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Simple Summary: Colorectal cancer (CRC) is a common and deadly form of cancer. Non-erythroid
spectrin αII (SPTAN1), a protein of the cytoskeleton, is thought to be involved in CRC development
and progression. In this study, we explore whether measuring SPTAN1 levels in resected CRC
specimens might help to predict patient survival outcomes and response to chemotherapy. Indeed,
we find that higher SPTAN1 protein and mRNA levels in CRC specimens associate with longer patient
survival times. Using cell culture experiments, we then show that cells with lower SPTAN1 levels
are less susceptible to FOLFOX chemotherapy, a standard treatment regimen for patients with CRC.
Overall, our study underscores the importance of cytoskeletal proteins in shaping tumour biology
and treatment responses and nominates SPTAN1 as a biomarker to improve patient stratification and
refine therapeutic decisions in CRC.

Abstract: Colorectal cancer (CRC) is a leading cause of cancer-related morbidity and mortality. In a
cohort of 189 patients with CRC, we recently showed that expression of the cytoskeletal scaffolding
protein non-erythroid spectrin αII (SPTAN1) was lower in advanced metastatic tumours. The
aim of the present study was to clarify the association of intratumoural SPTAN1 expression levels
with treatment and survival outcomes in patients with CRC. The analysis was based on histologic
assessment of SPTAN1 protein levels in our own CRC cohort, and transcriptome data of 573 CRC cases
from The Cancer Genome Atlas (TCGA). We first establish that high intratumoural levels of SPTAN1
protein and mRNA associate with favourable survival outcomes in patients with CRC. Next, a
response prediction signature applied to the TCGA data reveals a possible link between high SPTAN1
transcript levels and improved patient responses to FOLFOX chemotherapy. Complementary in vitro
experiments confirm that SPTAN1 knockdown strains of the colon cancer cell lines HT-29, HCT116
mlh1-2 and Caco-2 are less responsive to FOLFOX chemotherapy compared with SPTAN1-proficient
control strains. Taken together, we identify SPTAN1 as a novel prognostic biomarker in CRC
and show that SPTAN1 expression levels may predict patient responses to chemotherapy. These
investigations illustrate how an affordable, histology-based diagnostic test could directly impact
therapeutic decision-making at the bedside.

Keywords: colorectal cancer; SPTAN1; spectrin; cytoskeleton; metastasis; chemotherapy

1. Introduction

Colorectal cancer (CRC) is a leading cause of cancer-related morbidity and mortality
in both men and women [1]. The majority of colorectal tumours are sporadic in nature and
arise from a well-defined sequence of somatic mutations termed the adenoma-carcinoma
sequence [2]. Conversely, some fifteen per cent of colorectal tumours result from defective
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DNA mismatch repair (MMR), which ultimately leads to the hypermutable phenotype
known as microsatellite instability (MSI) [3]. MSI-high colorectal tumours develop either
through germline mutations in one of the MMR genes or by epigenetic silencing of the
MutL homolog 1 (MLH1) gene [3]. MSI-high CRCs have a better prognosis and are less likely
to metastasise than microsatellite stable CRCs [4,5]. The molecular explanation for their
reduced metastatic potential remains unknown.

Our group previously showed that the MMR protein MLH1 is capable of interacting
with a number of cytoskeletal scaffolding proteins, including the actin-binding protein non-
erythroid spectrin αII (SPTAN1) [6]. Specifically, we found that MLH1-deficient cell lines
exhibit reduced levels of SPTAN1 and have impaired migratory ability [7], initially sug-
gesting that loss of SPTAN1 may be partly responsible for the reduced metastatic efficiency
of MMR-deficient tumour cells. On the other hand, knockdown of SPTAN1 in CRC cell
lines led to reduced cell-cell contact formation [8], indicating that tumour cells expressing
low levels of SPTAN1 may detach from their primary tumour and metastasise more easily.
Indeed, our recent analysis of 189 patients with CRC showed that SPTAN1 expression is
lower in metastatic compared with non-metastatic tumours [8]. These most recent findings
strongly implicate loss of SPTAN1 as a driver of invasiveness and metastatic potential.

SPTAN1 is a member of the spectrin family of actin-binding proteins. Spectrins are
ubiquitously expressed cytoskeletal scaffolding proteins that crosslink filamentous actin
and are involved in various cellular processes including cell adhesion and DNA repair [9].
There are seven different spectrin genes in humans, encoding spectrins alpha I and II, and
spectrins beta I to V [9]. In the cytoplasm, spectrins exist as tetramers of two alpha and two
beta subunits [9]. Tetramers can bind both actin microfilaments and integral membrane
proteins, and thus facilitate formation of an actin meshwork that can be anchored to the
plasma membrane [9]. Mutations in the erythroid spectrins αI and βI result in spherocytosis
and other red cell disorders [10], whereas aberrant non-erythroid spectrins give rise to
defects in neuronal signalling and myocardial excitability, and are known to be involved in
neoplastic processes including CRC [9,11].

The aim of this study was to explore the value of SPTAN1 as a predictor of survival
and treatment outcomes in CRC. We first compile survival data from our previously char-
acterised CRC cohort and show that patient survival is linked to SPTAN1 protein levels in
colorectal tumours. We then analyse gene expression data from The Cancer Genome Atlas
(TCGA) to corroborate our findings at the transcriptional level, and to further delineate
the association of SPTAN1 mRNA levels with epithelial cohesion, colorectal tumour inva-
siveness, and patient responses to FOLFOX chemotherapy. Finally, we generate SPTAN1
knockdown strains of three widely used colon cancer cell lines, to further probe the impact
of differential SPTAN1 expression levels on treatment responses to FOLFOX chemotherapy.

2. Materials and Methods
2.1. Patients and Ethical Approval

We included 182 patients with available survival data from our previously published
cohort of 189 patients with CRC [8]. All patients underwent colonic resection with curative
intent, and without prior exposure to neoadjuvant therapies. Resections were carried
out between January 2011 and December 2016 at the University Hospital Frankfurt, a
German tertiary academic centre. Data closure for the survival data was 30 April 2019.
The study was approved by the local ethics committee, and all patients provided written
informed consent. Details of the clinical and survival data compiled for this study have
been summarised in Table S1.

2.2. Protein Analysis

As part of our previously published study, SPTAN1 protein levels in the 182 colorectal
tumours were quantified by digital image analysis of immunohistochemistry stained
slides [8]. For the present study, we used the available intensity data and ranked the
182 samples from lowest to highest based on their SPTAN1 staining intensities. The top
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third (61 patients) with strong staining intensities were defined as the SPTAN1-high group,
and the lower two thirds (121 patients) with weak or moderate staining intensities were
defined as the SPTAN1-low group. Information on individual tumour staining intensities
is shown in Table S1.

2.3. Gene Expression Data

Publicly available gene expression data of 573 TCGA colorectal tumours was down-
loaded from Sage Bionetworks Synapse (syn4978511) in April 2020, along with matching
clinical and survival data. TCGA expression data was originally processed and uploaded
to Sage Bionetworks in 2015, as part of the collaborative effort by Guinney and colleagues
to define and characterise the consensus molecular subtypes of CRC [12]. Details of how
the RNA-seq data was processed are provided in the original publication [12]. For the
present study, samples were again ranked from lowest to highest, this time according to
their SPTAN1 mRNA levels. The top half (286 patients) with high SPTAN1 mRNA levels
were again defined as the SPTAN1-high group, and the lower half (287 patients) with low
SPTAN1 mRNA levels were defined as the SPTAN1-low group. SPTAN1 mRNA levels for
individual tumours are listed in Table S2.

