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Simple Summary: Proteolytic enzymes, such as matrix metalloproteinases, plasminogen activators
and cathepsins, as well as non-proteolytic enzymatic partners, such as heparanase and hyaluronidases, play key roles in the propagation and metastatic potential of cancer cells. This article aims to
revisit the main functions of major matrix remodeling molecules and their effects in cancer meta-static
potential. Moreover, the epigenetic regulation mechanisms of these molecules are discussed, in addition to recent advances in their pharmacological targeting. Finally, novel data from ongoing clinical
trials on several cancer types are also provided. Overall, this review delves into the im-portance
of matrix remodeling partners in cancer metastasis and explores their targeting as a promising
therapeutic option for cancer management.
Abstract: Tissue functionality and integrity demand continuous changes in distribution of major
components in the extracellular matrices (ECMs) under normal conditions aiming tissue homeostasis.
Major matrix degrading proteolytic enzymes are matrix metalloproteinases (MMPs), plasminogen
activators, atypical proteases such as intracellular cathepsins and glycolytic enzymes including heparanase and hyaluronidases. Matrix proteases evoke epithelial-to-mesenchymal transition (EMT) and
regulate ECM turnover under normal procedures as well as cancer cell phenotype, motility, invasion,
autophagy, angiogenesis and exosome formation through vital signaling cascades. ECM remodeling
is also achieved by glycolytic enzymes that are essential for cancer cell survival, proliferation and
tumor progression. In this article, the types of major matrix remodeling enzymes, their effects in
cancer initiation, propagation and progression as well as their pharmacological targeting and ongoing
clinical trials are presented and critically discussed.
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Matrix degradation is a fine-tuned process that coexists with the production of newly
formed ECM molecules. Tissue integrity is achieved through ECM replacement that
happens thanks to the actions of matrix-degrading enzymes, such as matrix metalloproteinases (MMPs) and their endogenous inhibitors (TIMPs), the adamalysin group (ADAMs
and ADAMTS), plasminogen activation system components, cathepsins and glycolytic
enzymes, such as heparanase (HPSE) and hyaluronidases (HYALs) that cleave heparan
sulfate (HS)/heparin chains on proteoglycans (PGs) and hyaluronan (HA) [1,2]. ECM serine proteases also involve elastase, dipeptidyl peptidase IV (DPPIV) and tissue kallikrein
unique roles in matrix proteolysis and have been associated with cancer progression [3–5].
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MMPs are the principal catabolic matrix endopeptidases that have been associated
with a variety of normal conditions, including wound healing, immune response, differentiation and tissue homeostasis, as well as with several diseases as osteoarthritis,
neuroinflammation, atherosclerosis and cancer [6]. A total of twenty-three MMP members
have been identified in the human genome that are divided into secreted and membrane
bound MMPs. Depending on substrate specificity, MMPs are classified into matrilysins,
gelatinases, furin-activated, collagenases, stromelysins, and other MMPs [7,8]. MMPs are
considered mediators of the alterations observed in the tumor microenvironment during
cancer progression since they promote epithelial-to-mesenchymal transition (EMT), cancer cell signaling, migration, invasion, autophagy and angiogenesis that facilitate tumor
progression and metastasis [9].
The plasminogen activation (PA) system is a proteolytic system responsible for the
conversion of plasminogen (PLG) to plasmin and subsequent activation of fibrinolysis [10].
The key role of the PA system in a plethora of functions including ECM degradation,
fibrinolysis, cell migration and angiogenesis has linked its components to tumorigenesis.
Thus, the plasminogen activation proteolytic cascade emerges as an important system that
acts towards promotion of metastasis.
Cathepsins are a large family of proteases with broad specificity which are localized
primarily in lysosomes and have pivotal roles in various normal and pathological processes,
