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Abstract: Colorectal cancer (CRC) is one of the most common cancers, and it frequently metastasizes
to the liver and lymph nodes. Despite major advances in treatment modalities, CRC remains a
poorly characterized biological malignancy, with high reported cases of deaths globally. Moreover,
cancer stem cells (CSCs) and their microenvironment have been widely shown to promote colon
cancer development, progression, and metastasis. Therefore, an understanding of the underlying
mechanisms that contribute to the maintenance of CSCs and their markers in CRC is crucial in
efforts to treat cancer metastasis and develop specific therapeutic targets for augmenting current
standard treatments. Herein, we applied computational simulations using bioinformatics to identify
potential theranostic markers for CRC. We identified the overexpression of vascular endothelial
growth factor-α (VEGFA)/β-catenin/matrix metalloproteinase (MMP)-7/Cluster of Differentiation
44 (CD44) in CRC to be associated with cancer progression, stemness, resistance to therapy, metastasis,
and poor clinical outcomes. To further investigate, we explored in silico molecular docking, which
revealed potential inhibitory activities of LCC-21 as a potential multitarget small molecule for
VEGF-A/CTNNB1/MMP7/CD44 oncogenic signatures, with the highest binding affinities displayed.
We validated these finding in vitro and demonstrated that LCC-21 inhibited colony and sphere
formation, migration, and invasion, and these results were further confirmed by a Western blot
analysis in HCT116 and DLD-1 cells. Thus, the inhibitory effects of LCC-21 on these angiogenic and
onco-immunogenic signatures could be of translational relevance as potential CRC biomarkers for
early diagnosis.
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1. Introduction

Colorectal cancer (CRC) is the second most common cancer, with continually reported
cases and high mortality globally [1,2]. CRC is a heterogeneous disease with varying
molecular characteristics and clinical outcomes in patients; consequently, the cancer is
diagnosed in an advanced stage, and approximately 25% of patients present with localized
or distant metastasis [3–6]. Amongst the most common clinical phenotypes of CRC are
cancer stemness angiogenesis, resistance to chemotherapy, and metastasis [7,8]. Despite
advanced molecularly stratified therapeutic interventions, including resection surgery,
radiation, chemotherapeutics, and targeted therapeutics, the 5-year overall survival rate
is still limited in CRC and is only 12% for metastatic (mCRC) patients [9–11]. In addition,
submucosal invasion was reported to metastasize to lymph nodes in more than 10% of
CRC cases [12]. Moreover, several studies have shown that CRC patients’ deaths were
associated with liver metastasis; however, the mechanisms leading to cancer metastasis
still remain to be fully explored [13–16].

CRC patients presently have far more treatment options and can produce remark-
able responses. Chemotherapy is still commonly used as the mainstream approach of
treatment [17,18]. 5-Fluorouracil (5-FU) was the first chemotherapy to exhibit satisfactory
activities against CRC. For patients with mCRC, a combination of 5-FU and oxaliplatin has
been used as first-line treatment; however, most patients become resistant to this treatment,
indicating the need for new therapies that can produce dramatic improvements [19–22]. In
addition to these combined chemotherapeutics for mCRC, targeted agents including anti-
vascular endothelial growth factor-α (VEGFA) agents (such as bevacizumab and sorafenib)
are used [23–25]. Angiogenesis is known to play an important role in the development of
tumor growth and metastasis [26]. Recently, VEGF, a potent cytokine, was explored as an
angiogenesis factor, commonly linked to CRC distant metastasis [16,27,28]. VEGF acts by
binding to the tyrosine kinase receptor, VEGF receptor (VEGFR), which is expressed by the
vascular endothelium [29,30].

Moreover, the activation of the signal transducer and activator of transcription-3
(STAT3), a member of the STAT family of transcription factors, which modulates various
biological processes and is an attractive treatment target in CRC [31], was shown to up-
regulate VEGF-A in primary and metastatic CRC, and signals a poor prognosis [32–36].
The Wnt/β-catenin signaling pathway plays a significant role in CRC tumorigenesis, stem-
ness, progression, and metastasis [37–39]. Accumulated studies have demonstrated that
the activation of β-catenin (CTNNB1) is associated with angiogenesis and cancer metas-
tasis by modulating the expression of VEGF and the matrix metalloproteinases (MMPs)
pathway in CRC [40,41]. MMPs are extracellular proteases that target cytokines and recep-
tors [42,43]; moreover, one member of the MMP family (MMP7) is widely overexpressed
in approximately 80% of CRC cases, and is associated with tumor neovascularization,
invasion, and distant lymph node metastasis [44–49]. Moreover, accumulating reports
have shown that MMP7 regulates VEGF pathways via the degradation of VEGFR1, which
subsequently promotes angiogenesis [50,51]. Inhibition of angiogenesis is considered to be
an effective approach to suppress tumor progression [52]. Furthermore, colorectal cancer
stem cells (CSCs) have been demonstrated to alter the tumor microenvironment (TME)
by regulating expression angiogenesis factors, which ultimately increase neovasculariza-
tion outside the site of metastasis [8,53,54]. Therefore, to analyze further, we explored
single-cell RNA sequencing (scRNA-seq), which provides detailed characterization of tu-
mor heterogeneity and tumor-associated immune cells in CRC [55,56]. Accordingly, we
applied the publicly available multimodal omics scRNA-seq datasets and found a high
abundance of VEGFA/CTNNB1/MMP7/CD44 genes in CRC immune cells within the TME
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compared with the malignant cells and stromal cells. These results suggest that a link
among VEGFA/CTNNB1/MMP7/CD44 promotes cancer stemness, angiogenesis, metastasis,
and poor prognoses in CRC.

Natural compounds have led to great advancements in the development of anticancer
drugs, with potential to inhibit tumorigenesis and metastasis through targeting several
signaling pathways, with low toxicity against normal cells [57–61]. Previously in our
lab, a series of new 5-(2’,4’-difluorophenyl)-niclosamide derivatives were synthesized
and evaluated for their anticancer activities. The development of 5-(2′,4′-difluorophenyl)-
niclosamide derivatives based on difluorobiphenyl and niclosamide scaffolds were synthe-
sized as previously described in a detailed protocol [62,63]. Two of these are NSC765689
(N-(4-cyanophenyl)-2’,4’-difluoro-4-hydroxy-[1,1’-biphenyl]-3-carboxamide), a closed ring
structure, and its predecessor NSC828787 (N-(3-cyanophenyl)-2’,4’-difluoro-4-hydroxy-
[1,1’-biphenyl]-3-carboxamide), an open ring structure, which consists of functional frag-
ments of magnolol, 2,4-difluorophenyl, and niclosamide. In this study, we evaluated the
anticancer activities of a novel small molecule, NSC765689 (LCC-21), as a target drug for
VEGFA/CTNNB1/MMP7/CD44 in CRC (Figure 1).

Cells 2023, 12, x FOR PEER REVIEW  3  of  26 
 

 

explored single‐cell RNA sequencing (scRNA‐seq), which provides detailed characteriza‐

tion of tumor heterogeneity and tumor‐associated immune cells in CRC [55,56]. Accord‐

ingly, we applied the publicly available multimodal omics scRNA‐seq datasets and found 

a high abundance of VEGFA/CTNNB1/MMP7/CD44 genes  in CRC  immune cells within 

the TME compared with the malignant cells and stromal cells. These results suggest that 

a  link  among  VEGFA/CTNNB1/MMP7/CD44  promotes  cancer  stemness,  angiogenesis, 

metastasis, and poor prognoses in CRC. 

Natural  compounds have  led  to great  advancements  in  the development of  anti‐

cancer drugs, with potential  to  inhibit  tumorigenesis and metastasis  through  targeting 

several signaling pathways, with low toxicity against normal cells [57–61]. Previously in 

our lab, a series of new 5‐(2’,4’‐difluorophenyl)‐niclosamide derivatives were synthesized 

and evaluated for their anticancer activities. The development of 5‐(2′,4′‐difluorophenyl)‐

niclosamide derivatives based on difluorobiphenyl and niclosamide scaffolds were syn‐

thesized  as  previously  described  in  a  detailed  protocol  [62,63].  Two  of  these  are 

NSC765689 (N‐(4‐cyanophenyl)‐2’,4’‐difluoro‐4‐hydroxy‐[1,1’‐biphenyl]‐3‐carboxamide), 

a closed ring structure, and its predecessor NSC828787 (N‐(3‐cyanophenyl)‐2’,4’‐difluoro‐

4‐hydroxy‐[1,1’‐biphenyl]‐3‐carboxamide), an open ring structure, which consists of func‐

tional fragments of magnolol, 2,4‐difluorophenyl, and niclosamide. In this study, we eval‐

uated the anticancer activities of a novel small molecule, NSC765689 (LCC‐21), as a target 

drug for VEGFA/CTNNB1/MMP7/CD44 in CRC (Figure 1). 

 

Figure 1. Schematic diagram representing the study design. Figure 1. Schematic diagram representing the study design.



Cells 2023, 12, 266 4 of 26

Chemical Synthesis of the Novel Multi-Target Small Molecules NSC828787 (LCC09) and
NSC765689 (LCC-21)

The title compounds were synthesized from 3-aminobenzonitrile as previously de-
scribed in a detailed protocol [62,64]. Briefly, a solution of 0.95 g in 30 mL of anhydrous
tetrahydrofuran (THF) was added dropwise to thionyl chloride 1 mL (SOCl2). The mixed
solution was refluxed under nitrogen atmosphere for eight hours, allowed to cool at room
temperature, and immediately steamed. The residue was directly mixed with 0.5 mL of
4-chloro-2-fluoroaniline in 30 mL of anhydrous THF for 14 h. The THF was further re-
moved, and the ethyl acetate was used to wash and extract the crude product. The product
was further washed with 15 mL of 10% Sodium bicarbonate, 25 mL of water three times, and
10 mL brine, and it was then dried over anhydrous MgSO4. The crude product was purified
by crystallization from hot EtOH and pure compounds were obtained as beige powder
(yield 51%) for N-(3-cyanophenyl)-2’,4’-difluoro-4-hydroxy-[1,1’-biphenyl]-3-carboxamide
(NSC828787) and yellowish powder (yield 54%) for N-(4-cyanophenyl)-2’,4’-difluoro-4-
hydroxy-[1,1’-biphenyl]-3-carboxamide (NSC765689) [65] (Figure 2).
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Figure 2. Chemical synthesis of the Novel Multi-Target small molecules NSC828787 (LCC09) and
NSC765689 (LCC-21): (A) several novel series of 5-(2′,4, -difluorophenyl)-niclosamide derivatives
based on difluorobiphenyl and niclosamide scaffolds, and (B) novel small molecule LCC-21 and
LCC-09 consisting of magnolol, 2,4-difluorophenyl, and niclosamide functional fragments.

2. Materials and Methods
2.1. Microarray Dataset Extraction

A total of two (2) gene expression datasets (GSE81558 and GSE110223) were retrieved
from the National Center for Biotechnology Information (NCBI), Gene Expression Omnibus
(GEO; https://www.ncbi.nlm.nih.gov/geo/ 26 April 2022) [66,67]. GSE81558 contained
51 samples, including 19 CRC live metastasis samples and 23 primary CRC tumor and
normal samples [68], and GSE110223 contained 26 samples, including 13 CRC cancer
samples and 13 adjacent noncancerous samples [69]. The obtained datasets were further
analyzed by GEO2R. The adjusted p value (adj.p) to control the false-discovery rate (FDR)
and detection of possible false positives, as well as the identification of significant genes,
was made using the Benjamin–Hochberg method. The fold-change (FC) threshold was set
to 2 and adj. p < 0.05 was considered significant. Venn diagrams were constructed using

https://www.ncbi.nlm.nih.gov/geo/
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the Bioinformatics & Evolutionary Genomics (BEG) online tool (http://bioinformatics.psb.
ugent.be/webtools/Venn/ 22 May 2022).

2.2. Analysis of Pharmacokinetic (PK), Drug-Likeness, and Medicinal Chemical Properties of
NSC765689 (LCC-21)

The pharmacokinetics (PK), drug-likeness, absorption, distribution, metabolism, and
excretion (ADME) of NSC765689 were assessed using the SwissADME bioinformatics tool
(http://www.swissadme.ch/ 23 May 2022) [70]. The criteria used for drug-likeness in drug
discovery was evaluated based on the Lipinski (Pfizer) rule-of-five [71]. Furthermore, we
predicted the blood–brain barrier (BBB) by utilizing the online (BBB) Prediction Server
(https://www.cbligand.org/BBB/ 23 May 2022) [72]. To analyze further, we predicted the
target genes for NSC76589 compound by using the Swiss target prediction tool (http://
www.swisstargetprediction.ch/ 23 May 2022). The data used were collected from different
public servers, including ChEMBL and PubChem, and all predictions were based on
“probability” obtained from the target score to assess the plausibility of the predicted target
being accurate [73].