2.4. Single-Sample Gene Set Enrichment Analysis

Single-sample gene set enrichment scores were calculated from the pre-processed
RNA-seq data (comprising 20,293 genes in 573 samples), for groups of genes involved
in actin cytoskeletal function (GO actin cytoskeleton; 503-gene set) and focal adhesion
(KEGG focal adhesion; 199-gene set) [13,14]. Enrichment scores were generated for each
of the 573 tumour samples, using the default settings of the GenePattern algorithm for
single-sample gene set enrichment analysis (ssGSEA) [15]. The scores represent the de-
gree to which the individual genes (in the gene sets of interest) are coordinately up- or
downregulated within a given tumour sample. The same GenePattern module was then
used to compute immune and stromal enrichment scores, in order to infer the presence
of non-tumour cells in the tumour microenvironment of each sample [16]. Details of the
algorithm used for ssGSEA can be found at www.genepattern.org (accessed on 30 April
2020) and in the original publication by Barbie and colleagues [15,17].

2.5. Gene Set Enrichment Analysis

The 573 TCGA samples were subsequently analysed by gene set enrichment analysis
(GSEA), applying SPTAN1 mRNA levels (expressed as z-scores) as a continuous pheno-
type label. The GenePattern GSEA module [18] was used to interrogate the well-curated
Hallmark (50 gene sets) [19], KEGG (186 gene sets) [14] and GO (10,271 gene sets) [13]
collections from the Molecular Signatures Database (MSigDB) [19]. We set the collapse
dataset parameter to no collapse, and selected the Pearson metric for ranking genes (the de-
fault signal-to-noise metric cannot be applied to continuous phenotypes). The analysis was
otherwise carried out using the default settings of the GenePattern GSEA module [18]. For
each gene set in the analysis, the GSEA algorithm computes a normalised enrichment score
(NES), nominal p-value, and false discovery rate (FDR) to correct for multiple testing. Again,
details of the algorithm used for GSEA can be found at www.genepattern.org (accessed on
30 April 2020) or in the original publication by Subramanian and colleagues [17,18].

2.6. Treatment Response Prediction

We applied a qualitative transcriptional signature to the TCGA expression data, in
order to predict response to FOLFOX chemotherapy (folinic acid, fluorouracil, and ox-
aliplatin) for each of the 573 tumour samples. This method compares the relative gene
expression levels of five gene pairs (CALML5/IGFBP1, CCND2/GPR34, IRF6/WDR75,
HOXB4/SMURF2, TRIM11/NT5DC3), and predicts a favourable response to treatment
with FOLFOX when the expression level of gene 1 is greater than that of gene 2 in three or
more of the five gene pairs [20]. In the original publication, the signature’s area under the
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ROC curve was 0.94 in the training dataset (correct classification of 62/70 responders and
24/26 non-responders), and 0.82 in the validation dataset (correct classification of 17/20
responders and 4/5 non-responders) [20].

2.7. Cell Lines

HT-29 cells (HTB-38), Caco-2 cells (HTB-37), and HEK293T cells (CRL-3216) were
purchased from the American Type Culture Collection (Manassas, VA, USA). HCT116
mlh1-2 cells, stably transfected with the pcDNA3.1+/MLH1 overexpression plasmid, were
a gift from Professor Franҫoise Praz (Centre National de la Recherche Scientifique in
Paris, France). Cells were grown in DMEM (Thermo Fisher Scientific; Waltham, MA,
USA) with 10% FBS (Sigma-Aldrich; St. Louis, MO, USA) and 1% penicillin-streptomycin
(Sigma-Aldrich). The growth media of stably transduced cell lines was supplemented with
puromycin; 5 µg/mL for HT-29 and Caco-2 cells, and 4 µg/mL for HCT116 mlh1-2 cells.
All cell lines were regularly tested for mycoplasma, and STR profiling was carried out as
recently described [21]. The CRC cell lines used in this study carry different combinations of
recurrent genetic and epigenetic alterations: HT-29 cells are TP53-mutant, KRAS wild-type,
BRAF-mutant, MSS, CIMP-positive; Caco-2 cells are TP53-mutant, KRAS wild-type, BRAF
wild-type, MSS, CIMP-negative; HCT116 mlh1-2 cells are TP53 wild-type, KRAS-mutant,
BRAF wild-type, MSI, CIMP-positive [22].

2.8. Generation of Lentiviral Particles and shRNA Knockdown

The HT-29, HCT116 mlh1-2 and Caco-2 cell lines endogenously express SPTAN1. Sta-
ble knockdown of SPTAN1 expression in these cell lines was achieved by transduction with
lentivirus encoding interfering MISSION® shRNA nucleic acid molecules, according to the
manufacturer’s instructions (Sigma-Aldrich). HEK293T cells were used to generate lentivi-
ral particles. Briefly, 1 × 106 HEK293T cells were plated in 10 cm dishes and co-transfected
with 1 µg each of three packaging plasmids (MISSION® pLP1, pLP2, and pLP/VSVG),
as well as 3 µg of a lentiviral plasmid vector (MISSION® pLKO.1-puro) encoding one
of four short hairpins targeting SPTAN1 mRNA (MISSION® shRNA TRCN0000053669;
MISSION® shRNA TRCN00000299160; MISSION® shRNA TRCN00000299159; MISSION®

shRNA TRCN00000299161). For the generation of control lentiviral particles, HEK293T
cells were co-transfected with 1 µg each of the three packaging plasmids, and 3 µg of
a lentiviral plasmid vector encoding non-mammalian shRNA (MISSION® pLKO.1-puro
non-mammalian shRNA control plasmid SHC002V). Supernatant containing the lentiviral
particles was harvested after 72 h, sterile filtered and used for transduction of CRC cell
lines. Target cells were plated at a density of 5 × 105 cells per well in 6-well plates, and
fresh lentiviral particles were added three times on day 1, and twice on day 2. From day 3,
cells were grown in DMEM culture medium supplemented with puromycin.

2.9. Western Blotting

SPTAN1 expression in stably transduced cell lines was quantified by Western blot
analysis. Cell lysates were separated on 10% polyacrylamide gels, followed by transfer
onto nitrocellulose membranes and antibody detection. Membranes were incubated with
primary antibodies targeting SPTAN1 (MAB1622 from Sigma-Aldrich) or β-actin (A5441
from Sigma-Aldrich), followed by a fluorescent labelled secondary antibody (IRDye® 680
LT from LI-COR Biosciences; Lincoln, NE, USA), and then imaged on a FLA-9000 scanner
(Fujifilm; Tokyo, Japan). Western blot band intensities were quantified using the image
analysis software Multi Gauge version 3.2 (Fujifilm; Tokyo, Japan). Western blots were
performed at least three times, as independent biological replicates.

2.10. Cell Viability Assay

Response to FOLFOX chemotherapy was assessed by tetrazolium dye (MTT) colori-
metric assay. Cells with stable SPTAN1 knockdown were seeded at 1 × 104 cells per well in
96-well culture plates and grown at varying concentrations of FOLFOX chemotherapy (a
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combination regimen of folinic acid, fluorouracil, and oxaliplatin). The highest treatment
dose, FOLFOX 1000×, was prepared to final concentrations of 0.16 µM folinic acid, 0.8 µM
fluorouracil, and 0.008 µM oxaliplatin. FOLFOX 100×, 10× and 1× were obtained through
serial 10-fold dilutions of FOLFOX 1000×. Cell viability was assessed 12, 24, 48, and
72 h after seeding and treatment initiation. At the specified timepoints, culture media
were replaced with media containing the tetrazolium dye MTT (Sigma-Aldrich), at a final
concentration of 833 µg/mL, which is enzymatically reduced within cells to insoluble
formazan crystals. Following incubation with the dye for 2 h at 37 ◦C, media were replaced
with 100 µL per well of a decolourising solution (DMSO with 0.6% acetic acid and 0.1 g/mL
SDS), to extract the insoluble formazan crystals from within cells. After 20 min extraction,
the absorbance of the formazan solution was measured at 570 nm using an EnVision® plate
reader (PerkinElmer; Waltham, MA, USA). Three independent experiments were carried
out, totalling up to 48 individual readings for each combination of cell line, knockdown
strain, timepoint and chemotherapy dose.

