancer Atlas RNA-seq dataset (n = 1084) (patient demographics in Table S3†). Disease-free survival
(n = 1061) and overall survival (n = 1082) plots (D) compare high and low ACTL8 expression, determined by median ACTL8 expression. This dataset
was also analysed for proportion of breast cancer subtypes (E). (F) AUC (area under the curve) ROC (receiver operating characteristics) curve
analysis was performed to evaluate the predictive value of ACTL8 gene expression vs. responsiveness to any kind of chemotherapeutic treatment
to determine predictive biomarker potential in breast cancer patients, n = 426 (non-responders = 197; responders = 229) as reported by Fekete
and Gyorffy (2019).40 For survival plot analysis p value, a logrank test was used; for ROC p value determination, a Mann–Whitney test was used.
Significance is considered if p < 0.05.
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mechanistic relationship to hypoxia will be evaluated in
further studies. TF enrichment analysis using Enrichr
identified c-Myc as a potential transcriptional regulator of
ACTL8 (p = 0.02845, ChEA 2022 database). Expression of
c-Myc has been shown to increase in response to shear
stress, potentially downstream of YAP/TAZ via
mechanosensing.61–63 It is therefore plausible to hypothesise
that ACTL8 could be a true c-Myc target gene in response to
shear stress and IFF, but further work needs to be
undertaken to validate this, alongside further unbiased
analyses of TF binding to the ACTL8 promoter.

Interestingly, further overall survival analyses in other
tumour types revealed that high expression of ACTL8 also has
poor prognostic value, including for kidney, liver, head and
neck, and endometrial cancer (Fig. S9†), which again agrees
with previously published work on head and neck cancer.64,65

Finally, to evaluate the biomarker value of ACTL8 in breast
cancer we performed an ROC (receiver operating
characteristic) AUC (area under the curve) analysis for a 5
year relapse-free survival (RFS) for breast cancer patients who
had received any type of chemotherapy and that were
separated into responders (no residual histological tumour
evidence after chemotherapy) or non-responders (patients
with residual tumour tissue) (Fig. 7E). For ACTL8, an AUC
value of 0.63 indicates it has some predictive capacity for
response to chemotherapy.40

Therefore, these data indicate that ACTL8 could be a
potential biomarker linked with interstitial flow for breast
cancer and, potentially, other tumour types as well.

Regarding the role of ACTL8 in this context, previous
studies have linked ACTL8 with PI3K/AKT signalling,
which is known to contribute to proliferation,
angiogenesis, and invasion.60,64 However, prior to our
study, no link with hypoxia or IFF has been identified.
We hypothesise that potentially the biophysical TME
mechanical cues linked with leaky vasculature, IFF, and
hypoxia, drive the expression and likely role of ACTL8,
but this remains to be evaluated.

ACTL8 has been described as an actin binding protein
and a putative interactor with the dynactin complex via
STRING analysis (Fig. S10†), so it is therefore plausible that
altered ACTL8 expression could contribute to tumour
progression via promotion of genomic instability, as reported
for the dynactin complex.66,67 To support this, we have
performed additional analyses using the breast invasive
carcinoma TCGA PanCancer dataset and have identified that
high ACTL8 expression is linked with increased genomic
instability markers, such as fraction genome altered, MYC
amplification, TP53 mutations, and PTEN deletions (Fig.
S11†), but further experimental work needs to be performed
to support these findings.

ACTL8 ultimately represents a case study for the use of
genes whose expression is linked with IFF conditions as
biomarkers. In the future, and analogous to hypoxia
metagenes, more specific IFF gene expression signatures
could be used as prognostic and predictive biomarkers.

Conclusions

Although other studies have analysed transcriptional changes
in high fluid flow rate/shear stress conditions in vasculature,
such as those experienced by endothelial cells and circulating
tumour cells,8,14 our study using a spheroid on-chip
microfluidic system is the first to systematically explore
transcriptional changes linked with tumour IFF-like
conditions, particularly in low oxygen conditions relevant to
those observed in the hypoxic tumour microenvironment.
Other studies have used microfluidic systems to model flow
and oxygen levels and their impact on cell biology,
particularly cell morphology and metastatic potential and
drug responses.68–72 These primarily use media with varying
oxygen conditions being flowed directly through the devices
or oxygen depletion strategies directly on chip, rather than
placing the whole system in a specialised hypoxia chamber,
as in our study. Importantly, these studies focused on
established signalling pathways, rather than using unbiased
transcriptome-wide approaches and comprehensively
compared these in normoxia vs. hypoxic conditions to explore
the underlying gene expression changes leading to biological
changes underpinning these, as in our study.