2.3. Validation of Differentially Expressed Genes (DEGs) in Colorectal Cancer Cohorts

To validate the expression of the target oncogenes, we applied the Starbase online
platform (https://starbase.sysu.edu.cn/ 26 May 2022) [74]. We further determined the
survival probability ratio between CRC patients with low and high gene expressions
using the DrugSurv online tool (http://www.bioprofiling.de/ 28 May 2022). For further
analysis, we investigated the correlation among the expressed target genes using the
STRING database (https://stringdb.org/ 28 May 2022), which allowed us to predict the
protein–protein interactions (PPIs), and we further predicted the gene–gene interactions
(GGI) using the Gene-mania tool (https://genemania.org/ 28 May 2022), under high
confidence (with a minimal interaction score of 0.700) Furthermore, we explored the
TMN plot (https://tnmplot.com/analysis/ 4 June 2022) to compare the expression of these
oncogenes in tumor and metastatic CRC samples from RNA sequencing data (RNAseq), but
using the Kruskal–Walls test to compare data, and finally identified the correlations among
the target gene signatures using the cBioPortal (https://www.cbioportal.org/ 5 June 2022)
online platform.

2.4. Functional Enrichment Analysis

Interactive networks obtained from STRING analysis were used to process the func-
tional enrichment analysis, which included enriched biological processes and biological
pathways. These enrichment analyses were performed using the DAVID bioinformatics
webtool (https://david.ncifcrf.gov/tools.jsp 12 June 2022) [75], and further visualized
by FunRich software (http://www.funrich.org/ 12 June 2022) [76]. To analyze further,
we employed NetworkAnalyst, a comprehensive gene expression profiling and network
visual analytics [77], using the SIGnaling Network Open Resource (SIGNOR 2.0) and
selected the KEGG database to analyze enriched co-expressed genes from the platform
(https://www.networkanalyst.ca/ 12 June 2022) [78], with p < 0.05 considered significant.

2.5. Analysis of Genomic Alterations of Targeted Genes and Immune infiltration in CRC

The genomic alterations of targeted oncogenic signatures were analyzed using the
Oncoprint feature of cBioportal software. Moreover, we utilized the tumor infiltrating
immune cells tool (TIMER) (http://timer.cistrome.org/ 24 June 2022) [79] to analyze and
visualize the effects of targeted gene mutations on immune cell infiltration in CRC and
further applied TIMER 2.0 software (https://www.cistrome.shinyapps.io/timer 24 June
2022) [80] to identify the relationship between targeted gene expressions with selected
immune cells; we applied a correlation analysis between these oncogenes and immune
infiltration cells.
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2.6. Bioinformatics Approaches to Single-Cell RNA-seq (scRNA-seq) Analysis

Single cell RNA sequencing of human CRC, HCC, was based on previously pub-
lished scRNA-seq datasets [81]; herein, we explored publicly available scRNA-seq datasets
and single-cell RNA sequencing (scRNA-seq) datasets of CRC (https://www.ebi.ac.uk/
arrayexpress/ 26 June 2022), which included M-E-MAT-8410 and (9 patients; GSE144735)
CRC tumors. We also matched adjacent normal colon tissue for the purpose of generating
a cellular map of CRCs and their tumor microenvironment.

2.7. In Vitro Screening of LCC-21 against Full National Cancer Institute (NCI) Panels of
Colorectal Tumor Cell Lines

LCC-21 was screened for anticancer activities on a panel of six (6) CRC tumor cell
lines, including COLO205, HCC-2998, HCT-116, HCT-15, KM12, and SW620 from NCI,
according to the outlined protocol of NCI (https://dtp.cancer.gov/ 28 June 2022) [82–85].
The compound was first evaluated for its antiproliferative and cytotoxic activities with an
initial single dose of 10 µM, which was further administered, in a dose dependent manner,
on the CRC cell line. We further explored the online expression atlas database tool, using
the RNA-Seq mRNA baseline.

2.8. Receptor–Ligand Interaction Analysis

Molecular docking analysis was performed to determine the receptor–ligand inter-
actions; briefly, we used ChemDraw Ultra 12.0 to construct the 3D structure of LCC-21
small molecules in mol2 format (https://ChemDraw Ultra 12.0/ 30 May 2022) [86]. The
structure was later converted from mol2 into PDB formal using Pymol visualization soft-
ware (https://pymol.org/2/ 30 May 2022) [87]. To analyze further, we utilized the protein
databank website (https://www.rcsb.org/ 30 May 2022) to download the crystal structures
of the target receptors: VEGFA (PDB:JO2B), CTNNB1 (PDB: 1JDH), MMP7 (2Y6C), and
CD44 (PDB:1UUH). The structures were retrieved in PDB format. Th docking process
requires PDBQT file format; accordingly, we converted all the PDB files, i.e., receptors and
ligand, to PDBQT file format using autodock tools, and proceeded to perform docking
analysis [87].

2.9. Cell Culture and Reagents

Both DLD-1 and HCT116 human colon cancer cell lines were purchased from the
American Type Culture Collection (ATCC, Manassas, VA, United States of America). Briefly,
each cell line was cultured, then passaged at 90% cell confluency in Dulbecco’s Modified
Eagle Medium (DMEM) (Invitrogen, Life Technologies, Carlsbad, CA, USA); cells were
then stored under standard incubator conditions (in 5% humidified CO2 at 37 ◦C).

2.10. Cell Viability Assay

The cell viability assay was performed using sulforhodamine B (SRB) reagent (Sigma-
Aldrich, Taipei, Taiwan), as described previously [88]. Briefly, DLD-1 and HCT116 cells
were harvested at 90–95% confluency, and 8000 cells/well were seeded in 96-well plates for
a period of 24 h, followed by dose-dependent concentration treatment of LCC-21. After
48 h of treatment, 10% trichloroacetic acid (TCA) was added to cells and they were stored
at 4 ◦C for one hour. Cells were further washed twice with distilled water and stained with
0.4% SRB, then stored for 30 min at room temperature. Excess stain was removed from
the plates by washing with 1% acetic acid twice. The plates were air-dried overnight. The
protein-bound stain was solubilized with a 20 mM Tris-buffer solution for 15 min on an
orbital shaker. The absorbance was measured with a microplate reader at a wavelength of
560 nm (Molecular Devices, Sunnyvale, CA, USA).

2.11. Cell-Migration Assay

CRC cells (HCT116 and DLD-1) were seeded into two-well (105 cells in 100 µL me-
dia/well) well plates with a silicon insert in place and incubated for 24 h. After incubation,

https://www.ebi.ac.uk/arrayexpress/
https://www.ebi.ac.uk/arrayexpress/
https://dtp.cancer.gov/
https://ChemDraw
https://pymol.org/2/
https://www.rcsb.org/
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the medium was siphoned off and the insert was carefully removed, followed by the addi-
tion of fresh media (1.5 mL) containing LCC21 (1.25 µm). The wound was photographed
under a microscope (Olympus CKX53 Cell Culture Microscope, Japan) immediately after
treatment (0 h) and after 24 h, and wound closure was quantified with the aid of National
Institutes of Health (NIH) ImageJ software (https://imagej.nih.gov/ij/ 12 July 2022).

2.12. Colony-Formation Assays

To assess the effects of LCC-21 treatment on the colony formation ability of colon
cancer cell lines, we performed colony formation assay in accordance with the previously
described protocol by Franken et al. [88]. In short, 400 cells were seeded in Corning®

6 well plates (Sigma-Aldrich) and treated with LCC-21 (at the equivalence of 40% inhibitory
concentration (IC40) values of HCT116 and DLD-1). Cells were allowed to grow for at least
1 week. Colonies were quantified using a Cell3iMager neo-scanner, and inhibitory effects
of the drug on colonies as compared to control colonies were calculated in percentages (%).

2.13. Sodium Dodecylsulfate-Polyacrylamide Gel Electrophoresis (SDS-PAGE) and Immunoblot
Analysis

Both the DLD-1 and HCT116 cell line groups treated with LCC-21 and the control
group were harvested by trypsinazation. The total protein lysates of treated and untreated
cells were then collected using a protein lysis buffer (RIPA buffer). Furthermore, 20 µg
of total lysates were separated by SDS-PAGE using the Mini-Protean III system (Bio-Rad,
New Taipei city, Taiwan) and transferred into polyvinylidene difluoride membranes using
the Trans-Blot Turbo Transfer System (Bio-Rad) [88]. Membranes were then incubated
with primary antibodies to react overnight at −4 ◦C. The following day membranes were
incubated with secondary antibodies for 1 h. Proteins of interest were detected using
enhanced chemiluminescence (ECL) detection kits (ECL kits; Amersham Life Science,
California, CA, USA). Images were captured and analyzed by BioSpectrum® Imaging
System (Upland, CA, USA).

2.14. Tumor-Sphere Formation

Tumor spheres of HCT116 and DLD-1 cells were generated under serum-deprived
culture conditions according to the method described by Dotse et al., 2016 [88]. In short,
2000 cells/well of colon cancer cells were seeded in six-well ultra-low-attachment plates
(Corning, Corning, NY, USA), in serum-free media. Cells were allowed to aggregate and
grow for 7 days. Those that were considered tumor spheres had a diameter of more than
50 µM and were characterized as dense, non-adherent spheroid-like masses. The spheres
were counted using an inverted phase-contrast microscope.

2.15. Data Analysis

Statistical analyses were performed using Spearman and Pearson correlations to assess
correlations between the target gene expressions in CRC. A Kaplan–Meier curve was used
to present patient survival in CRC cohorts, with p < 0.05 accepted as being statistically
significant.

3. Results
3.1. Identification of Differentially Expressed Genes (DEGs) in CRC

Differentially expressed genes obtained from CRC samples and adjacent noncancerous
samples were extracted from the microarray datasets tallied from various studies. The
results obtained from GSE81558 and GSE110223 datasets exhibited 51 and 26 CRC samples
and normal samples, respectively. To further analyze using Venn diagrams, 110 overlapping
upregulated genes from the two datasets were obtained (Figure 3A). The red and blue
color in the volcano plot and heatmap diagram, respectively, show overexpressed and
downregulated genes (Figure 3B–D). The volcano plot and heatmap revealed the statistical

https://imagej.nih.gov/ij/
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significance in the differential expression of tumor samples as compared to normal samples,
denoted by –log10 (p-value) and –log (fold change), respectively.
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Figure 3. Microarray data mining of gene expression profiling in colorectal cancer (CRC). (A) Venn
diagram showing overlapping genes obtained from the GSE81558 and GSE3110223 microarray
datasets. (B,C) Volcano plots showing downregulated and upregulated genes in normal and tumor
samples, respectively (at p < 0.05). (D) shows the heatmap of overexpressed overlapping genes
in CRC.

3.2. LCC-21 Successfully Meets Required Drug-Likeness Criteria

The identification of potential drug candidates in the initial stages of drug discovery
is dependent on the specific criteria based on the concept of drug-likeness [89]. Herein,
we obtained all of the six physicochemical properties required for drug-likeness from
SwissADME, which are represented on the bioavailability radar. Based on the results, LCC-
21 successfully passed the minimum requirements of drug-likeness. These were based on
the molecular weight (MW) of the compound (376.31 g/mol), lipophilicity (XLOGP3 = 4.31),
polarity (TPSA = 76.00 Å2), solubility (ESOL = −5.34), saturation (fraction Csp3 = 0.11),
and flexibility (number of rotations = 2) (Figure 4A). The standard criteria are as follows:
molecular weight of a compound (Mw: ≤500 g/mol), flexibility (number of rotations: ≤10),
solubility (log S (ESOL): ≤0–6), saturation (fraction Csp3: ≤1), polarity (TPSA: ≤140 Å2),
and lipophilicity (XLOGP3: ≤0.7–5), all of which are recommended values. For further
analysis, we applied the BOILED-egg prediction and estimated the BBB permeability of the
compound. Based on the results, LCC-21 exhibited higher probability of BBB permeation,
with the score of 0.02 (Figure 4B). Furthermore, we used a target prediction tool to identify
all the target genes for LCC-21 (Table 1).
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radar. (B) BBB permeability of LCC-21 (with 0.02 score). Table 1. Shows the specific protein targets of
LCC-21.

Table 1. Common names, Uniprot and ChEMBL identifications (IDs), and target classes of specific
protein targets of LCC-21.