2.11. Statistical Analysis

Data are expressed as mean ± SEM or median and range, as appropriate. Statistical
analysis was carried out using the R environment for statistical computing [23]. The
survival and survminer packages were used to model patient survival data [24,25]. The
relation of SPTAN1 levels and patient outcomes was assessed by simple Cox proportional
hazards model, and multivariable models were used to adjust for potential confounders.
Population means were compared by analysis of variance (aov function) or unpaired t-
test (t-test function) as appropriate, and Pearson correlation coefficients were computed
using the cor.test function. Cell viability of SPTAN1 knockdown and control strains was
compared by one-way analysis of variance (aov function), followed by Dunnett’s post-hoc
test (using the glht function from the multcomp package) [26]. Results with a p-value < 0.05
were considered statistically significant. GenePattern modules include their own statistical
analysis as detailed above.

3. Results
3.1. High Intratumoural SPTAN1 Protein Levels Predict Better Overall Survival in Patients
with CRC

First, we considered whether intratumoural SPTAN1 protein levels might be related to
survival outcomes in patients with CRC. To address this question, we identified 182 patients
with available survival data from our recently published CRC cohort [8]. SPTAN1 protein
levels in each of the 182 tumours were analysed by immunohistochemistry as part of
our previous study. Staining intensities were determined by digital image analysis and
used as a surrogate for SPTAN1 protein levels [8]. For the present study, we ranked the
samples from lowest to highest according to their SPTAN1 staining intensities. The top
third (61 patients) with strong staining intensities were defined as the SPTAN1-high group,
and the lower two thirds (121 patients) with weak or moderate staining intensities were
defined as the SPTAN1-low group.

Survival outcomes were analysed by Cox proportional hazards model, in order to
explore the potential of intratumoural SPTAN1 protein levels as a survival predictor. Me-
dian overall survival was 42 months in the SPTAN1-low group, and was not reached
in the SPTAN1-high group (hazard ratio in the SPTAN1-high group, 0.61; 95% confi-
dence interval, 0.36 to 1.03; p = 0.065) (Figure 1a). The trend of improved survival in the
SPTAN1-high group was maintained after adjusting for patient age and tumour stage in a
multivariable proportional hazards model (hazard ratio in the SPTAN1-high group, 0.59;
95% confidence interval, 0.35 to 1.01; p = 0.054) (Table 1). It therefore appears that high
intratumoural SPTAN1 protein levels may independently predict better overall survival in
patients with CRC.
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Figure 1. High intratumoural SPTAN1 levels predict better overall survival in patients with CRC. Kaplan-Meier plots
depicting the association between overall survival and SPTAN1 protein levels (a) in the full cohort from the University
Hospital Frankfurt (UHF), and in the subgroups with (b) early (UICC stage I/II) or (c) advanced (UICC stage III/IV) CRC.
The association between overall survival and SPTAN1 gene expression in the TCGA cohort is shown in (d). The number at
risk is displayed below each survival curve. Patient survival was assessed from the time of diagnosis in the UHF cohort,
and from the time of surgery in the TCGA cohort. Survival data were modelled by proportional hazards regression using
the survival and survminer packages in the R environment for statistical computing. Results with a p-value < 0.05 were
considered statistically significant.

Table 1. Overall survival in the Frankfurt cohort analysed by multivariable Cox regression.

Variables Hazard Ratio
(95% CI)

Significance Level
(p-Value)

SPTAN1 Protein (high vs. low) 0.59 (0.35–1.01) 0.054
Age at Diagnosis (Years) 1.03 * (1.01–1.06) 0.001

UICC Stage II (vs. Stage I) 1.14 (0.54–2.41) 0.737
UICC Stage III (vs. Stage I) 1.01 (0.47–2.18) 0.982
UICC Stage IV (vs. Stage I) 3.45 * (1.72–6.92) 5.0 × 10−4

Observations: 182 patients; number of events: 76 deaths; * p < 0.05.

In a subgroup analysis of UICC stage I and II tumours there was no difference in
overall survival between the SPTAN1-high and SPTAN1-low groups (hazard ratio in the
SPTAN1-high group, 0.92; 95% confidence interval, 0.42 to 2.01; p = 0.829) (Figure 1b).
Conversely, subgroup analysis of UICC stage III and IV tumours showed improved overall
survival in the SPTAN1-high group compared with the SPTAN1-low group (hazard ratio
in the SPTAN1-high group, 0.43; 95% confidence interval, 0.21 to 0.90; p = 0.025) (Figure 1c).
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These observations suggest that differential SPTAN1 protein levels are particularly relevant
in more advanced colorectal tumours.

3.2. High Intratumoural SPTAN1 mRNA Levels Predict Better Overall Survival in Patients
with CRC

We next aimed to corroborate our findings at the transcriptional level. To this end, we
downloaded publicly available gene expression data of 573 colorectal tumours from The
Cancer Genome Atlas (TCGA), along with matching clinical and survival data [12]. We
then investigated the relationship between SPTAN1 gene expression and patient outcomes.
Samples were again ranked from lowest to highest, this time according to their SPTAN1
mRNA levels. The top half (286 patients) with high SPTAN1 mRNA levels were again
defined as the SPTAN1-high group, and the lower half (287 patients) with low SPTAN1
mRNA levels were defined as the SPTAN1-low group. Survival data were available for
279 patients in each group.

Median overall survival was 100 months in the SPTAN1-high group, and 47 months in
the SPTAN1-low group (hazard ratio in the SPTAN1-high group, 0.46; 95% confidence in-
terval, 0.29 to 0.75; p = 0.002) (Figure 1d). The clear survival advantage in the SPTAN1-high
group was maintained after adjusting for patient age and tumour stage in a proportional
hazards model (hazard ratio in the SPTAN1-high group, 0.49; 95% confidence interval,
0.30 to 0.81; p = 0.005). Notably, SPTAN1 mRNA levels (expressed as z-scores) remained
independently associated with overall survival when treated as a continuous variable
(hazard ratio per unit increase in SPTAN1 z-score, 0.77; 95% confidence interval, 0.62 to
0.96; p = 0.018; range of SPTAN1 z-score, −5.0 to 2.9). Like high intratumoural SPTAN1
protein levels, high intratumoural SPTAN1 mRNA levels therefore independently predict
better overall survival in patients with CRC.

3.3. Actin Cytoskeletal Genes Are Upregulated in Aggressive Tumours with Distant Metastasis

Since SPTAN1 is an actin-binding protein with known involvement in cytoskeletal
organisation and cell adhesion, we then asked whether expression of cytoskeletal genes
and cell adhesion molecules is associated with patient outcomes more generally. To address
this question, we computed single-sample gene set enrichment scores for groups of genes
involved in actin cytoskeletal function (GO actin cytoskeleton; 503-gene set) [13] and focal
adhesion (KEGG focal adhesion; 199-gene set) [14]. Enrichment scores were generated
for each tumour sample using the GenePattern algorithm for single-sample gene set
enrichment analysis (ssGSEA) (Table S3) [15]. The scores represent the degree to which
the individual genes (in the gene sets of interest) are coordinately up- or downregulated
within a given tumour sample.