such as immune response, cell homeostasis, neurodegenerative diseases and cardiovascular
disorders [11]. In cancer, where ECM degradation is necessary for metastasis, cathepsins
facilitate ECM remodeling and disruption of cell-cell junctions to promote migration and
invasion, while they also advance angiogenesis and chemoresistance [12].
Aside from the proteolytic matrix partners, two enzyme families with glycosidase
activity, HPSE and HYALs, also play a key role in ECM remodeling. The high expression of
HPSE in most malignancies exemplifies its role in cancer propagation, while its activity is
closely linked to tumor progression and metastasis through the means of angiogenesis, autophagy, EMT and exosome biogenesis [13]. Because of these implications, HPSE inhibition
constitutes an attractive pharmacological target for the development of cancer therapies.
HYALs are endo-β-N-acetylglucosaminidases that degrade HA into smaller fragments.
Six genes of close homology have been identified, with HYAL1 and HYAL2 being the
main enzymes that contribute to the HA degradation [14]. Recently, a new enzyme with a
similar activity has also been reported—TMEM2 [15]. HYALs have been long implicated in
malignancies; however, their role can vary depending on the cancer type [16].
Over the past few years, attention has been paid on the involvement of proteolytic
and glycolytic matrix enzymes in cancer progression. This article represents a thorough
update of recent literature and focuses on the functional roles of major matrix remodeling
enzymes in cancer initiation, propagation and progression as to highlight these key matrix
partners as biomarkers for novel pharmacological targeting. Moreover, issues related with
ongoing clinical trials are presented and critically discussed.
2. Matrix Metalloproteinases as Multitasking Players in Cancer Progression
ECM is a highly dynamic network that is present in all tissues and continuously
undergoes controlled remodeling. This process is mediated by specific enzymes that are
responsible for ECM degradation, such as MMPs [17,18]. MMPs proteolytically cleave a
wide range of substrates, such as fibronectin, laminin, elastin and collagen, hence participating in normal processes including matrix turnover/homeostasis (during wound healing,
angiogenesis and cellular migration), uterine involution, development, organogenesis,
autocrine/paracrine signaling, apoptosis and autophagy. Moreover, they mediate the
activation and deactivation of bioactive substrates, such as growth factor receptors (GFRs),
cytokines and adhesion molecules that mediate inflammation, immunity and tissue repair.
Because of their ability to degrade basement membranes and other ECM barriers, MMPs
have been ascribed pathological roles in autoimmune disorders, cardiovascular disease,
and carcinogenesis/cancer progression [19].
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MMPs are modular enzymes consisting of a conserved catalytic domain and some ancillary domains responsible for enzyme localization and substrate selectivity. According to
their structure and specificities, MMPs can be divided in five main subclasses: collagenases
(MMP1, 8, and 13), gelatinases (MMP2 and 9), stromelysins (MMP3, 10 and 11), matrilysins
(MMP7 and 26) and membrane-type MT-MMPs (MMP14, 15, 16 and 17). However, some
new MMPs cannot be categorized in any of the above-mentioned groups [6]. They belong
in metzincin clan where Zn2+ is responsible for the cleavage of peptide bond of the substrate [20]. MMPs are mainly secreted enzymes in the pericellular space and ECM, but some
members are located on the cell surface [21]. They are synthesized as pre-pro-enzymes
consisted of a signal peptide, a pro-domain, a catalytic domain, a linker and a C-terminal
hemopexin domain responsible for substrate recognition. The latent zymogens are then
proteolytically activated and interact with their endogenous tissue inhibitors (TIMPs) that
regulate MMP enzymatic activity. MMPs may undergo posttranslational modifications
such as glycosylation affecting their localization and substrate specificity [22].
Pericellular proteases mediate cancer progression through the communication of cancer cells with the surrounding cancer and normal cells including fibroblasts, macrophages,