As well as analysing broad gene expression and pathway
enrichment changes, we have analysed ACTL8 as a candidate
biomarker linked with IFF-like conditions and showed high
expression of ACTL8 to be associated with poor prognosis in
breast cancer. Identifying IFF-linked biomarkers would
provide an alternative to traditional invasive and imaging-
based methods to measure IFF, which have several
limitations.57 Regions of hypoxia are linked with leaky
vasculature and the occurrence of IFF conditions in tumours.
However, the biological implications of these two biophysical
TME factors remains poorly investigated, a gap which our
model is addressing. It also allows us to evaluate the role of
reperfusion and intermittent hypoxia and flow in vitro in
controlled conditions, which has implications for response to
therapy, as well as patient outcomes.73

Data availability

In vitro data supporting this article have been included as
part of the ESI.† RNA-sequencing data is deposited in
EMBL-EBI ArrayExpress (https://www.ebi.ac.uk/biostudies/
arrayexpress), EMBL-EBI's Array Express, accession number
E-MTAB-14446. Patient dataset analyses were carried out
using publicly available data from cBioPortal (https://www.
cbioportal.org) and KMplotter (https://kmplot.com/analysis/);
dataset details are noted in the article and ESI.†

Author contributions

Conceptualization: EP, NP, IMP. Data curation: EP, MC, MR,
IMP. Formal analysis: EP, MR, MC, PRM, ST, IMP. Funding
acquisition: AC, NP, IMP. Investigation: EP, MC, ST, IMP.
Methodology: EP, MC, ST, AI. Resources: EP, MR, MC, ST, AI.

Lab on a ChipPaper

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 0

4 
Se

pt
em

be
r 

20
24

. D
ow

nl
oa

de
d 

on
 1

0/
25

/2
02

5 
5:

08
:3

7 
PM

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n-

N
on

C
om

m
er

ci
al

 3
.0

 U
np

or
te

d 
L

ic
en

ce
.

View Article Online

https://www.ebi.ac.uk/biostudies/arrayexpress
https://www.ebi.ac.uk/biostudies/arrayexpress
https://www.cbioportal.org
https://www.cbioportal.org
https://kmplot.com/analysis/
http://creativecommons.org/licenses/by-nc/3.0/
http://creativecommons.org/licenses/by-nc/3.0/
https://doi.org/10.1039/d4lc00512k


Lab Chip, 2024, 24, 4609–4622 | 4621This journal is © The Royal Society of Chemistry 2024

Software: MR, MC. Supervision: AC, NP, IMP. Validation EP,
PRM, ST, AI, NP, IMP. Visualization EP, MR, MC, AI, IMP.
Writing – original draft: EP, IMP. Writing – review & editing:
all authors.

Conflicts of interest

There are no conflicts to declare.

Acknowledgements

EP was supported by a University of Hull PhD studentship.
IMP, ST, MR, and AC are supported by Cancer Research UK
RadNet Manchester [C1994/A28701]. PRM, AI, and NP are
supported by Stockholm University. This project was further
funded by a Biochemical Society Eric Reid award to IMP and
University of Manchester & Stockholm University Joint
Research Funding to IMP, NP, and AI.

Notes and references

1 C. Li, L. Wiseman, E. Okoh, M. Lind, R. Roy, A. W. Beavis
and I. M. Pires, Expert Rev. Mol. Med., 2022, 24, e21.

2 E. Armingol, A. Officer, O. Harismendy and N. E. Lewis, Nat.
Rev. Genet., 2021, 22, 71–88.

3 R. W. Carthew, Trends Genet., 2021, 37, 389–400.
4 S. R. Chary and R. K. Jain, Proc. Natl. Acad. Sci. U. S. A.,

1989, 86, 5385–5389.
5 H. Dafni, T. Israely, Z. M. Bhujwalla, L. E. Benjamin and M.