Next, we included the obtained enrichment scores in our proportional hazards model,
along with patient age, tumour stage, and SPTAN1 mRNA levels (Table 2). We found that
both actin cytoskeletal genes (GO actin cytoskeleton enrichment score) as well as genes
involved in focal adhesion (KEGG focal adhesion enrichment score) were independently
associated with overall survival, after adjusting for age and tumour stage (p < 0.001 for actin
cytoskeletal genes; p = 0.009 for genes involved in focal adhesion). Like high intratumoural
SPTAN1 mRNA levels, coordinate upregulation of genes involved in focal adhesion was
associated with better overall survival (Table 2). In contrast to SPTAN1 and genes involved
in focal adhesion, we found that coherent upregulation of actin cytoskeletal genes was
associated with poor survival outcomes (Table 2). This may be linked to the progressive
increase in actin cytoskeletal gene expression with increasing tumour stage (Figure 2a).
Collectively, actin cytoskeletal genes therefore appear to be upregulated in more aggressive
tumours with distant metastasis. No association was observed between gene expression
and tumour stage for SPTAN1 alone (Figure 2b).
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Table 2. Overall survival in the TCGA cohort analysed by multivariable Cox regression.

Variables Hazard Ratio
(95% CI)

Significance Level
(p-Value)

SPTAN1 mRNA (z-Score) 0.59 * (0.45–0.76) 7.4 × 10−5

Age at Surgery (Years) 1.03 * (1.01–1.05) 0.003
UICC Stage II (vs. Stage I) 1.11 (0.41–3.01) 0.830
UICC Stage III (vs. Stage I) 1.37 (0.50–3.71) 0.538
UICC Stage IV (vs. Stage I) 4.34 * (1.58–11.87) 0.004

Cytoskeletal Genes (z-Score) 2.58 * (1.56–4.26) 2.0 × 10−4

Adhesion Genes (z-Score) 0.54 * (0.34–0.86) 0.009
Observations: 544 patients; number of events: 71 deaths; * p < 0.05.
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Figure 2. Actin cytoskeletal genes are upregulated in aggressive tumours with distant metastasis. Box plots showing
the respective associations between (a) UICC stage and actin cytoskeletal gene expression, and between (b) UICC stage
and SPTAN1 gene expression. The analysis is based on gene expression data from the TCGA cohort (573 patients). Actin
cytoskeletal gene expression in (a) was quantified using the GenePattern ssGSEA module. Population means in both (a) and
(b) were compared by one-way ANOVA, and the corresponding p-values are shown. Differences between individual UICC
stages and the reference group (UICC stage I) were assessed by Dunnett’s post-hoc test, and denoted with an asterisk (*) if
they reached statistical significance. Results with a p-value < 0.05 were considered statistically significant.

Overall, we find that upregulation of actin cytoskeletal genes in bulk expression
data is associated with increasing tumour stage and poor survival outcomes, whereas
increased expression of SPTAN1 and other genes involved in focal adhesion predicts better
overall survival.

3.4. Tumour Purity Affects the Expression of Actin Cytoskeletal Genes But Not SPTAN1
Gene Expression

We next sought to clarify the cellular origin of the SPTAN1 and actin cytoskeletal
gene expression signals in our bulk gene expression data. Specifically, we asked whether
expression of SPTAN1 and actin cytoskeletal genes may be related to tumour purity, and
whether the transcripts of interest originate from cancer cells or from immune and stromal
cells of the tumour microenvironment (TME). To address this question, we computed
immune and stromal enrichment scores by ssGSEA algorithm to infer the presence of
non-tumour cells in the TME of each tumour sample (Table S3) [16].

The expression of actin cytoskeletal genes correlated to varying degrees with both im-
mune and stromal enrichment scores (correlation with immune enrichment score, r = 0.36
and p < 0.001; correlation with stromal enrichment score, r = 0.66 and p < 0.001) (Figure 3a,b).
From this, we conclude that actin cytoskeletal gene transcripts originate to some extent from
both immune and stromal cells of the TME. Conversely, SPTAN1 mRNA levels showed
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little or no correlation with the immune or stromal enrichment scores (correlation with
immune enrichment score, r = 0.06 and p = 0.162; correlation with stromal enrichment
score, r = 0.11 and p = 0.007) (Figure 3c,d). These latter findings suggest that differential SP-
TAN1 transcript levels in our bulk expression data reflect tumour cell-intrinsic fluctuations
in SPTAN1 gene expression, rather than variations in the degree of immune or stromal
infiltration of the TME.
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Figure 3. Tumour purity affects the expression of actin cytoskeletal genes but not SPTAN1 gene expression. Scatter plots
showing the respective associations between actin cytoskeletal gene expression and (a) immune or (b) stromal infiltration,
and between SPTAN1 gene expression and (c) immune or (d) stromal infiltration. The analysis is based on gene expression
data from the TCGA cohort (573 patients). The GenePattern ssGSEA module was used to quantify actin cytoskeletal gene
expression, and to compute immune and stromal enrichment scores. Pearson’s r coefficient was determined using the
cor.test function in the standard R environment, and results with a p-value < 0.05 were considered statistically significant.

3.5. SPTAN1 Is Related to Cell Adhesion and Polarity, Cytoskeletal Organisation, Motility
and Invasion

We next looked for features of tumour biology that might explain why patients with
colorectal tumours expressing high levels of SPTAN1 have favourable survival outcomes.
To this end, we analysed the 573 TCGA samples by gene set enrichment analysis (GSEA),
and applied SPTAN1 mRNA levels (expressed as z-scores) as a continuous phenotype
label [18]. We used the GenePattern GSEA algorithm to interrogate the well-curated
Hallmark (50 gene sets) [19], KEGG (186 gene sets) [14] and GO (10,271 gene sets) [13]
collections from the Molecular Signatures Database [19] (Table S4). For each gene set in the
analysis, GSEA provides a normalised enrichment score (NES), nominal p-value, and false
discovery rate (FDR) to correct for multiple testing.
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High levels of SPTAN1 gene expression were associated with coordinate upregula-
tion of gene sets related to cell polarity (Hallmark apical junction: NES 1.82, p < 0.001,
FDR = 0.044; Hallmark apical surface: NES 1.66, p = 0.010, FDR = 0.098), cell adhesion
(KEGG focal adhesion: NES 1.94, p = 0.002, FDR = 0.033; KEGG gap junction: NES 1.81,
p = 0.002, FDR = 0.048; KEGG adherens junction: NES 1.74, p = 0.006, FDR = 0.047; KEGG
tight junction: NES 1.74, p = 0.004, FDR = 0.046), actin cytoskeletal organisation (GO actin
cytoskeleton: NES 1.82, p < 0.001, FDR = 0.062; GO actin filament organisation: NES 1.85,
p < 0.001, FDR = 0.057), cell motility and invasion (GO actin filament-based movement:
NES 1.75, p = 0.010, FDR = 0.078; GO lamellipodium: NES 1.75, p = 0.004, FDR = 0.078;
GO invadopodium: NES 1.64, p = 0.022, FDR = 0.105) (Table 3). These findings implicate
SPTAN1 in cellular processes that safeguard cell polarity and epithelial cohesion, and
thereby plausibly attenuate tumour aggressiveness. That said, SPTAN1 may also promote
a less favourable tumour biology through its involvement in cell motility and invasion.

Table 3. Gene sets associated with high SPTAN1 gene expression in the TCGA cohort.