endothelial cells or pericytes etc. [9]. MMPs modulate the bioavailability of growth factors, such as epidermal growth factor (EGF) transforming growth factors (TGFα, TGFβ),
fibroblast growth factor (FGF) and amphiregulin, and modulate the function of cell-surface
receptors as E-cadherin and integrins. Moreover, they act to the direct cleavage of ligands
for several growth factors, such as insulin-like growth factor (IGF) and the EGFR ligands
that promote cancer cell proliferation [23]. In this way, MMPs orchestrate cell-cell and
cell-matrix interactions thus being implicated in cancer progression as regulators of vital
signaling cascades that control cancer cell properties including proliferation, motility, EMT,
invasion and angiogenesis [24].
2.1. Matrix Invasion by MMPs
The metastatic niche of aggressive tumors starts with the degradation of the basement
membrane and the subsequent invasion of cancer cells into the ECM and the vascular
system. In order to degrade and remodel ECM, cancer cells hijack the components of normal
cell invasion and develop dynamic protrusions of the plasma membrane, the so called
invadopodia or invadosomes [25,26]. Key components for invadosome formation include
three classes of proteolytic enzymes [Zn-regulated MMPs (MMP2, 9, 14 and ADAMs),
cathepsin cysteine proteases and serine proteases], the actin regulators cortactin, WiskottAldrich syndrome protein family members, the scaffold protein Tks5 and cofilin. Tks5
associates with numerous actin-remodeling proteins and proteases, mainly with ADAMs,
to form invadopodia and promote tumor invasion in lung and breast cancer [27,28].
2.2. The Role of MT1-MMP in Breast Cancer Survival and Progression
The transmembrane MT1-MMP (MMP14) has important roles in matrix turnover and
regulates key functional properties of breast cancer cells, such as migration, invasion and
angiogenesis. Moreover, MT1-MMP participates in MMP2 activation affecting breast cancer
cell invasiveness [23]. Meta-analysis-based tools revealed that MMP14 is closely related
to the probability of survival in ERα-positive and ERα-negative breast cancer patients.
Intriguingly, Kaplan–Meier survival analysis (online tool: http://kmplot.com, accessed
on 2, February, 2021) revealed that the constitutive expression of MMP14 in ERα-positive
breast cancer patients following systemic treatment (Figure 1A) has the direction to a better
probability of relapse-survival (RFS) compared to low MMP14 expression. On the other
hand, in ERα-negative breast cancer patients under systemic treatment (Figure 1B), MMP14
expression related, in a statistically significant manner, to poor survival confirming its
implication to the invasive and aggressive phenotype of ERα-negative breast cancer cells,
such as in the case of triple-negative breast cancer (Figure 1C).
Differential gene expression analysis in tumor, normal and metastatic mammary
tissues (TNM, https://www.tnmplot.com, accessed on 2 February 2021) revealed that in
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2.3. Cancer Cell Aggressiveness and EMT
The action of MMPs together with other major ECM enzymes in cancer progression
is schematically represented in Figure 2. Gelatinases (MMP2 and 9) are known to be
involved early in the tumor invasion degrading collagen in the basement membrane.
MMP9 degrades type IV, V, XI and XVI collagen, gelatin, laminin, elastin, fibrillin and
decorin [34], and also stimulates the release of growth factors including the TGFβ precursor
and tumor necrosis factor alpha precursor (pro-TNFα) [35]. In this way, MMP9 is involved
in photoaging and radial growth phase of melanoma development and tumor angiogenesis,
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MMP3 hydrolyzes various molecules such as type IV, V, IX and X collagen, proteoglycan, elastin, fibronectin, gelatin and laminins and can also trigger the activation of other
MMPs like MMP1, 7, 9 and 13 promoting pulmonary adenocarcinoma, mammary ductal
carcinoma and pancreatic cancer through Rac1b GTPase signaling axis [37]. Moreover,
MMP3 has been highly expressed in melanoma and in ECM around blood vessels, proposing a significant role to remodeling induced by the aggressive melanoma progression [36].
MMP8 is mostly released from neutrophils and cleaves collagen type I and many other