Neeman, Cancer Res., 2002, 62, 6731–6739.
6 J. D. Shields, M. E. Fleury, C. Yong, A. A. Tomei, G. J.

Randolph and M. A. Swartz, Cancer Cell, 2007, 11, 526–538.
7 G. Follain, D. Herrmann, S. Harlepp, V. Hyenne, N. Osmani,

S. C. Warren, P. Timpson and J. G. Goetz, Nat. Rev. Cancer,
2020, 20, 107–124.

8 K. F. Fuh, R. D. Shepherd, J. S. Withell, B. K. Kooistra and
K. D. Rinker, Breast Cancer Res., 2021, 23, 97.

9 J. M. Munson, R. V. Bellamkonda and M. A. Swartz, Cancer
Res., 2013, 73, 1536–1546.

10 A. C. Shieh, H. A. Rozansky, B. Hinz and M. A. Swartz,
Cancer Res., 2011, 71, 790–800.

11 E. Helle, M. Ampuja, L. Antola and R. Kivela, Front. Physiol.,
2020, 11, 591450.

12 S. J. Kunnen, W. N. Leonhard, C. Semeins, L. Hawinkels, C.
Poelma, P. Ten Dijke, A. Bakker, B. P. Hierck and D. J. M.
Peters, Cell. Mol. Life Sci., 2017, 74, 2283–2298.

13 S. J. Kunnen, T. B. Malas, C. M. Semeins, A. D. Bakker and
D. J. M. Peters, J. Cell. Physiol., 2018, 233, 3615–3628.

14 G. Follain, N. Osmani, V. Gensbittel, N. Asokan, A. Larnicol,
L. Mercier, M. J. Garcia-Leon, I. Busnelli, A. Pichot, N. Paul,
R. Carapito, S. Bahram, O. Lefebvre and J. G. Goetz, Sci. Rep.,
2021, 11, 13144.

15 Y. Yang and X. Xu, BMC Med. Genomics, 2021, 14, 120.
16 D. R. Grimes, C. Kelly, K. Bloch and M. Partridge, J. R. Soc.,

Interface, 2014, 11, 20131124.
17 T. Collins, E. Pyne, M. Christensen, A. Iles, N. Pamme and

I. M. Pires, Biomicrofluidics, 2021, 15, 044103.

18 C. A. Schneider, W. S. Rasband and K. W. Eliceiri, Nat.
Methods, 2012, 9, 671–675.

19 R. A. McCloy, S. Rogers, C. E. Caldon, T. Lorca, A. Castro and
A. Burgess, Cell Cycle, 2014, 13, 1400–1412.

20 S. D. Edge, I. Renard, E. Pyne, C. Li, H. Moody, R. Roy, A. W.
Beavis, S. J. Archibald, C. J. Cawthorne, S. G. Maher and
I. M. Pires, Br. J. Radiol., 2021, 94, 20201191.

21 K. J. Livak and T. D. Schmittgen, Methods, 2001, 25, 402–408.
22 F. A. Poujade, A. Mannion, N. Brittain, A. Theodosi, E.

Beeby, K. B. Leszczynska, E. M. Hammond, J. Greenman, C.
Cawthorne and I. M. Pires, Br. J. Cancer, 2018, 118,
1229–1237.

23 M. I. Love, W. Huber and S. Anders, Genome Biol., 2014, 15,
550.

24 Y. Benjamini and Y. Hochberg, J. R. Stat. Soc. Series B Stat.
Methodol., 2018, 57, 289–300.

25 Z. Gu, R. Eils and M. Schlesner, Bioinformatics, 2016, 32,
2847–2849.

26 K. Blighe, S. Rana and M. Lewis, EnhancedVolcano:
Publication-ready volcano plots with enhanced colouring
and labeling, https://bioconductor.org/packages/devel/bioc/
vignettes/EnhancedVolcano/inst/doc/EnhancedVolcano.
html#references, (accessed 05/04/2024).