Gene Set NES p-Value FDR

Hallmark Apical Junction 1.82 <0.001 0.044
Hallmark Apical Surface 1.66 0.010 0.098
KEGG Focal Adhesion 1.94 0.002 0.033

KEGG Gap Junction 1.81 0.002 0.048
KEGG Adherens Junction 1.74 0.006 0.047

KEGG Tight Junction 1.74 0.004 0.046
GO Actin Cytoskeleton 1.82 <0.001 0.062

GO Actin Filament Organisation 1.85 <0.001 0.057
GO Actin Filament-Based Movement 1.75 0.010 0.078

GO Lamellipodium 1.75 0.004 0.078
GO Invadopodium 1.64 0.022 0.105

Gene set enrichment analysis (GSEA) of 573 TCGA samples; SPTAN1 transcript levels applied as a continuous
phenotype label; NES: normalised enrichment score; FDR: false discovery rate.

3.6. SPTAN1 Gene Expression Predicts Response to FOLFOX Chemotherapy

Given that the predicted effects of SPTAN1 expression levels on tumour biology did
not fully explain why SPTAN1-high colorectal tumours have better survival outcomes,
we considered whether the observed survival advantage may result from a favourable
response to FOLFOX chemotherapy in the SPTAN1-high group. FOLFOX (folinic acid,
fluorouracil, and oxaliplatin) is a standard regimen for treatment of colorectal tumours
in both the adjuvant and palliative settings. To address this question, we first applied
a qualitative transcriptional signature [20] to the TCGA expression data, allowing us to
predict response to FOLFOX chemotherapy for each of the 573 tumour samples (Table S5).

Overall, the molecular classifier predicted response to FOLFOX in 265 tumours (46%),
versus primary resistance in the remaining 308 tumours (54%). The mean SPTAN1 z-score
was +0.20 in responders and −0.18 in non-responders (p < 0.001) (Figure 4a). Since systemic
therapies are not routinely administered to patients with early-stage tumours (UICC stages
I and II), we then focused our analysis on patients with advanced CRC (UICC stages III
and IV) who would most likely receive chemotherapy in a real-world setting. Among
the 250 patients with stage III and IV CRC, the molecular classifier predicted response to
FOLFOX in 132 tumours (53%), versus primary resistance in the remaining 118 tumours
(47%). The mean SPTAN1 z-score was +0.25 in responders and −0.11 in non-responders
(p = 0.003) (Figure 4b). In summary, we demonstrate that high intratumoural SPTAN1
transcript levels are associated with a favourable response to FOLFOX chemotherapy.
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Figure 4. SPTAN1 gene expression predicts response to FOLFOX chemotherapy. Box plots showing the association between
SPTAN1 transcript levels and response to FOLFOX chemotherapy (a) in the full TCGA cohort, and (b) in the subgroup with
advanced (UICC stage III/IV) CRC. A previously established molecular classifier was applied to the TCGA expression data,
in order to predict individual patients’ responses to FOLFOX chemotherapy. Mean SPTAN1 transcript levels in predicted
responders and non-responders were compared using the t-test function in the standard R environment. Results with a
p-value < 0.05 were considered statistically significant.

To corroborate these findings in a different system, we then determined response
to FOLFOX chemotherapy in human HT-29 colon cancer cells with stable knockdown of
SPTAN1 expression. Four knockdown strains of the HT-29 cell line were generated using
short hairpins targeting SPTAN1 mRNA (shSPTAN1_3, shSPTAN1_6, shSPTAN1_7, shSP-
TAN1_8), and knockdown efficiency was verified by Western blotting and compared with
control-transduced (pLKO.1) cells (Figure 5a,b). Cell viability in response to incremental
doses of FOLFOX chemotherapy was measured by tetrazolium dye (MTT) colorimetric
assay at four different timepoints (12, 24, 48, and 72 h). In line with our hypothesis, HT-29
cells with reduced SPTAN1 expression were less responsive to FOLFOX chemotherapy
compared with SPTAN1-proficient control cells, particularly at higher FOLFOX doses
(Figure 5c–f). Similar results were obtained for SPTAN1 knockdown strains of the colon
cancer cell lines HCT116 mlh1-2 and Caco-2 (Figures A1 and A2 in Appendix A). On the
whole, there was good agreement between SPTAN1 knockdown efficiency and the degree
of FOLFOX resistance (Figures 5, A1 and A2).
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Figure 5. HT-29 cells with SPTAN1 knockdown are less responsive to FOLFOX chemotherapy. Short hairpin RNAs were
used to knock down SPTAN1 expression in HT-29 colon cancer cells (a). Western blot band intensities were quantified
by digital image analysis, to determine SPTAN1 protein levels of knockdown cells relative to control-transduced cells
(denoted pLKO.1) (b). The uncropped Western blots are shown in Figure S1. Bar charts illustrating the response to FOLFOX
chemotherapy in HT-29 colon cancer cells with stable knockdown of SPTAN1 expression (c–f). Cell viability in response to
incremental doses of FOLFOX chemotherapy was measured by tetrazolium dye (MTT) colorimetric assay after (c) 12 h,
(d) 24 h, (e) 48 h, and (f) 72 h. Data represent averages from three independent experiments, totalling up to 48 individual
absorbance readings for each combination of knockdown strain, timepoint and chemotherapy dose. Absorbance readings of
FOLFOX-treated cells were normalised to the average absorbance values of the respective control-treated cells. SPTAN1
knockdown cells and control-transduced cells (denoted pLKO.1) were compared by one-way ANOVA. Differences between
individual knockdown strains and the reference group (control-transduced cells) were assessed by Dunnett’s post-hoc
test, and denoted with an asterisk (*) if they reached statistical significance. Results with a p-value < 0.05 were considered
statistically significant.
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4. Discussion

This study provides evidence of a link between patient outcomes and SPTAN1 ex-
pression levels in colorectal tumours. We find that, after taking into account patient age
and UICC tumour stage, elevated intratumoural SPTAN1 protein and mRNA levels as-
sociate with favourable survival outcomes. Unlike actin cytoskeletal genes, which were
more highly expressed in aggressive tumours with distant metastasis and high stromal or
immune content, cancer cells themselves appear to account for most of the variation in
SPTAN1 expression, and its upregulation is linked to markers of cell-cell contact formation
on the one hand, and markers of tumour aggressiveness and invasion on the other hand.
Beyond its role in tumour biology, we were able to identify a link between SPTAN1 gene
expression and patient responses to FOLFOX chemotherapy. Overall, this study nominates
SPTAN1 as a valuable prognostic marker that could help stratify patients with CRC, and
may predict their response to anticancer therapy. Our findings pave the way for future
mechanistic studies into the role of SPTAN1 and the actin cytoskeleton in CRC biology
and therapeutics.

4.1. SPTAN1 as a Prognostic Biomarker

In cancer, reorganisation of the actin cytoskeleton is associated with the epithelial
to mesenchymal transition (EMT), tumour aggressiveness and metastatic spread [27,28].
A growing body of evidence supports the view that EMT, cytoskeletal remodelling, and
active TGF-β signalling all confer a negative prognosis, both in CRC and across many other
types of cancer [12,29,30]. Our data on the upregulation of actin cytoskeletal genes in UICC
stage IV tumours are consistent with these general assumptions that place cytoskeletal
organisation and remodelling at the heart of tumour biology.

Conversely, the utility of SPTAN1 in determining tumour aggressiveness and predict-
ing patient outcomes is less clear-cut. This is perhaps unsurprising, given that SPTAN1
can assume the role of both tumour promoter and suppressor [11], as reflected in the
results of our GSEA analysis. In addition, although alterations in the expression of SPTAN1
have been described in a variety of tumours and tissues [31–35], the directionality of these
changes (upregulation vs. downregulation) defies any clear classification [11].