Target Common Name Uniprot ID ChEMBL ID Target Class

Cyclin-dependent kinase 9 CDK9 P50750 CHEMBL3116 Kinase
Tyrosine-protein kinase JAK3 JAK3 P52333 CHEMBL2148 Kinase

Vascular endothelial growth factor-α VEGFA P00533 CHEMBL203 Kinase
Glycogen synthase kinase-3β GSK3β P49841 CHEMBL262 Kinase

Mitogen-activated protein kinase MAPK14 Q16539 CHEMBL260 Kinase
Signal transducer and activator of

transcription 3 STAT3 P40763 CHEMBL4026 Transcription
factor

Cyclin-dependent kinase 1
Catenin β1

CDK1
CTNNB1

P06493
P36861

CHEMBL308
CHEMBL309

Kinase
Kinase

MYC proto-oncogene MYC P35557 CHEMBL3820 Enzyme
Matrix metalloproteinase 7 MMP7 P14780 CHEMBL321 Enzyme

3.3. VEGFA/CTNNB1/MMP7/CD44 Oncogenic Signatures Are Overexpressed in CRC and
Associated with a Poor Prognosis

Our computer-based analysis revealed that the messenger (m)RNA levels of VEGFA,
CTNNB1, MMP7, and CD44 oncogenic signatures were upregulated in tumor samples
compared to normal samples of patients with CRC tissues, with significant p values
(<0.05) (Figure 5A–D). In further analyses, we found that the high expression levels of
VEGFA/CTNNB1/MMP7/CD44 signatures were associated with significantly shorter sur-
vival times compared to those of patients with lower expression levels of these oncogenes
(Figure 5E–H). Furthermore, we explored the TMN plot to compare VEGFA, CTNNB1,
MMP7, and CD44 oncogenes in tumor and metastatic CRC samples from RNA sequencing
data (RNAseq). Using the Kruskal–Walls test to compare data, we found that overexpres-
sion of VEGFA, CTNNB1, MMP7, and CD44 genes promoted primary tumor and cancer
metastasis in CRC tissues (Figure 5I–L). We further investigated the correlations among
VEGFA/CTNNB1/MMP7/CD44 signatures and found that, when all four oncogenes were
combined for analysis, the predicted results showed positive correlations in the range
of r = 0.16~0.27 of VEGFA with CTNNB1 and MMP7 in CRC patients (Figure 5M–O),
with positive Spearman and Pearson correlation coefficients and p < 0.05 considered
statistically significant.
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Figure 5. VEGFA/CTNNB1/MMP7/CD44 oncogenic signatures are overexpressed in CRC and
associated with a poor prognosis. Vascular endothelial growth factor-α (VEGFA)/beta catenin
(CTNNB1)/matrix metalloproteinase (MMP)-7/cluster of differentiation 44 (CD44) oncogenic mRNA
levels were overexpressed in colorectal cancer (CRC) tumor cohorts compared to normal samples with
significant p values (A–H). Elevated mRNA levels of VEGFA/CTNNB1/MMP7/CD44 were found to be
associated with shorter survival times in CRC patients using the Wilcoxon test. (I–L) Upregulated
gene expression of VEGFA, CTNNB1, MMP7, and CD44 genes promoted primary tumor and cancer
metastasis in CRC tissues. (M–O) The combination of all the four genes showed positive correlations
in the range of r = 0.16~0.27 of VEGFA with CTNNB1, VEGFA with CD44, and CTNNB1 with MMP7
in CRC patients. Pearson correlation coefficients of p < 0.05 were considered statistically significant.

3.4. Protein–Protein Interaction (PPI) Network Construction and Functional Enrichment Analysis

The high expression levels of VEGFA/CTNNB1/MMP7/CD44 oncogenic signatures,
which are associated with shorter survival times in CRC, suggest the predictive power
of this signature. To explore further, we predicted the PPIs among these proteins. Based
on the results, VEGFA/CTNNB1/MMP7/CD44 oncogenes were found to be co-expressed
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and correlated within the same clustering network, and these correlation networks were
based on curated data, co-expression, correlation, and experimentally validated data, which
existed among all four of these oncogenes. (Figure 6A). Moreover, we analyzed the protein
expression profiling by exploring network analyst, which is an online visual analytics
platform. We selected the signaling network of KEGG pathway enrichment using the
SIGnaling network platform. Interestingly, the enriched pathways displayed co-expression
of VEGFA/CTNNB1/MMP7/CD44 gene signatures within the same cluster when analyzed
using the Igraph R package (Figure 6B). In addition, further analysis was performed on the
enriched gene ontology (GO), including biological processes and biological pathways, with
the criterial set to p < 0.05 (Figure 6C,D).

Cells 2023, 12, x FOR PEER REVIEW  11  of  26 
 

 

3.4. Protein–Protein Interaction (PPI) Network Construction and Functional Enrichment Anal‐

ysis 

The high expression  levels of VEGFA/CTNNB1/MMP7/CD44 oncogenic signatures, 

which are associated with shorter survival times in CRC, suggest the predictive power of 

this signature. To explore further, we predicted the PPIs among these proteins. Based on 

the results, VEGFA/CTNNB1/MMP7/CD44 oncogenes were found to be co‐expressed and 

correlated within the same clustering network, and these correlation networks were based 

on curated data, co‐expression, correlation, and experimentally validated data, which ex‐

isted among all four of these oncogenes. (Figure 6A). Moreover, we analyzed the protein 

expression profiling by exploring network analyst, which  is an online visual analytics 

platform. We selected the signaling network of KEGG pathway enrichment using the SIG‐

naling network platform. Interestingly, the enriched pathways displayed co‐expression of 

VEGFA/CTNNB1/MMP7/CD44 gene  signatures within  the  same cluster when analyzed 

using the Igraph R package (Figure 6B). In addition, further analysis was performed on 

the enriched gene ontology (GO), including biological processes and biological pathways, 

with the criterial set to p < 0.05 (Figure 6 C,D). 

 

Figure 6. Correlation analysis network among Vascular endothelial growth factor‐α (VEGFA)/beta 

catenin (CTNNB1)/matrix metalloproteinase (MMP)‐7/cluster of differentiation 44 (CD44) oncogenic 

signatures. Protein–protein interactions (PPIs) are displayed after considering the gene neighbor‐

hood, gene co‐occurrence, and co‐expression of the clustering network. (A) Gene–gene interactions 

(GGI)  between  VEGFA with CTNNB1,  VEGFA with MMP7, VEGFA with  CD44,  CTNNB1 with 

MMP7, CTNNB1 with MMP7, and CD44 with MMP7. (B) KEGG pathway enrichment analysis from 

signaling network analysis. (C) Top 8 enriched biological processes. (D) Top 8 affected biological 

pathways, with p‐value < 0.05 considered significant. 
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Figure 6. Correlation analysis network among Vascular endothelial growth factor-α (VEGFA)/beta
catenin (CTNNB1)/matrix metalloproteinase (MMP)-7/cluster of differentiation 44 (CD44) oncogenic
signatures. Protein–protein interactions (PPIs) are displayed after considering the gene neighborhood,
gene co-occurrence, and co-expression of the clustering network. (A) Gene–gene interactions (GGI)
between VEGFA with CTNNB1, VEGFA with MMP7, VEGFA with CD44, CTNNB1 with MMP7,
CTNNB1 with MMP7, and CD44 with MMP7. (B) KEGG pathway enrichment analysis from signaling
network analysis. (C) Top 8 enriched biological processes. (D) Top 8 affected biological pathways,
with p-value < 0.05 considered significant.

3.5. VEGFA/CTNNB1/MMP7/CD44 Genes Are Altered in CRC Tissues and Immune Cells

We applied the Oncoprint feature of cBioportal software, which revealed a volcano
plot displaying overexpressed genes in CRC altered and unaltered cohorts, including
(Figure 7A), we further explored the oncoprint to determine genetic mutations of the target
oncogenes; VEGFA/CTNNB1/MMP7/CD44, which was based on percentages of separate
genes due to amplification. Results of the analysis were as follows: GSK3β (2%), MYC (9%),
CTNNB1 (4%), MMP7 (2.4%), CD44 (2.2%), KRAS (9%), and VEGFA (2.4%) (Figure 7B). In
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a further analysis, we explored the tumor infiltrating immune cells tool to analyze and
visualize the effects of gene mutations on immune cell infiltration in CRC. The analyzed
results showed the mutation frequency of VEGFA/CTNNB1/MMP7/CD44 genes displayed
by the violin plots of immune infiltration distribution, including CD4+ T-cells, CD8+ T-cells,
and macrophages in the wild-type compared to mutant tumors (Figure 7B–J).
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Figure 7. Vascular endothelial growth factor-α (VEGFA)/beta catenin (CTNNB1)/matrix metallopro-
teinase (MMP)-7/cluster of differentiation 44 (CD44) oncogenes were altered and amplified in colorectal
cancer (CRC). (A) volcano plot showing upregulated genes in CRC altered and unaltered cohorts
(B) Oncoprint analysis showed amplification (marked with *) of VEGFA/CTNNB1/MMP7/CD44
based on percentages of separate genes, with GSK3β (2%), MYC (9%), CTNNB1 (4%), MMP7
(2.4%), CD44 (2.2%), KRAS (9%), and VEGFA (2.4%) in CRC. (C–J) Mutation frequency of
VEGFA/CTNNB1/MMP7/CD44 Genes shown by the violin plots of immune infiltration distribution
including CD4+ T-cells, CD8+ T-cells, and macrophages in the wild-type compared to mutant tumors.
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3.6. VEGFA/CTNNB1CTNNB1/MMP7/CD44 Oncogene Expressions Are Correlated with
Immune Cell Infiltration and Worse Prognosis in CRC

We further investigated the association between VEGFA/CTNNB1/MMP7/CD44
oncogenic expressions with selected immune cells in the tumor microenvironment (TME).
Herein, we explored the correlation analysis between VEGFA, CTNNB1, MMP7, and CD44
oncogenes, and the immune infiltration cells (CD8+ T cells, CD4+ T cells, and macrophages).
Interestingly, the results showed specific correlations of immune cell markers in colorectal
adenocarcinoma (COAD), with lower infiltration levels CD8+ T cells, CD4+ cells, and high
M2 macrophages (Figure 8A–D), with p < 0.05 considered significant.
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Figure 8. Correlation of vascular endothelial growth factor-α (VEGFA)/beta catenin
(CTNNB1)/matrix metalloproteinase (MMP7)/cluster of differentiation 44 (CD44) expression with
immune infiltrating cells in (COAD). (A) VEGFA, (B) CTNNB1, (C) MMP7, (D) CD44, and expression
levels display associations with tumor purity and were positively correlated with lower infiltrating
levels of CD8+ T cells and CD4+ cells, and a high infiltration level of M2 macrophages. The infiltration
level was compared to the normal level using a two-sided Wilcoxon rank-sum test; p values of <0.05
were deemed significant.
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3.7. VEGFA/CTNNB1/MMP7/CD44 Gene Expression Influence the Immune Landscape within the
TME of Colorectal Cancer

We explored publicly available scRNA-seq datasets and single-cell RNA sequenc-
ing (scRNA-seq) datasets of CRC, which included the M-E-MAT-8410 and (9 patients;
GSE144735) CRC tumors, and we also matched adjacent normal colon tissue for the pur-
pose of generating a cellular map of CRC and their tumor microenvironment [81]. Within
the CRC, a distinct population of malignant cells and multi-lineages revealed the presence
of abundant immune cells within the tumor microenvironment (TME), as compared to stro-
mal and malignant cells. Herein, we focused on cell types that were described as a putative
population. Interestingly, we identified distinct populations of regulatory T cells, mast cells,
macrophages, and myeloid cells; low expression levels of CD4+Tc and CD8+Tc cells; and
exhausted CD8 T cells with the TME of CRC patients (Figure 9A). When observing the
expressions of significantly regulated genes, which associates with the immune landscape
of CRC based on similarities with the control, we found VEGFA, CTNNB1, MMP7, and
CD44 to be overexpressed by the majority in the malignant cells. For further analysis,
merging expression patterns revealed distinct TME subpopulation with a high abundance
of VEGFA, CTNNB1, MMP7, and CD44 in regulatory T cells, mast cells, macrophages,
myeloid cells; a low expression level of CD4+Tc and CD8+Tc cells; and exhausted CD8 T
cells with the TME of CRC patients (Figure 9B–E).
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Figure 9. Single cell sequencing profiling of VEGFA/CTNNB1/MMP7/CD44 in the tumor microenvi-
ronment of primary CRC. (A) T-distributed stochastic neighbor embedding (t-SNE) plot of single-cell
RNA-seq data from M-E-MAT-8410 and (9 patients; GSE144735) CRC tumors. Proportions of the
immune cell types in CRC tissue and normal colon tissue on average (left). (B–E) The expression
distribution of VEGFA/CTNNB1/MMP7/CD44 in different cell types, including regulatory T cells, mast
cells, macrophages, myeloid cells; low expression level of CD4+Tc and CD8+Tc cells; and exhausted
CD8 T cells with the TME of CRC patients.
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3.8. In Silico Molecular Docking Showed Putative Binding of (NSC765689) LCC-21 with
VEGFA/CTNNB1/MMP7/CD44

In silico molecular docking analyses revealed the potential inhibitory effects of (NSC765689)
LCC-21 on oncogene markers, including VEGFA/CTNNB1/MMP7/CD44. Gibbs free en-
ergy results of protein–ligand interactions obtained through AutoDock Vina showed that
LCC-21 displayed the highest respective binding energies of ∆ = −8.1, −8.2, −9.0, and
−8.0 kcal/mol, for VEGFA, CTNNB1, MMP7, and CD44, respectively (Figure 10A–D). For
further analysis, we used Pymol and Discovery Studio to visualize the analytical results.
The LCC-21/VEGFA, CTNNB1, MMP7, CD44 interactions were stabilized by conventional
hydrogen bonds, and their minimal distance constraints, van der Waals forces, carbon
hydrogen bonds, and pi–pi interactions, with their respective amino acids, are shown in
Figure 11A–D and Table 1.
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Figure 10. LCC-21 was shown to be a potential small-molecule inhibitor of multi-oncogenic proteins.
(A–D) 3D structures of Vascular endothelial growth factor-α (VEGFA)/beta catenin (CTNNB1)/matrix
metalloproteinase (MMP)-7/cluster of differentiation 44 (CD44) oncogenes-interactions (left) in
complex with LCC-21, with the highest respective Gibbs free binding energies of (−(∆ = −8.1, −8.2,
−9.0, and −8.0 kcal/mol).
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Table 2. Analytical summary table showing interactions of LCC-21 with VEGFA/CTNNB1/MMP7/CD44.