27 T. Wu, E. Hu, S. Xu, M. Chen, P. Guo, Z. Dai, T. Feng, L.
Zhou, W. Tang, L. Zhan, X. Fu, S. Liu, X. Bo and G. Yu,
Innovation, 2021, 2, 100141.

28 M. Carlson, org.Hs.eg.db: Genome wide annotation for
Human. R package version 3.8.2., https://bioconductor.org/
packages/release/data/annotation/html/org.Hs.eg.db.html,
(accessed 05/04/2024).

29 R Core Team, R: A language and environment for statistical
computing, R Foundation for Statistical Computing, Vienna,
Austria, 2021, https://www.R-project.org/.

30 H. Parkinson, M. Kapushesky, M. Shojatalab, N.
Abeygunawardena, R. Coulson, A. Farne, E. Holloway, N.
Kolesnykov, P. Lilja, M. Lukk, R. Mani, T. Rayner, A. Sharma,
E. William, U. Sarkans and A. Brazma, Nucleic Acids Res.,
2007, 35, D747–D750.

31 M. Barisam, M. S. Saidi, N. Kashaninejad and N. T. Nguyen,
Micromachines, 2018, 9, 94.

32 G. Hu and D. Li, Biomed. Microdevices, 2007, 9, 315–323.
33 J. Liu, T. Lichtenberg, K. A. Hoadley, L. M. Poisson, A. J.

Lazar, A. D. Cherniack, A. J. Kovatich, C. C. Benz, D. A.
Levine, A. V. Lee, L. Omberg, D. M. Wolf, C. D. Shriver, V.
Thorsson, N. Cancer Genome Atlas Research and H. Hu,
Cell, 2018, 173, 400–416 e411.

34 J. Gao, B. A. Aksoy, U. Dogrusoz, G. Dresdner, B. Gross,
S. O. Sumer, Y. Sun, A. Jacobsen, R. Sinha, E. Larsson,
E. Cerami, C. Sander and N. Schultz, Sci. Signaling,
2013, 6, pl1.

35 I. de Bruijn, R. Kundra, B. Mastrogiacomo, T. N. Tran, L.
Sikina, T. Mazor, X. Li, A. Ochoa, G. Zhao, B. Lai, A.
Abeshouse, D. Baiceanu, E. Ciftci, U. Dogrusoz, A. Dufilie, Z.
Erkoc, E. Garcia Lara, Z. Fu, B. Gross, C. Haynes, A. Heath,
D. Higgins, P. Jagannathan, K. Kalletla, P. Kumari, J.
Lindsay, A. Lisman, B. Leenknegt, P. Lukasse, D. Madela, R.

Lab on a Chip Paper

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 0

4 
Se

pt
em

be
r 

20
24

. D
ow

nl
oa

de
d 

on
 1

0/
25

/2
02

5 
5:

08
:3

7 
PM

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n-

N
on

C
om

m
er

ci
al

 3
.0

 U
np

or
te

d 
L

ic
en

ce
.

View Article Online

https://bioconductor.org/packages/devel/bioc/vignettes/EnhancedVolcano/inst/doc/EnhancedVolcano.html#references
https://bioconductor.org/packages/devel/bioc/vignettes/EnhancedVolcano/inst/doc/EnhancedVolcano.html#references
https://bioconductor.org/packages/devel/bioc/vignettes/EnhancedVolcano/inst/doc/EnhancedVolcano.html#references
https://bioconductor.org/packages/release/data/annotation/html/org.Hs.eg.db.html
https://bioconductor.org/packages/release/data/annotation/html/org.Hs.eg.db.html
https://www.R-project.org/
http://creativecommons.org/licenses/by-nc/3.0/
http://creativecommons.org/licenses/by-nc/3.0/
https://doi.org/10.1039/d4lc00512k


4622 | Lab Chip, 2024, 24, 4609–4622 This journal is © The Royal Society of Chemistry 2024