ECM components. MMP8 plays a crucial role in mediating response to various inflammatory conditions, cutaneous basal cell carcinoma development through TGFβ/SMAD2
axis [38]. Moreover, genetic studies on MMP8 have demonstrated that a single nucleotide polymorphism, like SNP rs11225395, was linked with a higher risk of melanoma
growth [39]. In breast and oral tongue cancer, MMP8 inhibits cancer cell invasion and proliferation via cleavage of non-structural substrates. Conversely, in liver and ovarian cancers,
high levels of MMP8 worsen the prognosis since it boosts TGFβ-induced EMT [40,41].
MMP9 is profoundly implicated in the invasion, metastasis, and angiogenesis of
various tumors including non-small cell lung cancer, cervical cancer, ovarian cancer, and
pancreatic cancer and can mediate the tumor microenvironment [42]. MMP9 promotes
TGFβ1 induced EMT leading to increased migration and invasion capacity of thyroid [43],
lung [44] and esophageal squamous [45] cancer cells. MT1-MMP promotes melanoma
metastasis not only by ECM degradation, but also via regulation of genes involved in tumor
cell progress and motility through the activation of MMP2/RAC1 signaling axis [46,47].
The overexpression of specific MMPs including MMP2, 3, 9, 13, 14 has been associated
with the induction of EMT program and the acquisition of mesenchymal phenotype and
increased aggressiveness of cancer cells. Overexpression of MMP1, 2, 3, 7, 9, 13, 14, 15 and
16 have been correlated to the invasive phenotype of melanoma cells [48].
TGFβ-mediated signaling axis is the principal mediator of EMT initiation and it has
been recently revealed that TGFβ type I receptor activates Snail and MMP2 to promote
tumor invasion [49]. MMP1, 2, 3, 7 and 9 proteolytically cleave the major adherens junction
mediator, E-cadherin, promoting cell proliferation and differentiation of hepatocellular
carcinoma [50,51]. In head and neck cancer the reduction of HA-CD44-mediated growth,
migration and chemoresistance through Rho kinase-mediated signaling inhibits the activity of MMP2 and MMP9. Intriguingly, HA activates MMP2 and downstream Ras, Rho,
PI3K, AKT signaling kinases promoting cancer invasion [52]. Moreover, MMP28 serves
as a powerful EMT inducer by promoting the proteolytic activation of TGFβ and cell
migration in lung carcinoma cells [53]. The role of ERβ in regulating the autocrine loop
of aggressive breast cancer cells has been recently established. ERβ suppression inhibits
EMT and reduces the expression levels of MMP1, 2, 7, 9 and 14 following reduced ERK1/2
activation stimulated by EGFR/IGF-IR and JAK2/STAT5-mediated migration in breast
cancer cells [54].
2.4. MMPs Regulate Angiogenic Signals in Cancer Cells
Depending on substrate bioavailability and the time of expression, MMPs may regulate the angiogenic balance acting both as positive and negative regulators of angiogenesis
by eliminating the physical barriers through ECM degradation. Degradation of VEGF by
MMPs, specifically MMP1, 3, 7, 9, 16, 19 and MT1-MMP, regulates VEGF bioavailability
and vascular patterning in tumors [55]. The proteolytic cleavage of insoluble VEGF by
MMP9 enables interaction with its cell surface receptor triggering the angiogenic switch
during carcinogenesis [56]. Interleukins (ILs) that regulate angiogenesis and metastasis
are also processed by MMPs. For instance, MMP1, 2, 3 and 9 degrade the secreted IL-1β,
whereas IL-8 secretion through EGFR and ERK1/2 activation requires MMP1, 8, 12, 13 and
MT1-MMP activity [57]. Moreover, the degradation of collagen IV, XVIII and perlecan by
MMP1, 2, 3, 9, 13 activates anti-angiogenic factors such as tumstatin, endostatin, angiostatin
and endorepellin [58]. The types of MMPs, their functions and prognostic/therapeutic
potential is summarized in Table 1.
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Table 1. The main functions of major MMPs and TIMPs in cancer progression. Their prognostic value has been estimated by
pan-cancer analysis in all available normal and tumor RNA Seq data from GEO, TCGA and GTex databases [59]. Significant
differences of expression in tumor tissues compared to normal expression are marked with red (upregulation) and blue
(downregulation) and have been computed by Mann–Whitney U test.
Enzyme