VEGFA-LCC-21 Complex (∆ = −8.1 kcal/mol) CTNNB1-LCC-21 Complex (∆ = −8.2 kcal/mol)

Type of interactions and number of
bonds distance of interacting Amino acids Type of interactions and number of

bonds distance of interacting Amino acids

Conventional Hydrogen bond (3) LEU (2.48 Å), CYS61 (2.04 Å),
ASP63 (2.39 Å)

Conventional Hydrogen bond (5)
ARG457 (1.17 Å), THR418 (2.12
Å), ASN415 (1.87 Å), TRP383

ASN387 (3.17 Å) TRP383 (2.17 Å)

Van der Waals Forces VAL33, LEU33, SER50, GLU64,
ILE48, LYS48, ASN62 Van der Waals Forces ILE460, GLU24, LYS348

Halogen GLY59 Carbon hydrogen bond GLY25
Pi–pi anion ASP34 Pi-cation ASP387

Amide pi-stacked ASP63 Pi-anion ARG386
Pi-Alkyl CYS51, CYS60

MMP7-LCC-21 Complex (∆ = −9.0 kcal/mol) CD44-LCC-21 Complex (∆ = −8.0 kcal/mol)

Type of interactions and number of
bonds distance of interacting Amino acids Type of interactions and number of

bonds distance of interacting Amino acids

Conventional Hydrogen bond (3) LEU19 (2.24 Å),TRY172 (1.29 Å),
ALA186 (2.00 Å)

Conventional Hydrogen bond (3) ARG90 (3.64 Å), ASN94 (2.39 Å),
GLN113 (3.00 Å)

Van der Waals Forces HIS183, ALA184, GLY192,
GLY190, THR189 Van der Waals Forces CYS77, THR76, PHE30, SER109,

HIS92, SER112
Pi–pi cation PHE185 Halogens GLU75, GLY73
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Figure 11. Two-dimensional (2D) structural analysis using Discovery Studio showing (A–D) ligand–
receptor interactions between the atoms involved in H-bonding, amino acids and bond distances,
van der Waals forces, carbon hydrogen bonds, and pi–pi interactions, with their respective amino
acid of VEGFA/CTNNB1/MMP7/CD44-LCC-21 complexes using Discovery Studio (right). Table 2
summary of ligand–receptor interactions with their respective amino acids.

3.9. Docking Analysis of VEGFA/CTNNB1/MMP7/CD44 with Their FDA Approved Inhibitors

For further analysis, we compared the docking analysis results of LCC-21 with stan-
dard inhibitors, sorafenib, SFRP-1, and batimastat for VEGFA, CTNNB1, and MMP7, respec-
tively. Interestingly, the results showed that LCC-21 exhibited the highest binding affinities
with VEGFA, CTNNB1, and MMP7 of (−(∆ = −8.1, −8.2, −9.0 kcal/mol), respectively,
as compared to the sorafenib, SFRP-1, and batimastat for VEGFA, CTNNB1, and MMP7
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complexes, which displayed lower binding energies of (−(∆ = −7.3, −7.8, −8.6 kcal/mol),
respectively (Figure 12A–C). Collectively, these structural simulations predicted LCC-21 to
be a multi-target inhibitor with high confidence.
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Figure 12. Two-dimensional (2D) structural analysis of sorafenib, SFRP-1, and batimastat in complex
with VEGFA, CTNNB1, and MMP7 (A–C), respectively.

3.10. NSC765689 (LCC-21) Exhibited Anti-Proliferative and Cytotoxic Effects in NCI60 Human
Colon Cancer Cell Lines

An initial single dose treatment of 10µM exhibited anti-proliferative effects on COLO205,
HCC-2998, HCT-116, HCT-15, KM12, and SW620 cell lines and cytotoxic effects on HT29
(Figure 13A). Because the compound demonstrated potential anticancer activities on colon
cancer cell lines at an initial dose of 10µM, its further compound was administered in vitro
in a dose dependent manner to evaluate the (50%) growth inhibition (GI50) values, which
ranged between 1.2 and 5.13 µM, with HCT-15, HCT116, KM12, SW620, HCC-2998, HT29,
and COLO205 at 1.2 µM, 1.14 µM, 1.73 µM, 2.08 µM, 2.88 µM, 4.05 µM, and 5.13 µM. The
tumor growth inhibition (TGI) values were also measured and ranged from 6.01 to 31.1 µM,
with HCT-116, KM12, HCC-2998, HCT-15, HT29, COLO205, and SW620 at 6.01 µM, 7.13 µM,
7.9 µM, 10.7 µM, 15.1 µM, 17.9 µM, and 31.1 µM, respectively (Figure 13B, C). For further
analysis, we identified increased expression levels of VEGF-A, CTNNB1, CD44, and MMP7
oncogenic signatures in different colon cancer cell lines (Figure 13D).



Cells 2023, 12, 266 18 of 26

Cells 2023, 12, x FOR PEER REVIEW  18  of  26 
 

 

SW620 at 6.01 μM, 7.13 μM, 7.9 μM, 10.7 μM, 15.1 μM, 17.9 μM, and 31.1 μM, respectively 

(Figure 13B, C). For further analysis, we identified increased expression levels of VEGF‐

A, CTNNB1, CD44, and MMP7 oncogenic signatures in different colon cancer cell lines 

(Figure 13D). 

 
Figure 13. NSC765689 (LCC‐21) demonstrates anticancer activities on colon cancer cell lines. (A) An 

initial 10 μM single‐dose treatment displayed anti‐cancer effects of LCC‐21 on colon cancer cell lines. 

(B,C) LCC‐21 was able to effect 50% growth inhibition (GI50) and tumor growth inhibition (TGI) at 

dose‐dependent treatment. (D) Overexpression of VEGF‐A, CTNNB1, CD44, and MMP7 genes in 

different colon cancer cell lines. 

3.11. LCC‐21 Decreases the Viability of CRC Cells through Modification of 

VEGFA/CTNNB1/MMP7/CD44 Oncogenic Signatures 

To validate the above predictions, we evaluated the therapeutic activities of LCC‐21 

on  the viability of CRC  cell  lines. The  results  showed  that  treatment with LCC‐21 de‐

creased the viability of HCT116 and DLD‐1, with respective IC50 values of 3.2 and 2.8 μm 

(Figure 14A). Furthermore, LCC‐21 also demonstrated  inhibitory effects on DLD‐1 and 

Figure 13. NSC765689 (LCC-21) demonstrates anticancer activities on colon cancer cell lines. (A) An
initial 10 µM single-dose treatment displayed anti-cancer effects of LCC-21 on colon cancer cell lines.
(B,C) LCC-21 was able to effect 50% growth inhibition (GI50) and tumor growth inhibition (TGI) at
dose-dependent treatment. (D) Overexpression of VEGF-A, CTNNB1, CD44, and MMP7 genes in
different colon cancer cell lines.

3.11. LCC-21 Decreases the Viability of CRC Cells through Modification of
VEGFA/CTNNB1/MMP7/CD44 Oncogenic Signatures

To validate the above predictions, we evaluated the therapeutic activities of LCC-
21 on the viability of CRC cell lines. The results showed that treatment with LCC-21
decreased the viability of HCT116 and DLD-1, with respective IC50 values of 3.2 and 2.8 µm
(Figure 14A). Furthermore, LCC-21 also demonstrated inhibitory effects on DLD-1 and
HCT116 migration and colony formation and effectively inhibited the sphere formation
of these cells (Figure 14B–D). A Western blot analysis indicated that LCC-21 significantly
decreased expression levels of VEGFA, CTNNB1, MMP7, and CD44. GAPDH was used as
an internal control (Figure 14E).
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Figure 14. LCC-21 treatment suppressed the viability of colorectal cancer (CRC). (A) A cell viability
assay demonstrated that LCC-21 effectively decreased the cell viability of CRC cell lines in dose-
dependent and time-dependent manners. The experiments were performed three times, each with
three replicates at each concentration The 50% inhibitory concentration (IC50) values in the two cell
lines (HCT116 and DLD-1) are indicated. (B–D) LCC-21 inhibited migration, colony, and sphere
formation by DLD-1 and HCT116 cells. Images of the colony and spheroids are shown in the left
upper panel, with quantification of the results in the right panel. (E) Western blot analysis shows
that the LCC-21 significantly suppressed expression levels of vascular endothelial growth factor-α
(VEGFA)/beta catenin, (CTNNB1)/matrix metalloproteinase, (MMP)-7/cluster of differentiation
44 (CD44), compared to the untreated group. GAPDH was used as an internal control. * p < 0.05,
*** p < 0.01.

4. Discussion

CRC remains a poorly characterized malignancy, and the third leading cause of
cancer mortality rates globally [1]. Despite current treatment modalities, such as resection
surgery, radiation, and chemotherapy, the overall survival rate is still less than 5 years
for CRC [89,90]. The majority of CRC-related deaths are cases associated with cancer
recurrence and metastasis; accordingly, most studies have shown that approximately 60%
of CRC patients are expected to develop metastasis [91,92]. Therefore, in order to improve
clinical outcomes, it is imperative to understand the mechanisms of CRC stemness and
metastasis. Moreover, conventional chemotherapeutic strategies for CRC involve toxic
drugs with severe side effects, which highlights the need to identify novel biomarkers for
early diagnosis [93]. Additionally, combinations of molecular targeted agents have shown
significant results as treatments for colorectal cancer; however, due to its heterogeneity, CRC
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patients eventually exhibit stemness and therapeutic resistance [94]. Therefore, exploring
the mechanism underlying CRC therapeutic resistance is crucial for drug optimization [95].

Angiogenesis is one of the most common clinical phenotypes of CRC, and is crucial
for tumor growth [40]. In addition, VEGF has been widely studied in relation to the
development of novel drugs against CRC [96], and numerous reports have demonstrated
high expression levels of VEGFA in CRC, which are associated with tumor angiogenesis,
metastasis, and poor prognosis [33]. Therefore, understanding the regulatory mechanisms
of VEGFA expression in CRC may lead to vital breakthroughs for novel therapies to
fight various cancers [97]. In the current study, we utilized computational simulation, by
exploring a bioinformatics analysis, and showed that VEGFA was elevated in CRC. Among
the biomarkers evaluated in this study, these findings are in line with the above-mentioned
study reports on the expression of VEGFA in CRC. Furthermore, recent studies revealed that
chemokine receptors play vital roles in identifying the metastatic characteristics of tumor
cells [98]. Multiple studies have shown that VEGFA positively regulates Wnt/β-catenin
signaling through β-catenin, which is associated with angiogenesis and cancer stemness in
CRC, thus suggesting the potential autocrine action of VEGFA [99–101].