We show here that increased levels of SPTAN1 are associated with longer overall
survival times in patients with colorectal tumours. To our knowledge, this is the first study
that has identified SPTAN1 expression as a prognostic biomarker in CRC. Our findings
are in line with a recent report suggesting that higher SPTAN1 gene expression levels are
associated with better survival outcomes in patients with lung cancer [36], and may prompt
similar investigations into the prognostic role of actin-binding proteins in other cancers.

4.2. Biological Roles of SPTAN1 in Cancer

We then sought to pinpoint molecular mechanisms that might explain the prognostic
benefit of elevated SPTAN1 levels. In our subgroup survival analysis, we saw that the
prognostic benefit of high SPTAN1 protein levels was magnified in patients with stage III
and IV cancers. This argues that differential expression of SPTAN1 is particularly relevant
in advanced CRC and may be directly linked to tumour aggressiveness and metastatic
potential in these patients. Importantly, we show that differential SPTAN1 mRNA levels in
our bulk expression data are not influenced by stromal content or immune infiltration of
the TME, and therefore likely reflect variations in tumour cell-intrinsic processes.

Our transcriptomic pathway analysis indicates that SPTAN1 expression levels may
affect tumour aggressiveness and metastatic potential in a context-dependent manner. On
the one hand, SPTAN1 appears to be involved in cellular processes which help maintain
cell polarity and epithelial cohesion, thus conceivably preventing invasive growth and
metastatic spread. This is in line with our previously published in vitro data [8], demon-
strating that SPTAN1 knockdown cell lines exhibited weaker cell-cell interactions and may
consequently be more likely to detach from the tumour lattice and metastasise. Further
supporting this idea, we show here that the coordinate transcriptional upregulation of
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genes involved in focal adhesion predicts better survival outcomes in patients with CRC.
On the other hand, and perhaps in a different cellular context, SPTAN1 may promote
tumour cell motility and invasiveness, consistent with the protein’s known role in colon
cancer cell migration [7].

Our pathway analysis reinforces the notion that, depending on the cellular context,
SPTAN1 can be both a tumour promoter and a tumour suppressor [7,8,11]. The effects of
SPTAN1 expression on tumour biology therefore only provide a partial explanation for the
favourable survival outcomes of patients with SPTAN1-high CRCs. One possible reason
for these seemingly disparate biological roles is that mRNA or protein expression levels
are not equivalent to protein function. This is particularly pertinent given that 5% of CRCs
harbour SPTAN1 gene mutations (mostly of unknown significance) [37,38], and because
differences in biological function may arise from alternative splicing events of SPTAN1
mRNA and post-translational modifications of the SPTAN1 protein [39–41].

4.3. SPTAN1 as a Predictor of Therapy Response

Another possible explanation for the prognostic benefit of elevated SPTAN1 levels is
that its differential expression affects response to chemotherapy. This appears plausible
given that, as stated above, the prognostic benefit of high SPTAN1 protein levels was
magnified in patients with stage III and IV cancers—the very patients who would typically
receive postoperative chemotherapy. Indeed, we demonstrate that tumours harbouring a
gene expression signature predictive of a favourable response to FOLFOX chemotherapy
also exhibit higher SPTAN1 mRNA levels. In a complementary in vitro model, SPTAN1
knockdown strains of three widely used colon cancer cell lines were less responsive to
FOLFOX chemotherapy compared with SPTAN1-proficient control strains. We therefore
suggest that increased SPTAN1 expression sensitises cancers to FOLFOX chemotherapy,
thereby contributing to the superior survival outcomes observed in patients with SPTAN1-
high tumours.

The molecular mechanisms underlying the association of SPTAN1 levels with chemother-
apy response, however, remain to be uncovered. There is some evidence implicating both
intact SPTAN1 protein and its caspase-derived cleavage products as pivotal effectors of
apoptotic cell death [42–44]. It is therefore conceivable that higher pre-treatment levels of
SPTAN1 enhance the apoptotic response to FOLFOX chemotherapy, thereby improving
survival outcomes. Our findings are consistent with the loss of SPTAN1 expression seen in
MLH1-deficient colon cancers that are notoriously unresponsive to standard chemothera-
pies in the adjuvant setting [45,46].

Importantly, SPTAN1 levels in our study were measured in surgical specimens and
prior to the administration of any systemic agents. The timing of SPTAN1 measure-
ments is relevant because chemotherapy demonstrably alters SPTAN1 levels [47,48]. Our
observations indicate that SPTAN1 expression levels predict response to postoperative
chemotherapy and could be employed as a biomarker to help fine-tune treatment decisions.
In a frail elderly patient, for instance, high SPTAN1 levels might justify a more cautious
chemotherapeutic regimen, whereas low SPTAN1 levels may warrant a more aggressive
treatment approach.

5. Conclusions

Taken together, we identify SPTAN1 as a novel prognostic biomarker in CRC and show
that SPTAN1 expression levels may predict patient responses to adjuvant chemotherapy.
Despite the continuing advances in high-throughput genomics research, there remains an
unmet need for precision medicine tools that are both affordable and directly applicable in
a real-world setting. Here we illustrate how assessing SPTAN1 expression levels by routine
histopathology could directly impact therapeutic decision-making at the bedside. It will
be interesting to see whether our observations can be validated in a prospective setting,
whether they can be replicated in other tumour types, and whether they are generalisable
to actin-binding proteins other than SPTAN1.
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FOX chemotherapy; Figure A2: Caco-2 cells with SPTAN1 knockdown are less responsive
to FOLFOX chemotherapy.
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Figure A1. HCT116 mlh1-2 cells with SPTAN1 knockdown are less responsive to FOLFOX chemotherapy. Short hairpin
RNAs were used to knock down SPTAN1 expression in HCT116 mlh1-2 colon cancer cells (a). Western blot band intensities
were quantified by digital image analysis, to determine SPTAN1 protein levels of knockdown cells relative to control-
transduced cells (denoted pLKO.1) (b). Bar charts illustrating the response to FOLFOX chemotherapy in HCT116 mlh1-2
colon cancer cells with stable knockdown of SPTAN1 expression (c–f). Cell viability in response to incremental doses of
FOLFOX chemotherapy was measured by tetrazolium dye (MTT) colorimetric assay after (c) 12 h, (d) 24 h, (e) 48 h, and
(f) 72 h. Data represent averages from three independent experiments, totalling up to 48 individual absorbance readings for
each combination of knockdown strain, timepoint and chemotherapy dose. Absorbance readings of FOLFOX-treated cells
were normalised to the average absorbance values of the respective control-treated cells. SPTAN1 knockdown cells and
control-transduced cells (denoted pLKO.1) were compared by one-way ANOVA. Differences between individual knockdown
strains and the reference group (control-transduced cells) were assessed by Dunnett’s post-hoc test, and denoted with an
asterisk (*) if they reached statistical significance. Results with a p-value < 0.05 were considered statistically significant.
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Figure A2. Caco-2 cells with SPTAN1 knockdown are less responsive to FOLFOX chemotherapy. Short hairpin RNAs were
used to knock down SPTAN1 expression in Caco-2 colon cancer cells (a). Western blot band intensities were quantified
by digital image analysis, to determine SPTAN1 protein levels of knockdown cells relative to control-transduced cells
(denoted pLKO.1) (b). Bar charts illustrating the response to FOLFOX chemotherapy in Caco-2 colon cancer cells with
stable knockdown of SPTAN1 expression (c–f). Cell viability in response to incremental doses of FOLFOX chemotherapy
was measured by tetrazolium dye (MTT) colorimetric assay after (c) 12 h, (d) 24 h, (e) 48 h, and (f) 72 h. Data represent
averages from three independent experiments, totalling up to 48 individual absorbance readings for each combination of
knockdown strain, timepoint and chemotherapy dose. Absorbance readings of FOLFOX-treated cells were normalised to
the average absorbance values of the respective control-treated cells. SPTAN1 knockdown cells and control-transduced
cells (denoted pLKO.1) were compared by one-way ANOVA. Differences between individual knockdown strains and the
reference group (control-transduced cells) were assessed by Dunnett’s post-hoc test, and denoted with an asterisk (*) if they
reached statistical significance. Results with a p-value < 0.05 were considered statistically significant.