Main Functions

PanCancer Meta-Analysis

References

MMP1

Promotes pulmonary adenocarcinoma, mammary
ductal carcinoma and pancreatic cancer; increased
invasion in melanoma; promotes cell proliferation
and differentiation of hepatocellular carcinoma
cells; anti-angiogenic properties

Bladder; breast; colon; esophageal; lung;
pancreas; rectum;hepatocellular carcinoma

[37,48,50,58]

MMP2

Increased migration invasion and metastasis; poor
prognosis for breast, hepatocellular cancer;
collagenolytic pathway driver for lymphatic
vessel formation

Bladder; breast; colon; lung; ovary;
pancreas; prostate

MMP3

Poor survival for pancreatic, pulmonary,
breast carcinomas

Colon; esophageal; rectum; skin;
prostate; stomach

[37]

MMP7

Poor prognosis in colorectal tumors; brings
antiapoptotic and chemoresistance signals to colon
cancer cells; promotes EMT

Pancreas; ovary; prostate; renal;
skin; uterus

[6,61]

MMP9

Basement membrane destruction supports
increased invasiveness, spreading, angiogenesis of
various cancer types (melanoma, colorectal, lung,
breast, ovarian cancer)

Acute myeloid leukemia (AML); breast;
colon; lung; pancreas; testis; thyroid;
uterus; skin

[6,36]

MMP10

Positively correlated with the invasiveness of
human cervical, gastric and bladder cancers

Bladder; lung; esophageal; pancreas;
breast; prostate

[62]

MMP11

Promotes cancer development (gastric, breast,
pancreatic) by inhibiting apoptosis and enhancing
migration and invasion; negative role against
cancer development via suppressing metastasis in
animal models

Bladder; breast; colon; esophageal; lung;
ovary; pancreas; rectum; stomach;
uterus;skin

[63]

MMP13

Promotes nasopharyngeal carcinoma metastasis;
promotes angiogenesis in head and neck
squamous cell carcinoma

Bladder; breast; esophageal; lung;
ovary; skin

[64,65]

MMP14

Modulates melanoma cell dissemination and
metastasis; drives breast cancer cell invasion
through force-producing proteolytic contacts

Adrenal; bladder; breast; colon; liver; lung;
ovary; pancreas; prostate; renal; skin;
testis; uterus

[31,47]

MMP15

Promotes angiogenesis; drives EMT in lung,
ovarian and colon cancer cells

Adrenal; bladder; esophageal; lung; ovary;
pancreas; rectum; skin; testis;
thyroid; uterus

[66]

MMP16

Promotes invasion and metastasis in melanoma
and pancreatic cancer

Adrenal; bladder; breast; colon; esophageal;
ovary; pancreas; prostate; skin; thyroid

[67]

MMP17

Induces angiogenesis promote growth
and metastasis

Ovary; prostate; rectum; skin

[24]

MMP19

Modulates proliferation, adhesion, and metastasis
in non-small cell lung carcinoma

Adrenal; breast; colon; lung; ovary; skin;
pancreas; prostate; thyroid; uterus

[68]

MMP24

Progression in brain tumors, aides in migration
and metastasis

AML; breast; ovary; renal; skin;
thyroid; testis

[69]

MMP25

Promotes colon cancer growth

AML; lung; breast; ovary; pancreas; renal;
skin; testis; thyroid

[70]

MMP26

Promotes glioma and non-small cell lung cancer
invasion and metastasis

AML; prostate; brain; renal; testis;
uterus; lung

[6,60]

[71,72]
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Table 1. Cont.
Enzyme

Main Functions

PanCancer Meta-Analysis

References

TIMP1

Anti-apoptotic activity and anoikis resistance;
promotes tumor progression in melanoma,
malignant non-Hodgkin’s lymphomas and
colon cancer

Adrenal; AML; breast; colon; esophageal;
pancreas; prostate; rectum; skin; stomach;
thyroid; uterus

[6,73,74]

TIMP2

Impairment of pro-MMP2 activation by MMP14;
inhibits tumor growth and angiogenesis;
anti-apoptotic activity

Adrenal; bladder; breast; colon; lung;
ovary; pancreas; prostate; rectum; skin;
testis; thyroid; uterus

[6,73,74]