Most anti Wnt/β-catenin therapies in CRC have being aimed at inhibiting cell invasion
delay cancer progression, eliminate drug resistance, and preventing metastatic colorectal
cancer (mCRC) [102–104], However, their contribution still remains unsatisfactory [105].
Accumulated studies have also shown that the Wnt/β-catenin signaling pathway interacts
with angiogenesis markers in CRC [40], and this suggest its significance as a potential
biomarker of angiogenesis. Herein, we further investigated the correlation between VEGFA
and β-catenin. Our findings obtained from STRING and Genemania bioinformatics analyses
confirmed the co-expression of VEGFA and CTNNB1, with the highest interactive confidence
score of 0.900. Moreover, multiple studies have shown that VEGFA positively regulates
Wnt/β-catenin signaling through GSK-3β, which is associated with angiogenesis and can-
cer stemness in CRC, thus suggesting the potential autocrine action of VEGFA [99–101].
Accordingly, we found that the CD44 stemness marker is upregulated in CRC and also
co-occurred with VEGFA, STAT3, and CTNNB1 in CRC tissues. Additionally, others have
shown that VEGFA-mediated development of CRC tumor angiogenesis was impeded by
inhibition of MMP7 [50,99,100]. MMP7 is highly expressed in CRC epithelial cells and
promotes metastasis [45,106]. In the current study, we found that MMP7 was overexpressed
in CRC tissues compared to adjacent normal tissues [46,107,108]. Previously, Fang et al.
demonstrated the association of VEGFA and MMP7 with immune invasion in CRC [109].

Our data also showed that increased levels of MMP7 were associated with VEGFA
and were associated with tumor progression, metastasis, and immune invasion. These
observations support our data, which demonstrated a marginal association between MMP7
and VEGF, suggesting that MMP7 could be one of the regulators of VEGFA activity in
CRC cells. These findings thus suggest crosstalk among the VEGFA/CTNNB1/MMP7/CD44
oncogenic signatures in regulating CRC progression, immune invasion, therapeutic resis-
tance, metastasis, and poor prognosis. Immunotherapies have repeatedly been shown to
impede the current cancer treatment landscape over the years, thus suggesting the need for
development of novel immunotherapies. The identification of novel diagnostic markers for
the development of these therapies requires molecular understanding of the TME, and its
association with different prognostic markers [110,111]. ScRNAseq has been extensively
utilized to study tumor heterogeneity and immune cells associated with the tumor in
CRC [55,56]. Herein, we explored publicly available scRNA-seq datasets of CRC and found
a high abundance of VEGFA, CTNNB1, MMP7, and CD44 in regulatory T cells, mast cells,
macrophages, and myeloid cells; a low expression level of CD4+Tc and CD8+Tc cells; and
exhausted CD8 T cells with the TME of CRC patients, suggesting its associates with the
immune landscape of CRC based on similarities with the control.

The collective analytical results using a bioinformatics analysis from TCGA groups of
CRC tissues compared to adjacent normal tissues further confirmed that the overexpression
of VEGFA, CTNNB1, MMP7, and CD44 signatures were associated with angiogenesis,
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development of tumor growth, immune infiltration, resistance to therapies, and metastasis.
To further investigate, we demonstrated the anticancer activities of LCC-21 as a target small
molecule for the VEGFA/CTNNB1/MMP7/CD44 signaling pathway in CRC. Our molecular
docking analysis revealed the potential binding abilities of LCC-21 with VEGFA, CTNNB1,
MMP7, and CD44, with results showing the highest respective binding energies of LCC-21:
∆ = −8.1, −8.2, −9.0, and −8.0 kcal/mol, with the above-mentioned oncogenes. These
results were higher than the docking analysis results of VEGFA/CTNNB1/MMP7/CD44,
with their FDA approved inhibitors sorafenib, SFRP-1, and batimastat, which displayed
lower binding energies of (−(∆ = −7.3, −7.8, −8.6 kcal/mol), respectively (Figure 12).
Collectively, these structural simulations predicted LCC-21 to be a multi-target inhibitor
with high confidence. We further validated these finding in vitro and demonstrated that
LCC-21 inhibited colony formation, sphere formation, migration, and invasion, and these
results were further confirmed by a Western blot analysis in HCT116 and DLD-1 cells. Thus,
the inhibitory effect of LCC-21 on these angiogenic and onco-immunogenic signatures
could be of translational relevance as potential CRC biomarkers for early diagnosis.

5. Conclusions

In conclusion, our results demonstrate that the overexpression of the VEGFA/CTNNB1/
MMP7/CD44 oncogenic signatures is associated with progression, immune infiltration,
drug resistance, metastasis, and poor clinical outcomes in CRC. LCC-21, a novel multitarget
small molecule, successfully suppressed VEGFA, CTNNB1, MMP7, and CD44 signatures in
CRC cell lines, thus suggesting that LCC-21 might be a potential novel candidate compound
for inhibiting the VEGFA/CTNNB1/MMP7/CD44 signaling pathway in CRC.
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2. Hauptman, N.; Boštjančič, E.; Žlajpah, M.; Ranković, B.; Zidar, N. Bioinformatics Analysis Reveals most Prominent Gene
Candidates to Distinguish Colorectal Adenoma from Adenocarcinoma. Biomed. Res. Int. 2018, 2018, 9416515. [CrossRef]
[PubMed]

3. Linnekamp, J.F.; Wang, X.; Medema, J.P.; Vermeulen, L. Colorectal cancer heterogeneity and targeted therapy: A case for molecular
disease subtypes. Cancer Res. 2015, 75, 245–249. [CrossRef] [PubMed]

4. Cook, A.D.; Single, R.; McCahill, L.E. Surgical resection of primary tumors in patients who present with stage IV colorectal cancer:
An analysis of surveillance, epidemiology, and end results data, 1988 to 2000. Ann. Surg. Oncol. 2005, 12, 637–645. [CrossRef]
[PubMed]

5. Isbister, W.H. Audit of definitive colorectal surgery in patients with early and advanced colorectal cancer. ANZ J. Surg. 2002, 72,
271–274. [CrossRef] [PubMed]

6. Siegel, R.; Desantis, C.; Jemal, A. Colorectal cancer statistics, 2014. CA Cancer J. Clin. 2014, 64, 104–117. [CrossRef] [PubMed]

http://doi.org/10.3322/caac.21660
http://www.ncbi.nlm.nih.gov/pubmed/33538338
http://doi.org/10.1155/2018/9416515
http://www.ncbi.nlm.nih.gov/pubmed/30175151
http://doi.org/10.1158/0008-5472.CAN-14-2240
http://www.ncbi.nlm.nih.gov/pubmed/25593032
http://doi.org/10.1245/ASO.2005.06.012
http://www.ncbi.nlm.nih.gov/pubmed/15965730
http://doi.org/10.1046/j.1445-1433.2002.02568.x-i1
http://www.ncbi.nlm.nih.gov/pubmed/11982513
http://doi.org/10.3322/caac.21220
http://www.ncbi.nlm.nih.gov/pubmed/24639052


Cells 2023, 12, 266 22 of 26

7. He, F.; Chen, H.; Yang, P.; Wu, Q.; Zhang, T.; Wang, C.; Wei, J.; Chen, Z.; Hu, H.; Li, W.; et al. Gankyrin sustains PI3K/GSK-
3β/β-catenin signal activation and promotes colorectal cancer aggressiveness and progression. Oncotarget 2016, 7, 81156–81171.
[CrossRef]

8. Munro, M.J.; Wickremesekera, S.K.; Peng, L.; Tan, S.T.; Itinteang, T. Cancer stem cells in colorectal cancer: A review. J. Clin. Pathol.
2018, 71, 110–116. [CrossRef]

9. Dienstmann, R.; Salazar, R.; Tabernero, J. Personalizing colon cancer adjuvant therapy: Selecting optimal treatments for individual
patients. J. Clin. Oncol. 2015, 33, 1787–1796. [CrossRef]

10. Dienstmann, R.; Vermeulen, L.; Guinney, J.; Kopetz, S.; Tejpar, S.; Tabernero, J. Consensus molecular subtypes and the evolution
of precision medicine in colorectal cancer. Nat. Rev. Cancer 2017, 17, 79–92. [CrossRef]

11. Gillies, R.J.; Verduzco, D.; Gatenby, R.A. Evolutionary dynamics of carcinogenesis and why targeted therapy does not work. Nat.
Rev. Cancer 2012, 12, 487–493. [CrossRef] [PubMed]

12. Kitajima, K.; Fujimori, T.; Fujii, S.; Takeda, J.; Ohkura, Y.; Kawamata, H.; Kumamoto, T.; Ishiguro, S.; Kato, Y.; Shimoda, T.; et al.
Correlations between lymph node metastasis and depth of submucosal invasion in submucosal invasive colorectal carcinoma: A
Japanese collaborative study. J. Gastroenterol. 2004, 39, 534–543. [CrossRef] [PubMed]

13. George, M.L.; Tutton, M.G.; Janssen, F.; Arnaout, A.; Abulafi, A.M.; Eccles, S.A.; Swift, R.I. VEGF-A, VEGF-C, and VEGF-D in
colorectal cancer progression. Neoplasia 2001, 3, 420–427. [CrossRef]

14. Folkman, J. What is the evidence that tumors are angiogenesis dependent? J. Natl. Cancer Inst. 1990, 82, 4–6. [CrossRef] [PubMed]
15. Hanahan, D.; Folkman, J. Patterns and emerging mechanisms of the angiogenic switch during tumorigenesis. Cell 1996, 86,

353–364. [CrossRef] [PubMed]
16. Brown, L.F.; Berse, B.; Jackman, R.W.; Tognazzi, K.; Manseau, E.J.; Senger, D.R.; Dvorak, H.F. Expression of vascular permeability

factor (vascular endothelial growth factor) and its receptors in adenocarcinomas of the gastrointestinal tract. Cancer Res. 1993, 53,
4727–4735.

17. Kelland, L. The resurgence of platinum-based cancer chemotherapy. Nat. Rev. Cancer 2007, 7, 573–584. [CrossRef]
18. Lajous, H.; Lelièvre, B.; Vauléon, E.; Lecomte, P.; Garcion, E. Rethinking Alkylating(-Like) Agents for Solid Tumor Management.

Trends Pharmacol. Sci. 2019, 40, 342–357. [CrossRef]
19. De Roock, W.; Claes, B.; Bernasconi, D.; De Schutter, J.; Biesmans, B.; Fountzilas, G.; Kalogeras, K.T.; Kotoula, V.; Papamichael, D.;

Laurent-Puig, P.; et al. Effects of KRAS, BRAF, NRAS, and PIK3CA mutations on the efficacy of cetuximab plus chemotherapy
in chemotherapy-refractory metastatic colorectal cancer: A retrospective consortium analysis. Lancet Oncol. 2010, 11, 753–762.
[CrossRef]

20. Chen, W.; Chen, M.; Barak, L.S. Development of small molecules targeting the Wnt pathway for the treatment of colon cancer: A
high-throughput screening approach. Am. J. Physiol. Gastrointest. Liver Physiol. 2010, 299, G293–G300. [CrossRef]

21. Hui, Y.F.; Reitz, J. Gemcitabine: A cytidine analogue active against solid tumors. Am. J. Health Syst. Pharm. 1997, 54, 162–170; quiz
197–168. [CrossRef] [PubMed]

22. Van Cutsem, E.; Cervantes, A.; Nordlinger, B.; Arnold, D. Metastatic colorectal cancer: ESMO Clinical Practice Guidelines for
diagnosis, treatment and follow-up. Ann. Oncol. 2014, 25 (Suppl. 3), iii1–iii9. [CrossRef] [PubMed]

23. Willett, C.G.; Boucher, Y.; di Tomaso, E.; Duda, D.G.; Munn, L.L.; Tong, R.T.; Chung, D.C.; Sahani, D.V.; Kalva, S.P.; Kozin, S.V.; et al.
Direct evidence that the VEGF-specific antibody bevacizumab has antivascular effects in human rectal cancer. Nat. Med. 2004, 10,
145–147. [CrossRef] [PubMed]

24. Ferrara, N.; Hillan, K.J.; Gerber, H.P.; Novotny, W. Discovery and development of bevacizumab, an anti-VEGF antibody for
treating cancer. Nat. Rev. Drug Discov. 2004, 3, 391–400. [CrossRef] [PubMed]

25. Li, Y.; Chen, X.; Li, W.; Ye, Y.; Du, X.; Sun, S.; Liu, L.; Zhang, H. Combination of Anti-EGFR and Anti-VEGF Drugs for the
Treatment of Previously Treated Metastatic Colorectal Cancer: A Case Report and Literature Review. Front. Oncol. 2021, 11,
684309. [CrossRef]

26. Hoeben, A.; Landuyt, B.; Highley, M.S.; Wildiers, H.; Van Oosterom, A.T.; De Bruijn, E.A. Vascular endothelial growth factor and
angiogenesis. Pharmacol. Rev. 2004, 56, 549–580. [CrossRef]

27. Keck, P.J.; Hauser, S.D.; Krivi, G.; Sanzo, K.; Warren, T.; Feder, J.; Connolly, D.T. Vascular permeability factor, an endothelial cell
mitogen related to PDGF. Science 1989, 246, 1309–1312. [CrossRef]