Madupuri, P. van Nierop, O. Plantalech, J. Quach, A. C.
Resnick, S. Y. A. Rodenburg, B. A. Satravada, F. Schaeffer, R.
Sheridan, J. Singh, R. Sirohi, S. O. Sumer, S. van Hagen, A.
Wang, M. Wilson, H. Zhang, K. Zhu, N. Rusk, S. Brown, J. A.
Lavery, K. S. Panageas, J. E. Rudolph, M. L. LeNoue-Newton,
J. L. Warner, X. Guo, H. Hunter-Zinck, T. V. Yu, S. Pilai, C.
Nichols, S. M. Gardos, J. Philip, A. P. G. C. Aacr Project
Genie Bpc Core Team, K. L. Kehl, G. J. Riely, D. Schrag, J.
Lee, M. V. Fiandalo, S. M. Sweeney, T. J. Pugh, C. Sander, E.
Cerami, J. Gao and N. Schultz, Cancer Res., 2023, 83,
3861–3867.

36 E. Cerami, J. Gao, U. Dogrusoz, B. E. Gross, S. O. Sumer,
B. A. Aksoy, A. Jacobsen, C. J. Byrne, M. L. Heuer, E.
Larsson, Y. Antipin, B. Reva, A. P. Goldberg, C. Sander and
N. Schultz, Cancer Discovery, 2012, 2, 401–404.

37 F. M. Buffa, A. L. Harris, C. M. West and C. J. Miller, Br. J.
Cancer, 2010, 102, 428–435.

38 Y. Ye, Q. Hu, H. Chen, K. Liang, Y. Yuan, Y. Xiang, H. Ruan,
Z. Zhang, A. Song, H. Zhang, L. Liu, L. Diao, Y. Lou, B. Zhou,
L. Wang, S. Zhou, J. Gao, E. Jonasch, S. H. Lin, Y. Xia, C.
Lin, L. Yang, G. B. Mills, H. Liang and L. Han, Nat. Metab.,
2019, 1, 431–444.

39 A. Lanczky and B. Gyorffy, J. Med. Internet Res., 2021, 23,
e27633.

40 J. T. Fekete and B. Gyorffy, Int. J. Cancer, 2019, 145,
3140–3151.

41 A. M. Tchafa, M. Ta, M. J. Reginato and A. C. Shieh, Mol.
Cancer Res., 2015, 13, 755–764.

42 I. Rizvi, U. A. Gurkan, S. Tasoglu, N. Alagic, J. P. Celli, L. B.
Mensah, Z. Mai, U. Demirci and T. Hasan, Proc. Natl. Acad.
Sci. U. S. A., 2013, 110, E1974–E1983.

43 T. Azimi, M. Loizidou and M. V. Dwek, Sci. Rep., 2020, 10,
12020.

44 A. Barry, S. F. Samuel, I. Hosni, A. Moursi, L. Feugere, C. J.
Sennett, S. Deepak, S. Achawal, C. Rajaraman, A. Iles, K. C.
Wollenberg Valero, I. S. Scott, V. Green, L. F. Stead, J.
Greenman, M. A. Wade and P. Beltran-Alvarez, Lab Chip,
2023, 23, 2664–2682.

45 N. Sharma, C. Timmers, P. Trikha, H. I. Saavedra, A. Obery
and G. Leone, J. Biol. Chem., 2006, 281, 36124–36131.

46 J. Stanelle, T. Stiewe, C. C. Theseling, M. Peter and B. M.
Putzer, Nucleic Acids Res., 2002, 30, 1859–1867.

47 I. M. Pires, Z. Bencokova, M. Milani, L. K. Folkes, J. L. Li,
M. R. Stratford, A. L. Harris and E. M. Hammond, Cancer
Res., 2010, 70, 925–935.

48 R. Kumareswaran, O. Ludkovski, A. Meng, J. Sykes, M.
Pintilie and R. G. Bristow, J. Cell Sci., 2012, 125, 189–199.

49 R. S. Bindra, P. J. Schaffer, A. Meng, J. Woo, K. Maseide,
M. E. Roth, P. Lizardi, D. W. Hedley, R. G. Bristow and P. M.
Glazer, Ann. N. Y. Acad. Sci., 2005, 1059, 184–195.

50 E. K. Rofstad, K. Galappathi and B. S. Mathiesen, Neoplasia,
2014, 16, 586–594.

51 G. Baronzio, L. Schwartz, M. Kiselevsky, A. Guais, E.
Sanders, G. Milanesi, M. Baronzio and I. Freitas, Anticancer
Res., 2012, 32, 405–414.