Cancers 2021, 13, 3638 18 of 19

References
1. Bray, F.; Ferlay, J.; Soerjomataram, I.; Siegel, R.L.; Torre, L.A.; Jemal, A. Global cancer statistics 2018: GLOBOCAN estimates of

incidence and mortality worldwide for 36 cancers in 185 countries. CA Cancer J. Clin. 2018, 68, 394–424. [CrossRef]
2. Ralston, S.; Penman, I.; Strachan, M.; Hobson, R. Davidson’s Principles and Practice of Medicine, 23rd ed.; Churchill Livingstone:

Edinburgh, UK, 2018.
3. Boland, C.R.; Goel, A. Microsatellite instability in colorectal cancer. Gastroenterology 2010, 138, 2073–2087.e3. [CrossRef] [PubMed]
4. Gryfe, R.; Kim, H.; Hsieh, E.T.; Aronson, M.D.; Holowaty, E.J.; Bull, S.B.; Redston, M.; Gallinger, S. Tumor microsatellite instability

and clinical outcome in young patients with colorectal cancer. N. Engl. J. Med. 2000, 342, 69–77. [CrossRef] [PubMed]
5. Malesci, A.; Laghi, L.; Bianchi, P.; Delconte, G.; Randolph, A.; Torri, V.; Carnaghi, C.; Doci, R.; Rosati, R.; Montorsi, M.; et al.

Reduced likelihood of metastases in patients with microsatellite-unstable colorectal cancer. Clin. Cancer Res. 2007, 13, 3831–3839.
[CrossRef] [PubMed]

6. Brieger, A.; Adryan, B.; Wolpert, F.; Passmann, S.; Zeuzem, S.; Trojan, J. Cytoskeletal scaffolding proteins interact with Lynch-
Syndrome associated mismatch repair protein MLH1. Proteomics 2010, 10, 3343–3355. [CrossRef] [PubMed]

7. Hinrichsen, I.; Ernst, B.P.; Nuber, F.; Passmann, S.; Schäfer, D.; Steinke, V.; Friedrichs, N.; Plotz, G.; Zeuzem, S.; Brieger, A.
Reduced migration of MLH1 deficient colon cancer cells depends on SPTAN1. Mol. Cancer 2014, 13, 11. [CrossRef] [PubMed]

8. Ackermann, A.; Schrecker, C.; Bon, D.; Friedrichs, N.; Bankov, K.; Wild, P.; Plotz, G.; Zeuzem, S.; Herrmann, E.; Hansmann,
M.L.; et al. Downregulation of SPTAN1 is related to MLH1 deficiency and metastasis in colorectal cancer. PLoS ONE 2019, 14,
e0213411. [CrossRef]

9. Machnicka, B.; Grochowalska, R.; Bogusławska, D.M.; Sikorski, A.F.; Lecomte, M.C. Spectrin-based skeleton as an actor in cell
signaling. Cell Mol. Life Sci. 2012, 69, 191–201. [CrossRef]

10. An, X.; Mohandas, N. Disorders of red cell membrane. Br. J. Haematol. 2008, 141, 367–375. [CrossRef]
11. Ackermann, A.; Brieger, A. The Role of Nonerythroid Spectrin αII in Cancer. J. Oncol. 2019, 2019, 7079604. [CrossRef]
12. Guinney, J.; Dienstmann, R.; Wang, X.; de Reyniès, A.; Schlicker, A.; Soneson, C.; Marisa, L.; Roepman, P.; Nyamundanda, G.;

Angelino, P.; et al. The consensus molecular subtypes of colorectal cancer. Nat. Med. 2015, 21, 1350–1356. [CrossRef]
13. Ashburner, M.; Ball, C.A.; Blake, J.A.; Botstein, D.; Butler, H.; Cherry, J.M.; Davis, A.P.; Dolinski, K.; Dwight, S.S.; Eppig, J.T.; et al.

Gene ontology: Tool for the unification of biology. The Gene Ontology Consortium. Nat. Genet. 2000, 25, 25–29. [CrossRef]
14. Kanehisa, M.; Goto, S. KEGG: Kyoto encyclopedia of genes and genomes. Nucleic Acids Res. 2000, 28, 27–30. [CrossRef]
15. Barbie, D.A.; Tamayo, P.; Boehm, J.S.; Kim, S.Y.; Moody, S.E.; Dunn, I.F.; Schinzel, A.C.; Sandy, P.; Meylan, E.; Scholl, C.; et al.

Systematic RNA interference reveals that oncogenic KRAS-driven cancers require TBK1. Nature 2009, 462, 108–112. [CrossRef]
16. Yoshihara, K.; Shahmoradgoli, M.; Martínez, E.; Vegesna, R.; Kim, H.; Torres-Garcia, W.; Treviño, V.; Shen, H.; Laird, P.W.; Levine,

D.A.; et al. Inferring tumour purity and stromal and immune cell admixture from expression data. Nat. Commun. 2013, 4, 2612.
[CrossRef]

17. Reich, M.; Liefeld, T.; Gould, J.; Lerner, J.; Tamayo, P.; Mesirov, J.P. GenePattern 2.0. Nat. Genet. 2006, 38, 500–501. [CrossRef]
18. Subramanian, A.; Tamayo, P.; Mootha, V.K.; Mukherjee, S.; Ebert, B.L.; Gillette, M.A.; Paulovich, A.; Pomeroy, S.L.; Golub, T.R.;

Lander, E.S.; et al. Gene set enrichment analysis: A knowledge-based approach for interpreting genome-wide expression profiles.
Proc. Natl. Acad. Sci. USA 2005, 102, 15545–15550. [CrossRef]

19. Liberzon, A.; Birger, C.; Thorvaldsdóttir, H.; Ghandi, M.; Mesirov, J.P.; Tamayo, P. The Molecular Signatures Database (MSigDB)
hallmark gene set collection. Cell Syst. 2015, 1, 417–425. [CrossRef] [PubMed]

20. He, J.; Cheng, J.; Guan, Q.; Yan, H.; Li, Y.; Zhao, W.; Guo, Z.; Wang, X. Qualitative transcriptional signature for predicting
pathological response of colorectal cancer to FOLFOX therapy. Cancer Sci. 2020, 111, 253–265. [CrossRef] [PubMed]

21. Dirks, W.G.; Faehnrich, S.; Estella, I.A.; Drexler, H.G. Short tandem repeat DNA typing provides an international reference
standard for authentication of human cell lines. Altex 2005, 22, 103–109.

22. Berg, K.C.G.; Eide, P.W.; Eilertsen, I.A.; Johannessen, B.; Bruun, J.; Danielsen, S.A.; Bjørnslett, M.; Meza-Zepeda, L.A.; Eknæs,
M.; Lind, G.E.; et al. Multi-omics of 34 colorectal cancer cell lines—A resource for biomedical studies. Mol. Cancer 2017, 16, 116.
[CrossRef] [PubMed]

23. R Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna, Austria,
2018. Available online: https://www.R-project.org/ (accessed on 30 April 2020).