28. Senger, D.R.; Galli, S.J.; Dvorak, A.M.; Perruzzi, C.A.; Harvey, V.S.; Dvorak, H.F. Tumor cells secrete a vascular permeability factor
that promotes accumulation of ascites fluid. Science 1983, 219, 983–985. [CrossRef]

29. Joukov, V.; Pajusola, K.; Kaipainen, A.; Chilov, D.; Lahtinen, I.; Kukk, E.; Saksela, O.; Kalkkinen, N.; Alitalo, K. A novel vascular
endothelial growth factor, VEGF-C, is a ligand for the Flt4 (VEGFR-3) and KDR (VEGFR-2) receptor tyrosine kinases. Embo J.
1996, 15, 290–298. [CrossRef]

30. Achen, M.G.; Jeltsch, M.; Kukk, E.; Mäkinen, T.; Vitali, A.; Wilks, A.F.; Alitalo, K.; Stacker, S.A. Vascular endothelial growth factor
D (VEGF-D) is a ligand for the tyrosine kinases VEGF receptor 2 (Flk1) and VEGF receptor 3 (Flt4). Proc. Natl. Acad. Sci. USA
1998, 95, 548–553. [CrossRef]

31. Zhao, C.; Xiao, H.; Wu, X.; Li, C.; Liang, G.; Yang, S.; Lin, J. Rational combination of MEK inhibitor and the STAT3 pathway
modulator for the therapy in K-Ras mutated pancreatic and colon cancer cells. Oncotarget 2015, 6, 14472–14487. [CrossRef]
[PubMed]

http://doi.org/10.18632/oncotarget.13215
http://doi.org/10.1136/jclinpath-2017-204739
http://doi.org/10.1200/JCO.2014.60.0213
http://doi.org/10.1038/nrc.2016.126
http://doi.org/10.1038/nrc3298
http://www.ncbi.nlm.nih.gov/pubmed/22695393
http://doi.org/10.1007/s00535-004-1339-4
http://www.ncbi.nlm.nih.gov/pubmed/15235870
http://doi.org/10.1038/sj.neo.7900186
http://doi.org/10.1093/jnci/82.1.4
http://www.ncbi.nlm.nih.gov/pubmed/1688381
http://doi.org/10.1016/S0092-8674(00)80108-7
http://www.ncbi.nlm.nih.gov/pubmed/8756718
http://doi.org/10.1038/nrc2167
http://doi.org/10.1016/j.tips.2019.03.003
http://doi.org/10.1016/S1470-2045(10)70130-3
http://doi.org/10.1152/ajpgi.00005.2010
http://doi.org/10.1093/ajhp/54.2.162
http://www.ncbi.nlm.nih.gov/pubmed/9117804
http://doi.org/10.1093/annonc/mdu260
http://www.ncbi.nlm.nih.gov/pubmed/25190710
http://doi.org/10.1038/nm988
http://www.ncbi.nlm.nih.gov/pubmed/14745444
http://doi.org/10.1038/nrd1381
http://www.ncbi.nlm.nih.gov/pubmed/15136787
http://doi.org/10.3389/fonc.2021.684309
http://doi.org/10.1124/pr.56.4.3
http://doi.org/10.1126/science.2479987
http://doi.org/10.1126/science.6823562
http://doi.org/10.1002/j.1460-2075.1996.tb00359.x
http://doi.org/10.1073/pnas.95.2.548
http://doi.org/10.18632/oncotarget.3991
http://www.ncbi.nlm.nih.gov/pubmed/25961376


Cells 2023, 12, 266 23 of 26

32. Cascio, S.; Ferla, R.; D’Andrea, A.; Gerbino, A.; Bazan, V.; Surmacz, E.; Russo, A. Expression of angiogenic regulators, VEGF and
leptin, is regulated by the EGF/PI3K/STAT3 pathway in colorectal cancer cells. J. Cell Physiol. 2009, 221, 189–194. [CrossRef]
[PubMed]

33. Fan, F.; Wey, J.S.; McCarty, M.F.; Belcheva, A.; Liu, W.; Bauer, T.W.; Somcio, R.J.; Wu, Y.; Hooper, A.; Hicklin, D.J.; et al. Expression
and function of vascular endothelial growth factor receptor-1 on human colorectal cancer cells. Oncogene 2005, 24, 2647–2653.
[CrossRef] [PubMed]

34. Li, T.; Kang, G.; Wang, T.; Huang, H. Tumor angiogenesis and anti-angiogenic gene therapy for cancer. Oncol. Lett. 2018, 16,
687–702. [CrossRef]

35. Ellis, L.M.; Takahashi, Y.; Liu, W.; Shaheen, R.M. Vascular endothelial growth factor in human colon cancer: Biology and
therapeutic implications. Oncologist 2000, 5 (Suppl. 1), 11–15. [CrossRef]

36. Dvorak, H.F.; Nagy, J.A.; Feng, D.; Brown, L.F.; Dvorak, A.M. Vascular permeability factor/vascular endothelial growth factor and
the significance of microvascular hyperpermeability in angiogenesis. Curr. Top Microbiol. Immunol. 1999, 237, 97–132. [CrossRef]

37. Yoshida, N.; Kinugasa, T.; Ohshima, K.; Yuge, K.; Ohchi, T.; Fujino, S.; Shiraiwa, S.; Katagiri, M.; Akagi, Y. Analysis of Wnt and
β-catenin Expression in Advanced Colorectal Cancer. Anticancer. Res. 2015, 35, 4403–4410.

38. Lu, M.L.; Zhang, Y.; Li, J.; Fu, Y.; Li, W.H.; Zhao, G.F.; Li, X.H.; Wei, L.; Liu, G.B.; Huang, H. MicroRNA-124 inhibits colorectal
cancer cell proliferation and suppresses tumor growth by interacting with PLCB1 and regulating Wnt/β-catenin signaling
pathway. Eur. Rev. Med. Pharm. Sci. 2019, 23, 121–136. [CrossRef]

39. Shan, Z.; An, N.; Qin, J.; Yang, J.; Sun, H.; Yang, W. Long non-coding RNA Linc00675 suppresses cell proliferation and metastasis
in colorectal cancer via acting on miR-942 and Wnt/β-catenin signaling. Biomed. Pharm. 2018, 101, 769–776. [CrossRef]

40. Kasprzak, A. Angiogenesis-Related Functions of Wnt Signaling in Colorectal Carcinogenesis. Cancers 2020, 12, 3601. [CrossRef]
41. Calviello, G.; Resci, F.; Serini, S.; Piccioni, E.; Toesca, A.; Boninsegna, A.; Monego, G.; Ranelletti, F.O.; Palozza, P. Docosahexaenoic

acid induces proteasome-dependent degradation of beta-catenin, down-regulation of survivin and apoptosis in human colorectal
cancer cells not expressing COX-2. Carcinogenesis 2007, 28, 1202–1209. [CrossRef] [PubMed]

42. Overall, C.M.; Kleifeld, O. Tumour microenvironment—Opinion: Validating matrix metalloproteinases as drug targets and
anti-targets for cancer therapy. Nat. Rev. Cancer 2006, 6, 227–239. [CrossRef] [PubMed]

43. Roy, R.; Zhang, B.; Moses, M.A. Making the cut: Protease-mediated regulation of angiogenesis. Exp. Cell Res. 2006, 312, 608–622.
[CrossRef] [PubMed]

44. Stetler-Stevenson, W.G.; Hewitt, R.; Corcoran, M. Matrix metalloproteinases and tumor invasion: From correlation and causality
to the clinic. Semin. Cancer Biol. 1996, 7, 147–154. [CrossRef] [PubMed]

45. Newell, K.J.; Witty, J.P.; Rodgers, W.H.; Matrisian, L.M. Expression and localization of matrix-degrading metalloproteinases
during colorectal tumorigenesis. Mol. Carcinog. 1994, 10, 199–206. [CrossRef]

46. Masaki, T.; Sugiyama, M.; Matsuoka, H.; Abe, N.; Izumisato, Y.; Sakamoto, A.; Atomi, Y. Matrix metalloproteinases may contribute
compensationally to tumor invasion in T1 colorectal carcinomas. Anticancer. Res. 2003, 23, 4169–4173.

47. Quintero-Fabián, S.; Arreola, R.; Becerril-Villanueva, E.; Torres-Romero, J.C.; Arana-Argáez, V.; Lara-Riegos, J.; Ramírez-Camacho,
M.A.; Alvarez-Sánchez, M.E. Role of Matrix Metalloproteinases in Angiogenesis and Cancer. Front. Oncol. 2019, 9, 1370.
[CrossRef]

48. Brabletz, T.; Jung, A.; Dag, S.; Hlubek, F.; Kirchner, T. Beta-catenin regulates the expression of the matrix metalloproteinase-7 in
human colorectal cancer. Am. J. Pathol. 1999, 155, 1033–1038. [CrossRef]

49. Maurel, J.; Nadal, C.; Garcia-Albeniz, X.; Gallego, R.; Carcereny, E.; Almendro, V.; Mármol, M.; Gallardo, E.; Maria Augé, J.;
Longarón, R.; et al. Serum matrix metalloproteinase 7 levels identifies poor prognosis advanced colorectal cancer patients. Int. J.
Cancer 2007, 121, 1066–1071. [CrossRef]

50. Ito, T.K.; Ishii, G.; Saito, S.; Yano, K.; Hoshino, A.; Suzuki, T.; Ochiai, A. Degradation of soluble VEGF receptor-1 by MMP-7 allows
VEGF access to endothelial cells. Blood 2009, 113, 2363–2369. [CrossRef]

51. Crawford, H.C.; Scoggins, C.R.; Washington, M.K.; Matrisian, L.M.; Leach, S.D. Matrix metalloproteinase-7 is expressed by
pancreatic cancer precursors and regulates acinar-to-ductal metaplasia in exocrine pancreas. J. Clin. Investig. 2002, 109, 1437–1444.
[CrossRef] [PubMed]

52. Kurmyshkina, O.; Kovchur, P.; Schegoleva, L.; Volkova, T. Markers of Angiogenesis, Lymphangiogenesis, and Epithelial-
Mesenchymal Transition (Plasticity) in CIN and Early Invasive Carcinoma of the Cervix: Exploring Putative Molecular Mecha-
nisms Involved in Early Tumor Invasion. Int. J. Mol. Sci. 2020, 21, 6515. [CrossRef] [PubMed]

53. Lizárraga-Verdugo, E.; Avendaño-Félix, M.; Bermúdez, M.; Ramos-Payán, R.; Pérez-Plasencia, C.; Aguilar-Medina, M. Cancer
Stem Cells and Its Role in Angiogenesis and Vasculogenic Mimicry in Gastrointestinal Cancers. Front. Oncol. 2020, 10, 413.
[CrossRef] [PubMed]

54. Shangguan, W.; Fan, C.; Chen, X.; Lu, R.; Liu, Y.; Li, Y.; Shang, Y.; Yin, D.; Zhang, S.; Huang, Q.; et al. Endothelium originated
from colorectal cancer stem cells constitute cancer blood vessels. Cancer Sci. 2017, 108, 1357–1367. [CrossRef]

55. Gao, R.; Kim, C.; Sei, E.; Foukakis, T.; Crosetto, N.; Chan, L.K.; Srinivasan, M.; Zhang, H.; Meric-Bernstam, F.; Navin, N. Nanogrid
single-nucleus RNA sequencing reveals phenotypic diversity in breast cancer. Nat. Commun. 2017, 8, 228. [CrossRef] [PubMed]