2.5. Functional Relationship with GAG Chains
Intriguingly, there is a structure–function relationship between MMPs and GAGs that
controls the specificity of proteinase/substrate interactions and stimulate GF signaling.
MMPs direct interactions with the GAG chains of the PGs may function as allosteric
regulators directing the release of GFs to the extracellular space promoting cancer cell
proliferative properties [75]. In this context, it has been reported that the pro-MMP2 and
MMP1 activation are enhanced by heparin [76].
The chondroitin-4-sulfate chains of melanoma-specific CSPG bind to the C terminus of
pro-MMP2 to facilitate its activation by membrane-bound MMP16 [77]. Moreover, sulfated
GAGs regulate MMP7 activation and its activity against specific substrates. MMP7 interacts
with chondroitin-4,6-sulfate, HS and heparin chains on cell surface receptors [78] such
as CD44 result in the proteolytic cleavage of heparin-binding epidermal growth factor
precursor (pro-HB-EGF) and ErbB4 on the surface of lymphoma cancer cells [79]. The
observation that the intracellular PG, serglycin that has established roles in EMT and
oncogenic signaling [80], colocalizes in the same secretion granules as pro-MMP7, suggest
that its CS chains may function as allosteric activators of pro-MMP7 [75].
2.6. Roles of Extracellular Vesicles EV-Associated MMPs during Tumor Progression
Extracellular vesicles (EVs) are secreted by most cells into the extracellular environment and have received the increased interest of nanomedicine and immunotherapy due
to the delivery of their cargo [i.e., proteins, lipids, mRNAs, and microRNAs (miRNAs)]
from origin cells to target cells. In this way, EVs serve as mediators of cancer cell properties [81]. EV-associated MMPs participate in ECM degradation directly and induce EMT,
thus enhancing cancer cell migration, amoeboid migration and invadopodia maturation.
Moreover, cancer cell- and stroma-derived EVs contribute to pre-metastatic niche formation
through induction of ECM remodeling by travelling to distant sites [82,83].
In prostate cancer tissues, large oncosomes harbor abundant bioactive molecules
involved in local invasion including MMP2 and 9 [84], while microvesicles shed by tumor
cells are reported to deliver matrix ECM inducer (EMMPRIN) to fibroblasts, promoting
tumor invasion and metastasis [85]. HSP90-loaded exosomes from metastatic breast cancer
cells activate MMP2, leading to degradation of ECM molecules and release of growth
factors, that boost signal transduction resulting in increased cancer cell invasion [86].
Moreover, stimulated endothelial cells also release EVs enriched in MMPs that initiate the
proteolysis necessary for tumor cell invasion and angiogenesis [60].
MMP13-enriched exosomes derived from nasopharyngeal cancer cells promote cell
motility and invasion with increased expression of major EMT markers (E- and
N-cadherin) [64]. Global proteomic profiling of exosomes from MDCK and 21D1 cells
has revealed that mesenchymal 21D1 exosomes are enriched in metalloproteinases including MMP1, MT1-MMP and MMP19, ADAM10 and ADAMTS1 and α3, α6 and β1
integrins [87].
Several metalloproteinases such as MMP2, MMP3, MMP9 and MT1-MMP have been
shown to be upregulated in lymph nodes or lung tissues distant from the primary tumor
by tumor-derived exosomes [88]. Specifically, MT1-MMP in EVs is crucial to increased cell
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motility and ECM degradation [89]. Intriguingly, highly abundant exosomal miRNAs such
as miR-100-5p, miR-21-5p, and miR-139-5p from prostate cancer stem cells increased MMP2,
9, 13 and RANKL expression and enhanced the migration of fibroblasts, contributing to
local invasion and pre-metastatic niche formation [90].
2.7. MMP-Mediated miRNA Alterations in Tumor Progression
Membrane vesicles that carry and transfer secreted miRNAs, control cell-cell communication and subsequent signaling pathways in recipient cells, underlying the significance
of miRNA involvement in tumor progression [91]. It is well established that miRNA regulate the expression of major ECM components via targeting conserved seed sequences in
the 30 UTRs of target mRNAs, serving as biomarkers and targets for several cancer types,
since they may act as oncogenes or as tumor suppressors depending on the biological