24. Therneau, T. A Package for Survival Analysis in R. R Package Version 3.2–7. 2020. Available online: https://CRAN.R-project.
org/package=survival (accessed on 30 April 2020).

25. Kassambara, A. Survminer: Drawing Survival Curves Using ‘ggplot2’. 2020. Available online: https://CRAN.R-project.org/
package=survminer (accessed on 30 April 2020).

26. Hothorn, T.; Bretz, F.; Westfall, P. Simultaneous inference in general parametric models. Biom. J. 2008, 50, 346–363. [CrossRef]
[PubMed]

27. Yilmaz, M.; Christofori, G. EMT, the cytoskeleton, and cancer cell invasion. Cancer Metastasis Rev. 2009, 28, 15–33. [CrossRef]
[PubMed]

28. Morris, H.T.; Machesky, L.M. Actin cytoskeletal control during epithelial to mesenchymal transition: Focus on the pancreas and
intestinal tract. Br. J. Cancer 2015, 112, 613–620. [CrossRef]

29. Chakravarthy, A.; Khan, L.; Bensler, N.P.; Bose, P.; De Carvalho, D.D. TGF-β-associated extracellular matrix genes link cancer-
associated fibroblasts to immune evasion and immunotherapy failure. Nat. Commun. 2018, 9, 4692. [CrossRef] [PubMed]

http://doi.org/10.3322/caac.21492
http://doi.org/10.1053/j.gastro.2009.12.064
http://www.ncbi.nlm.nih.gov/pubmed/20420947
http://doi.org/10.1056/NEJM200001133420201
http://www.ncbi.nlm.nih.gov/pubmed/10631274
http://doi.org/10.1158/1078-0432.CCR-07-0366
http://www.ncbi.nlm.nih.gov/pubmed/17606714
http://doi.org/10.1002/pmic.200900672
http://www.ncbi.nlm.nih.gov/pubmed/20706999
http://doi.org/10.1186/1476-4598-13-11
http://www.ncbi.nlm.nih.gov/pubmed/24456667
http://doi.org/10.1371/journal.pone.0213411
http://doi.org/10.1007/s00018-011-0804-5
http://doi.org/10.1111/j.1365-2141.2008.07091.x
http://doi.org/10.1155/2019/7079604
http://doi.org/10.1038/nm.3967
http://doi.org/10.1038/75556
http://doi.org/10.1093/nar/28.1.27
http://doi.org/10.1038/nature08460
http://doi.org/10.1038/ncomms3612
http://doi.org/10.1038/ng0506-500
http://doi.org/10.1073/pnas.0506580102
http://doi.org/10.1016/j.cels.2015.12.004
http://www.ncbi.nlm.nih.gov/pubmed/26771021
http://doi.org/10.1111/cas.14263
http://www.ncbi.nlm.nih.gov/pubmed/31785020
http://doi.org/10.1186/s12943-017-0691-y
http://www.ncbi.nlm.nih.gov/pubmed/28683746
https://www.R-project.org/
https://CRAN.R-project.org/package=survival
https://CRAN.R-project.org/package=survival
https://CRAN.R-project.org/package=survminer
https://CRAN.R-project.org/package=survminer
http://doi.org/10.1002/bimj.200810425
http://www.ncbi.nlm.nih.gov/pubmed/18481363
http://doi.org/10.1007/s10555-008-9169-0
http://www.ncbi.nlm.nih.gov/pubmed/19169796
http://doi.org/10.1038/bjc.2014.658
http://doi.org/10.1038/s41467-018-06654-8
http://www.ncbi.nlm.nih.gov/pubmed/30410077


Cancers 2021, 13, 3638 19 of 19

30. Klingler-Hoffmann, M.; Mittal, P.; Hoffmann, P. The Emerging Role of Cytoskeletal Proteins as Reliable Biomarkers. Proteomics
2019, 19, e1800483. [CrossRef]

31. Younes, M.; Harris, A.S.; Morrow, J.S. Fodrin as a differentiation marker. Redistributions in colonic neoplasia. Am. J. Pathol. 1989,
135, 1197–1212. [PubMed]

32. Simpson, J.F.; Page, D.L. Altered expression of a structural protein (fodrin) within epithelial proliferative disease of the breast.
Am. J. Pathol. 1992, 141, 285–289.

33. Sormunen, R.; Pääkkö, P.; Palovuori, R.; Soini, Y.; Lehto, V.P. Fodrin and actin in the normal, metaplastic, and dysplastic
respiratory epithelium and in lung carcinoma. Am. J. Respir. Cell Mol. Biol. 1994, 11, 75–84. [CrossRef]

34. Tuominen, H.; Sormunen, R.; Kallioinen, M. Non-erythroid spectrin (fodrin) in cutaneous tumours: Diminished in cell membranes,
increased in the cytoplasm. Br. J. Dermatol. 1996, 135, 576–580. [CrossRef]

35. Lee, S.; Baek, M.; Yang, H.; Bang, Y.J.; Kim, W.H.; Ha, J.H.; Kim, D.K.; Jeoung, D.I. Identification of genes differentially expressed
between gastric cancers and normal gastric mucosa with cDNA microarrays. Cancer Lett. 2002, 184, 197–206. [CrossRef]

36. Sun, R.; Meng, X.; Wang, W.; Liu, B.; Lv, X.; Yuan, J.; Zeng, L.; Chen, Y.; Yuan, B.; Yang, S. Five genes may predict metastasis in
non-small cell lung cancer using bioinformatics analysis. Oncol. Lett. 2019, 18, 1723–1732. [CrossRef]

37. Cancer Genome Atlas Network. Comprehensive molecular characterization of human colon and rectal cancer. Nature 2012, 487,
330–337. [CrossRef] [PubMed]

38. Cerami, E.; Gao, J.; Dogrusoz, U.; Gross, B.E.; Sumer, S.O.; Aksoy, B.A.; Jacobsen, A.; Byrne, C.J.; Heuer, M.L.; Larsson, E.; et al.
The cBio cancer genomics portal: An open platform for exploring multidimensional cancer genomics data. Cancer Discov. 2012, 2,
401–404. [CrossRef]

39. Nicolas, G.; Fournier, C.M.; Galand, C.; Malbert-Colas, L.; Bournier, O.; Kroviarski, Y.; Bourgeois, M.; Camonis, J.H.; Dhermy,
D.; Grandchamp, B.; et al. Tyrosine phosphorylation regulates alpha II spectrin cleavage by calpain. Mol. Cell Biol. 2002, 22,
3527–3536. [CrossRef]

40. Nedrelow, J.H.; Cianci, C.D.; Morrow, J.S. c-Src binds alpha II spectrin’s Src homology 3 (SH3) domain and blocks calpain
susceptibility by phosphorylating Tyr1176. J. Biol. Chem. 2003, 278, 7735–7741. [CrossRef]

41. Weigand, J.E.; Boeckel, J.N.; Gellert, P.; Dimmeler, S. Hypoxia-induced alternative splicing in endothelial cells. PLoS ONE 2012, 7,
e42697. [CrossRef] [PubMed]

42. Martin, S.J.; O’Brien, G.A.; Nishioka, W.K.; McGahon, A.J.; Mahboubi, A.; Saido, T.C.; Green, D.R. Proteolysis of fodrin
(non-erythroid spectrin) during apoptosis. J. Biol. Chem. 1995, 270, 6425–6428. [CrossRef]

43. Rotter, B.; Kroviarski, Y.; Nicolas, G.; Dhermy, D.; Lecomte, M.C. AlphaII-spectrin is an in vitro target for caspase-2, and its
cleavage is regulated by calmodulin binding. Biochem. J. 2004, 378, 161–168. [CrossRef] [PubMed]
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