56. Chen, B.; Scurrah, C.R.; McKinley, E.T.; Simmons, A.J.; Ramirez-Solano, M.A.; Zhu, X.; Markham, N.O.; Heiser, C.N.; Vega,
P.N.; Rolong, A.; et al. Differential pre-malignant programs and microenvironment chart distinct paths to malignancy in human
colorectal polyps. Cell 2021, 184, 6262–6280.e26. [CrossRef]

http://doi.org/10.1002/jcp.21843
http://www.ncbi.nlm.nih.gov/pubmed/19492417
http://doi.org/10.1038/sj.onc.1208246
http://www.ncbi.nlm.nih.gov/pubmed/15735759
http://doi.org/10.3892/ol.2018.8733
http://doi.org/10.1634/theoncologist.5-suppl_1-11
http://doi.org/10.1007/978-3-642-59953-8_6
http://doi.org/10.26355/eurrev_201901_16756
http://doi.org/10.1016/j.biopha.2018.02.123
http://doi.org/10.3390/cancers12123601
http://doi.org/10.1093/carcin/bgl254
http://www.ncbi.nlm.nih.gov/pubmed/17183061
http://doi.org/10.1038/nrc1821
http://www.ncbi.nlm.nih.gov/pubmed/16498445
http://doi.org/10.1016/j.yexcr.2005.11.022
http://www.ncbi.nlm.nih.gov/pubmed/16442099
http://doi.org/10.1006/scbi.1996.0020
http://www.ncbi.nlm.nih.gov/pubmed/8773300
http://doi.org/10.1002/mc.2940100404
http://doi.org/10.3389/fonc.2019.01370
http://doi.org/10.1016/S0002-9440(10)65204-2
http://doi.org/10.1002/ijc.22799
http://doi.org/10.1182/blood-2008-08-172742
http://doi.org/10.1172/JCI0215051
http://www.ncbi.nlm.nih.gov/pubmed/12045257
http://doi.org/10.3390/ijms21186515
http://www.ncbi.nlm.nih.gov/pubmed/32899940
http://doi.org/10.3389/fonc.2020.00413
http://www.ncbi.nlm.nih.gov/pubmed/32296643
http://doi.org/10.1111/cas.13262
http://doi.org/10.1038/s41467-017-00244-w
http://www.ncbi.nlm.nih.gov/pubmed/28794488
http://doi.org/10.1016/j.cell.2021.11.031


Cells 2023, 12, 266 24 of 26

57. Mottaghi, S.; Abbaszadeh, H. Natural Lignans Honokiol and Magnolol as Potential Anticarcinogenic and Anticancer Agents. A
Comprehensive Mechanistic Review. Nutr. Cancer 2022, 74, 761–778. [CrossRef]

58. Newman, D.J.; Cragg, G.M. Natural Products as Sources of New Drugs over the nearly Four Decades from 01/1981 to 09/2019. J.
Nat. Prod. 2020, 83, 770–803. [CrossRef]

59. Xue, Z.; Yan, R.; Yang, B. Phenylethanoid glycosides and phenolic glycosides from stem bark of Magnolia officinalis. Phytochemistry
2016, 127, 50–62. [CrossRef]

60. Kuo, W.L.; Chung, C.Y.; Hwang, T.L.; Chen, J.J. Biphenyl-type neolignans from Magnolia officinalis and their anti-inflammatory
activities. Phytochemistry 2013, 85, 153–160. [CrossRef]

61. Fu, Y.; Liu, B.; Zhang, N.; Liu, Z.; Liang, D.; Li, F.; Cao, Y.; Feng, X.; Zhang, X.; Yang, Z. Magnolol inhibits lipopolysaccharide-
induced inflammatory response by interfering with TLR4 mediated NF-κB and MAPKs signaling pathways. J. Ethnopharmacol.
2013, 145, 193–199. [CrossRef] [PubMed]

62. Lee, C.C.; Liu, F.L.; Chen, C.L.; Chen, T.C.; Chang, D.M.; Huang, H.S. Discovery of 5-(2′,4′-difluorophenyl)-salicylanilides as
new inhibitors of receptor activator of NF-κB ligand (RANKL)-induced osteoclastogenesis. Eur. J. Med. Chem. 2015, 98, 115–126.
[CrossRef] [PubMed]

63. Liu, D.; Gharavi, R.; Pitta, M.; Gleichmann, M.; Mattson, M.P. Nicotinamide prevents NAD+ depletion and protects neurons
against excitotoxicity and cerebral ischemia: NAD+ consumption by SIRT1 may endanger energetically compromised neurons.
Neuromol. Med. 2009, 11, 28–42. [CrossRef] [PubMed]

64. Ma, R.; Ma, Z.G.; Zhen, C.L.; Shen, X.; Li, S.L.; Li, L.; Zheng, Y.F.; Dong, D.L.; Sun, Z.J. Design, synthesis and characterization
of poly (methacrylic acid-niclosamide) and its effect on arterial function. Mater. Sci. Eng. C Mater. Biol Appl. 2017, 77, 352–359.
[CrossRef]

65. Lee, C.C.; Liu, F.L.; Chen, C.L.; Chen, T.C.; Liu, F.C.; Ahmed Ali, A.A.; Chang, D.M.; Huang, H.S. Novel inhibitors of
RANKL-induced osteoclastogenesis: Design, synthesis, and biological evaluation of 6-(2,4-difluorophenyl)-3-phenyl-2H-
benzo[e][1,3]oxazine-2,4(3H)-diones. Bioorg. Med. Chem. 2015, 23, 4522–4532. [CrossRef]

66. Kellam, P. Microarray gene expression database: Progress towards an international repository of gene expression data. Genome
Biol. 2001, 2, 4011. [CrossRef]

67. Edgar, R.; Domrachev, M.; Lash, A.E. Gene Expression Omnibus: NCBI gene expression and hybridization array data repository.
Nucleic Acids Res. 2002, 30, 207–210. [CrossRef]

68. Sayagués, J.M.; Corchete, L.A.; Gutiérrez, M.L.; Sarasquete, M.E.; Del Mar Abad, M.; Bengoechea, O.; Fermiñán, E.; Anduaga,
M.F.; Del Carmen, S.; Iglesias, M.; et al. Genomic characterization of liver metastases from colorectal cancer patients. Oncotarget
2016, 7, 72908–72922. [CrossRef]

69. Vlachavas, E.I.; Pilalis, E.; Papadodima, O.; Koczan, D.; Willis, S.; Klippel, S.; Cheng, C.; Pan, L.; Sachpekidis, C.; Pintzas, A.; et al.
Radiogenomic Analysis of F-18-Fluorodeoxyglucose Positron Emission Tomography and Gene Expression Data Elucidates the
Epidemiological Complexity of Colorectal Cancer Landscape. Comput. Struct. Biotechnol. J. 2019, 17, 177–185. [CrossRef]

70. Daina, A.; Michielin, O.; Zoete, V. Swiss ADME: A free web tool to evaluate pharmacokinetics, drug-likeness and medicinal
chemistry friendliness of small molecules. Sci. Rep. 2017, 7, 42717. [CrossRef]

71. Lipinski, C.A.; Lombardo, F.; Dominy, B.W.; Feeney, P.J. Experimental and computational approaches to estimate solubility and
permeability in drug discovery and development settings. Adv. Drug Deliv. Rev. 2001, 46, 3–26. [CrossRef] [PubMed]

72. Liu, H.; Wang, L.; Lv, M.; Pei, R.; Li, P.; Pei, Z.; Wang, Y.; Su, W.; Xie, X.Q. Alz Platform: An Alzheimer’s disease domain-specific
chemogenomics knowledgebase for polypharmacology and target identification research. J. Chem. Inf. Model. 2014, 54, 1050–1060.
[CrossRef] [PubMed]

73. Gfeller, D.; Grosdidier, A.; Wirth, M.; Daina, A.; Michielin, O.; Zoete, V. Swiss Target Prediction: A web server for target prediction
of bioactive small molecules. Nucleic Acids Res. 2014, 42, W32–W38. [CrossRef] [PubMed]

74. Hu, J.; Zhou, Z.; Yang, Q.; Yang, K. Differential expression of miR-30a-5p in post stroke depression and bioinformatics analysis of
the possible mechanism. Nan Fang Yi Ke Da Xue Xue Bao 2020, 40, 922–929. [CrossRef]

75. Huang, D.W.; Sherman, B.T.; Tan, Q.; Collins, J.R.; Alvord, W.G.; Roayaei, J.; Stephens, R.; Baseler, M.W.; Lane, H.C.; Lempicki,
R.A. The DAVID Gene Functional Classification Tool: A novel biological module-centric algorithm to functionally analyze large
gene lists. Genome Biol. 2007, 8, R183. [CrossRef]

76. Pathan, M.; Keerthikumar, S.; Ang, C.S.; Gangoda, L.; Quek, C.Y.; Williamson, N.A.; Mouradov, D.; Sieber, O.M.; Simpson, R.J.;
Salim, A.; et al. Fun Rich: An open access standalone functional enrichment and interaction network analysis tool. Proteomics
2015, 15, 2597–2601. [CrossRef]

77. Zhou, G.; Soufan, O.; Ewald, J.; Hancock, R.E.W.; Basu, N.; Xia, J. Network Analyst 3.0: A visual analytics platform for
comprehensive gene expression profiling and meta-analysis. Nucleic Acids Res. 2019, 47, W234–W241. [CrossRef]

78. Xia, J.; Benner, M.J.; Hancock, R.E. Network Analyst—Integrative approaches for protein-protein interaction network analysis
and visual exploration. Nucleic Acids Res. 2014, 42, W167–W174. [CrossRef]

79. Li, T.; Fan, J.; Wang, B.; Traugh, N.; Chen, Q.; Liu, J.S.; Li, B.; Liu, X.S. TIMER: A Web Server for Comprehensive Analysis of
Tumor-Infiltrating Immune Cells. Cancer Res. 2017, 77, e108–e110. [CrossRef]

80. Tang, R.; Zhang, Y.; Liang, C.; Xu, J.; Meng, Q.; Hua, J.; Liu, J.; Zhang, B.; Yu, X.; Shi, S. The role of m6A-related genes in the
prognosis and immune microenvironment of pancreatic adenocarcinoma. PeerJ 2020, 8, e9602. [CrossRef]

http://doi.org/10.1080/01635581.2021.1931364
http://doi.org/10.1021/acs.jnatprod.9b01285
http://doi.org/10.1016/j.phytochem.2016.03.011
http://doi.org/10.1016/j.phytochem.2012.08.014
http://doi.org/10.1016/j.jep.2012.10.051
http://www.ncbi.nlm.nih.gov/pubmed/23127653
http://doi.org/10.1016/j.ejmech.2015.05.015
http://www.ncbi.nlm.nih.gov/pubmed/26005025
http://doi.org/10.1007/s12017-009-8058-1
http://www.ncbi.nlm.nih.gov/pubmed/19288225
http://doi.org/10.1016/j.msec.2017.03.161
http://doi.org/10.1016/j.bmc.2015.06.007
http://doi.org/10.1186/gb-2001-2-5-reports4011
http://doi.org/10.1093/nar/30.1.207
http://doi.org/10.18632/oncotarget.12140
http://doi.org/10.1016/j.csbj.2019.01.007
http://doi.org/10.1038/srep42717
http://doi.org/10.1016/S0169-409X(00)00129-0
http://www.ncbi.nlm.nih.gov/pubmed/11259830
http://doi.org/10.1021/ci500004h
http://www.ncbi.nlm.nih.gov/pubmed/24597646
http://doi.org/10.1093/nar/gku293
http://www.ncbi.nlm.nih.gov/pubmed/24792161
http://doi.org/10.12122/j.issn.1673-4254.2020.07.02
http://doi.org/10.1186/gb-2007-8-9-r183
http://doi.org/10.1002/pmic.201400515
http://doi.org/10.1093/nar/gkz240
http://doi.org/10.1093/nar/gku443
http://doi.org/10.1158/0008-5472.CAN-17-0307
http://doi.org/10.7717/peerj.9602


Cells 2023, 12, 266 25 of 26

81. Lee, H.O.; Hong, Y.; Etlioglu, H.E.; Cho, Y.B.; Pomella, V.; Van den Bosch, B.; Vanhecke, J.; Verbandt, S.; Hong, H.; Min, J.W.; et al.
Lineage-dependent gene expression programs influence the immune landscape of colorectal cancer. Nat. Genet. 2020, 52, 594–603.
[CrossRef] [PubMed]

82. Mokgautsi, N.; Wen, Y.T.; Lawal, B.; Khedkar, H.; Sumitra, M.R.; Wu, A.T.H.; Huang, H.S. An Integrated Bioinformatics Study of
a Novel Niclosamide Derivative, NSC765689, a Potential GSK3β/β-Catenin/STAT3/CD44 Suppressor with Anti-Glioblastoma
Properties. Int. J. Mol. Sci. 2021, 22, 2464. [CrossRef] [PubMed]

83. Shoemaker, R.H. The NCI60 human tumour cell line anticancer drug screen. Nat. Rev. Cancer 2006, 6, 813–823. [CrossRef]
[PubMed]

84. Rehman, S.K.; Haynes, J.; Collignon, E.; Brown, K.R.; Wang, Y.; Nixon, A.M.L.; Bruce, J.P.; Wintersinger, J.A.; Singh Mer, A.;
Lo, E.B.L.; et al. Colorectal Cancer Cells Enter a Diapause-like DTP State to Survive Chemotherapy. Cell 2021, 184, 226–242.e21.
[CrossRef] [PubMed]

85. Mokgautsi, N.; Wang, Y.C.; Lawal, B.; Khedkar, H.; Sumitra, M.R.; Wu, A.T.H.; Huang, H.S. Network Pharmacological
Analysis through a Bioinformatics Approach of Novel NSC765600 and NSC765691 Compounds as Potential Inhibitors of
CCND1/CDK4/PLK1/CD44 in Cancer Types. Cancers 2021, 13, 2523. [CrossRef]

86. Cousins, K.R. Computer review of Chem Draw Ultra 12.0. J. Am. Chem. Soc. 2011, 133, 8388. [CrossRef]
87. Seeliger, D.; de Groot, B.L. Ligand docking and binding site analysis with PyMOL and Autodock/Vina. J. Comput. Aided. Mol.