52 R. Munir, J. Lisec, J. V. Swinnen and N. Zaidi, Br. J. Cancer,
2019, 120, 1090–1098.

53 M. Hernandez-Quiles, M. F. Broekema and E. Kalkhoven,
Front. Endocrinol., 2021, 12, 624112.

54 H. Xue, B. Lu and M. Lai, J. Transl. Med., 2008, 6, 52.
55 M. Makridakis and A. Vlahou, J. Proteomics, 2010, 73,

2291–2305.
56 S. J. Lunt, A. Fyles, R. P. Hill and M. Milosevic, Future Oncol.,

2008, 4, 793–802.
57 H. Salavati, C. Debbaut, P. Pullens and W. Ceelen, Biochim.

Biophys. Acta, Rev. Cancer, 2022, 1877, 188792.
58 S. Ferretti, P. R. Allegrini, M. M. Becquet and P. M.

McSheehy, Neoplasia, 2009, 11, 874–881.
59 J. Kaufmann, N. Wentzensen, T. J. Brinker and N. Grabe,

Onco Targets Ther, 2019, 10, 2515–2529.
60 S. Fan, S. Yan, Y. Yang, J. Shang and M. Hao, Onco Targets

Ther, 2021, 14, 2463–2473.
61 S. C. Nath, B. Day, L. Harper, J. Yee, C. Y. Hsu, L. Larijani, L.

Rohani, N. Duan, M. S. Kallos and D. E. Rancourt, Stem
Cells, 2021, 39, 1166–1177.

62 H. J. Lee, M. F. Diaz, K. M. Price, J. A. Ozuna, S. Zhang,
E. M. Sevick-Muraca, J. P. Hagan and P. L. Wenzel, Nat.
Commun., 2017, 8, 14122.

63 H. J. Hsieh, N. Q. Li and J. A. Frangos, J. Cell. Physiol.,
1993, 154, 143–151.

64 B. Li, J. Zhu and L. Meng, Mol. Med. Rep., 2019, 19, 877–884.
65 L. Wang, X. Xing, H. Tian and Q. Fan, Tissue Cell, 2022, 75,

101708.
66 H. P. Wollscheid and H. D. Ulrich, DNA Repair, 2023, 131,

103571.
67 T. Y. Lau and R. Y. C. Poon, Int. J. Mol. Sci., 2023, 24, 3733.
68 S. F. Lam, V. S. Shirure, Y. E. Chu, A. G. Soetikno and S. C.

George, PLoS One, 2018, 13, e0209574.
69 S. Barmaki, V. Jokinen, D. Obermaier, D. Blokhina, M.

Korhonen, R. H. A. Ras, J. Vuola, S. Franssila and E.
Kankuri, Acta Biomater., 2018, 73, 167–179.

70 S. M. Grist, J. C. Schmok, M. C. Liu, L. Chrostowski and
K. C. Cheung, Sensors, 2015, 15, 20030–20052.

71 N. Takahashi, D. Yoshino, R. Sugahara, S. Hirose, K. Sone,
J. P. Rieu and K. Funamoto, Sci. Rep., 2023, 13, 5428.

72 S. M. Grist, S. S. Nasseri, L. Laplatine, J. C. Schmok, D. Yao,
J. Hua, L. Chrostowski and K. C. Cheung, Sci. Rep., 2019, 9,
17782.

73 S. B. Bader, M. W. Dewhirst and E. M. Hammond, Cancers,
2020, 13, 23.

Lab on a ChipPaper

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 0

4 
Se

pt
em

be
r 

20
24

. D
ow

nl
oa

de
d 

on
 1

0/
25

/2
02

5 
5:

08
:3

7 
PM

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n-

N
on

C
om

m
er

ci
al

 3
.0

 U
np

or
te

d 
L

ic
en

ce
.

View Article Online

http://creativecommons.org/licenses/by-nc/3.0/
http://creativecommons.org/licenses/by-nc/3.0/
https://doi.org/10.1039/d4lc00512k

	crossmark: 