Des. 2010, 24, 417–422. [CrossRef]
88. Dotse, E.; Bian, Y. Isolation of colorectal cancer stem-like cells. Cytotechnology 2016, 68, 609–619. [CrossRef]
89. Brenner, H.; Kloor, M.; Pox, C.P. Colorectal cancer. Lancet 2014, 383, 1490–1502. [CrossRef]
90. Azcárate-Peril, M.A.; Sikes, M.; Bruno-Bárcena, J.M. The intestinal microbiota, gastrointestinal environment and colorectal cancer:

A putative role for probiotics in prevention of colorectal cancer? Am. J. Physiol. Gastrointest Liver Physiol. 2011, 301, G401–G424.
[CrossRef]

91. Zugazagoitia, J.; Guedes, C.; Ponce, S.; Ferrer, I.; Molina-Pinelo, S.; Paz-Ares, L. Current Challenges in Cancer Treatment. Clin.
Ther. 2016, 38, 1551–1566. [CrossRef] [PubMed]

92. Zeuner, A.; Todaro, M.; Stassi, G.; De Maria, R. Colorectal cancer stem cells: From the crypt to the clinic. Cell Stem. Cell 2014, 15,
692–705. [CrossRef] [PubMed]

93. Marijnen, C.A.; Kapiteijn, E.; van de Velde, C.J.; Martijn, H.; Steup, W.H.; Wiggers, T.; Kranenbarg, E.K.; Leer, J.W. Acute side
effects and complications after short-term preoperative radiotherapy combined with total mesorectal excision in primary rectal
cancer: Report of a multicenter randomized trial. J. Clin. Oncol. 2002, 20, 817–825. [CrossRef] [PubMed]

94. McDermott, D.F.; Huseni, M.A.; Atkins, M.B.; Motzer, R.J.; Rini, B.I.; Escudier, B.; Fong, L.; Joseph, R.W.; Pal, S.K.;
Reeves, J.A.; et al. Clinical activity and molecular correlates of response to atezolizumab alone or in combination with
bevacizumab versus sunitinib in renal cell carcinoma. Nat. Med. 2018, 24, 749–757. [CrossRef]

95. Schmieder, R.; Hoffmann, J.; Becker, M.; Bhargava, A.; Müller, T.; Kahmann, N.; Ellinghaus, P.; Adams, R.; Rosenthal, A.;
Thierauch, K.H.; et al. Regorafenib (BAY 73-4506): Antitumor and antimetastatic activities in preclinical models of colorectal
cancer. Int. J. Cancer 2014, 135, 1487–1496. [CrossRef]

96. Fernando, N.H.; Hurwitz, H.I. Inhibition of vascular endothelial growth factor in the treatment of colorectal cancer. Semin. Oncol.
2003, 30, 39–50. [CrossRef]

97. Ferrara, N. VEGF and the quest for tumour angiogenesis factors. Nat. Rev. Cancer 2002, 2, 795–803. [CrossRef]
98. Hu, T.H.; Yao, Y.; Yu, S.; Han, L.L.; Wang, W.J.; Guo, H.; Tian, T.; Ruan, Z.P.; Kang, X.M.; Wang, J.; et al. SDF-1/CXCR4 promotes

epithelial-mesenchymal transition and progression of colorectal cancer by activation of the Wnt/β-catenin signaling pathway.
Cancer Lett. 2014, 354, 417–426. [CrossRef]

99. Woenne, E.C.; Lederle, W.; Zwick, S.; Palmowski, M.; Krell, H.; Semmler, W.; Mueller, M.M.; Kiessling, F. MMP inhibition blocks
fibroblast-dependent skin cancer invasion, reduces vascularization and alters VEGF-A and PDGF-BB expression. Anticancer 2010,
30, 703–711.

100. Deryugina, E.I.; Quigley, J.P. Tumor angiogenesis: MMP-mediated induction of intravasation- and metastasis-sustaining neovas-
culature. Matrix Biol. 2015, 44–46, 94–112. [CrossRef]

101. Kumar, A.; Cherukumilli, M.; Mahmoudpour, S.H.; Brand, K.; Bandapalli, O.R. ShRNA-mediated knock-down of CXCL8 inhibits
tumor growth in colorectal liver metastasis. Biochem. Biophys. Res. Commun. 2018, 500, 731–737. [CrossRef] [PubMed]

102. Takada, K.; Zhu, D.; Bird, G.H.; Sukhdeo, K.; Zhao, J.J.; Mani, M.; Lemieux, M.; Carrasco, D.E.; Ryan, J.; Horst, D.; et al. Targeted
disruption of the BCL9/β-catenin complex inhibits oncogenic Wnt signaling. Sci. Transl. Med. 2012, 4, 148ra117. [CrossRef]
[PubMed]

103. Cheng, X.; Xu, X.; Chen, D.; Zhao, F.; Wang, W. Therapeutic potential of targeting the Wnt/β-catenin signaling pathway in
colorectal cancer. Biomed. Pharm. 2019, 110, 473–481. [CrossRef] [PubMed]

104. Xie, Y.H.; Chen, Y.X.; Fang, J.Y. Comprehensive review of targeted therapy for colorectal cancer. Signal. Transduct Target. Ther.
2020, 5, 22. [CrossRef] [PubMed]

105. White, B.D.; Chien, A.J.; Dawson, D.W. Dysregulation of Wnt/β-catenin signaling in gastrointestinal cancers. Gastroenterology
2012, 142, 219–232. [CrossRef] [PubMed]

106. Wilson, C.L.; Matrisian, L.M. Matrilysin: An epithelial matrix metalloproteinase with potentially novel functions. Int. J. Biochem.
Cell Biol. 1996, 28, 123–136. [CrossRef]

http://doi.org/10.1038/s41588-020-0636-z
http://www.ncbi.nlm.nih.gov/pubmed/32451460
http://doi.org/10.3390/ijms22052464
http://www.ncbi.nlm.nih.gov/pubmed/33671112
http://doi.org/10.1038/nrc1951
http://www.ncbi.nlm.nih.gov/pubmed/16990858
http://doi.org/10.1016/j.cell.2020.11.018
http://www.ncbi.nlm.nih.gov/pubmed/33417860
http://doi.org/10.3390/cancers13112523
http://doi.org/10.1021/ja204075s
http://doi.org/10.1007/s10822-010-9352-6
http://doi.org/10.1007/s10616-014-9806-0
http://doi.org/10.1016/S0140-6736(13)61649-9
http://doi.org/10.1152/ajpgi.00110.2011
http://doi.org/10.1016/j.clinthera.2016.03.026
http://www.ncbi.nlm.nih.gov/pubmed/27158009
http://doi.org/10.1016/j.stem.2014.11.012
http://www.ncbi.nlm.nih.gov/pubmed/25479747
http://doi.org/10.1200/JCO.2002.20.3.817
http://www.ncbi.nlm.nih.gov/pubmed/11821466
http://doi.org/10.1038/s41591-018-0053-3
http://doi.org/10.1002/ijc.28669
http://doi.org/10.1016/S0093-7754(03)00124-6
http://doi.org/10.1038/nrc909
http://doi.org/10.1016/j.canlet.2014.08.012
http://doi.org/10.1016/j.matbio.2015.04.004
http://doi.org/10.1016/j.bbrc.2018.04.144
http://www.ncbi.nlm.nih.gov/pubmed/29679563
http://doi.org/10.1126/scitranslmed.3003808
http://www.ncbi.nlm.nih.gov/pubmed/22914623
http://doi.org/10.1016/j.biopha.2018.11.082
http://www.ncbi.nlm.nih.gov/pubmed/30530050
http://doi.org/10.1038/s41392-020-0116-z
http://www.ncbi.nlm.nih.gov/pubmed/32296018
http://doi.org/10.1053/j.gastro.2011.12.001
http://www.ncbi.nlm.nih.gov/pubmed/22155636
http://doi.org/10.1016/1357-2725(95)00121-2


Cells 2023, 12, 266 26 of 26

107. Adachi, Y.; Yamamoto, H.; Itoh, F.; Hinoda, Y.; Okada, Y.; Imai, K. Contribution of matrilysin (MMP-7) to the metastatic pathway
of human colorectal cancers. Gut 1999, 45, 252–258. [CrossRef]

108. Jeffery, N.; McLean, M.H.; El-Omar, E.M.; Murray, G.I. The matrix metalloproteinase/tissue inhibitor of matrix metalloproteinase
profile in colorectal polyp cancers. Histopathology 2009, 54, 820–828. [CrossRef]

109. Fang, Y.J.; Lu, Z.H.; Wang, G.Q.; Pan, Z.Z.; Zhou, Z.W.; Yun, J.P.; Zhang, M.F.; Wan, D.S. Elevated expressions of MMP7, TROP2,
and survivin are associated with survival, disease recurrence, and liver metastasis of colon cancer. Int. J. Color. Dis. 2009, 24,
875–884. [CrossRef]

110. Sharma, P.; Allison, J.P. Immune checkpoint targeting in cancer therapy: Toward combination strategies with curative potential.
Cell 2015, 161, 205–214. [CrossRef]

111. De Simone, M.; Arrigoni, A.; Rossetti, G.; Gruarin, P.; Ranzani, V.; Politano, C.; Bonnal, R.J.P.; Provasi, E.; Sarnicola, M.L.;
Panzeri, I.; et al. Transcriptional Landscape of Human Tissue Lymphocytes Unveils Uniqueness of Tumor-Infiltrating T Regulatory
Cells. Immunity 2016, 45, 1135–1147. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1136/gut.45.2.252
http://doi.org/10.1111/j.1365-2559.2009.03301.x
http://doi.org/10.1007/s00384-009-0725-z
http://doi.org/10.1016/j.cell.2015.03.030
http://doi.org/10.1016/j.immuni.2016.10.021
http://www.ncbi.nlm.nih.gov/pubmed/27851914

	Introduction 
	Materials and Methods 
	Microarray Dataset Extraction 
	Analysis of Pharmacokinetic (PK), Drug-Likeness, and Medicinal Chemical Properties of NSC765689 (LCC-21) 
	Validation of Differentially Expressed Genes (DEGs) in Colorectal Cancer Cohorts 
	Functional Enrichment Analysis 
	Analysis of Genomic Alterations of Targeted Genes and Immune infiltration in CRC 
	Bioinformatics Approaches to Single-Cell RNA-seq (scRNA-seq) Analysis 
	In Vitro Screening of LCC-21 against Full National Cancer Institute (NCI) Panels of Colorectal Tumor Cell Lines 
	Receptor–Ligand Interaction Analysis 
	Cell Culture and Reagents 
	Cell Viability Assay 
	Cell-Migration Assay 
	Colony-Formation Assays 
	Sodium Dodecylsulfate-Polyacrylamide Gel Electrophoresis (SDS-PAGE) and Immunoblot Analysis 
	Tumor-Sphere Formation 
	Data Analysis 

	Results 
	Identification of Differentially Expressed Genes (DEGs) in CRC 
	LCC-21 Successfully Meets Required Drug-Likeness Criteria 
	VEGFA/CTNNB1/MMP7/CD44 Oncogenic Signatures Are Overexpressed in CRC and Associated with a Poor Prognosis 
	Protein–Protein Interaction (PPI) Network Construction and Functional Enrichment Analysis 
	VEGFA/CTNNB1/MMP7/CD44 Genes Are Altered in CRC Tissues and Immune Cells 
	VEGFA/CTNNB1CTNNB1/MMP7/CD44 Oncogene Expressions Are Correlated with Immune Cell Infiltration and Worse Prognosis in CRC 
	VEGFA/CTNNB1/MMP7/CD44 Gene Expression Influence the Immune Landscape within the TME of Colorectal Cancer 
	In Silico Molecular Docking Showed Putative Binding of (NSC765689) LCC-21 with VEGFA/CTNNB1/MMP7/CD44 
	Docking Analysis of VEGFA/CTNNB1/MMP7/CD44 with Their FDA Approved Inhibitors 
	NSC765689 (LCC-21) Exhibited Anti-Proliferative and Cytotoxic Effects in NCI60 Human Colon Cancer Cell Lines 
	LCC-21 Decreases the Viability of CRC Cells through Modification of VEGFA/CTNNB1/MMP7/CD44 Oncogenic Signatures 

	Discussion 
	Conclusions 
	References