functions of their target mRNAs [92–94].
Major ECM molecules regulate the expression and the subsequent functions of specific
miRNAs. Asuthkar et al. reported that MMP9 drives miR-494 suppression resulting in
augmented syndecan-1 shedding and increased angiogenesis in medulloblastoma cells [95].
Recent data suggest that estrogen receptors (ERs) are critical mediators of miRNAs that
modulate matrix composition and signaling [96]. The ERα/β-mediated miR-10b and
miR-145 increased MMP2, 7 and 9 expression following overexpression and inhibition, respectively, in ERβ-suppressed MDA-MB-231 breast cancer cells which resulted in increased
ERK1/2 activation and aggressive phenotype [97]. Overexpressing the ER-mediated miR200b resulted in reduced expression and activity of MMP2, 9, 7 and 14 and ERK1/2
phosphorylation, while having no significant effects in ERα-positive MCF7 breast cancer
cells [98]. Collagen type I-mediated let-7 in pancreatic ductal adenocarcinoma involves
TGFβ1-mediated MT1-MMP expression which drives fibrosis and promotes pancreatic
cancer [99]. The downregulation of miR-21 in glioma cells leads to decreased migratory
and invasive capacity by targeting MMP inhibitors, such as TIMP3 [100]. Exosomal miR-21
upregulates MMP2, 9 and 11 and increases proliferation, invasion and chemoresistance
of colon adenocarcinoma cells [101]. Another study reported that exogenous expression of miR-29b regulates prostate cancer cell growth by modulating antiapoptotic and
prometastatic ECM molecules, specifically by directly targeting and suppressing MMP2 in
prostate cancer cells [102].
Elevated levels of miR-145-5p resulted in decreased epithelial ovarian and cancer cell
migration through MMP2 and MMP9 downregulation [103–105]. Moreover, MT1-MMP
expression in pancreatic cancer cells has been correlated to the loss of miR-200a, b and c,
which leads to increased cell growth, invasion, migration and aggressiveness of cancer
cells [106]. MiR-155 promotes breast cancer cell proliferation and migration via MMP16
targeting [107]. Last but not least, miR-206 downregulates MMP2 and MMP9 leading to
suppressed migration and invasion in MDA-MB-231 breast cancer cells [108].
2.8. Pharmacological Targeting of MMPs
Concerning the diversified, functional, yet vital roles of MMPs in tumor progression,
invasion and angiogenesis, MMPs are highly important when considered as drug targets
in cancer. A growing body of evidence is advocating for the complex signaling pathways
that MMPs mediate; thus, the establishment of new strategies to design novel next generation MMP inhibitors (MMPIs) is needed to topically inhibit a single MMP in a delicate
way with high selectivity and specificity. Several generations of synthetic MMPIs have
been tested in phase III clinical trials including peptidomimetics, non-peptidomimetics,
tetracycline derivatives, natural compounds, monoclonal antibodies (mAbs) and antisense
strategies [6].
The first generation of MMPIs were designed to target the active Zn site of MMPs
that is the most common way to inhibit these enzymes. Several MMPIs were developed
and tested in several cancer types, including phosphinates, hydroxamates (i.e., batimastat,
marimastat), aminocarboxylates, carboxylates and sulfhydryl groups. Chemically modified

Cancers 2021, 13, 1441

10 of 32

tetracyclines include metastat, minocycline and doxycycline. Periostat, a broad spectrum
MMPI with higher specificity at MMP1, 2, 8 and 9, has entered phase II trials for resectable
pancreatic cancer [109]. However, early MMPI strategies (i.e., peptidomimetic and nonpeptidomimetic analogs) failed their way to clinical trials since the metal chelating group
resulted in unspecific inhibition, as the novel compounds targeted common features in
MMPs, and low substrate selectivity in vivo [110]. SB-3CT small-molecule inhibitor that
reforms the proenzyme structures of MMP2 and 9 by binding the enzyme catalytic sites,
is reported to exhibit antiangiogenic and antimetastatic properties [111], while enhancing
the efficacy of immunotherapy [112]. NSC405020 is a novel small-molecule MT1-MMP
inhibitor repressing its pro-tumorigenic activity in vivo [113]. Other MMPIs focusing
on malignancies and tested in clinical trials include neovastat, which strongly inhibits
MMP2 activity (metastatic kidney cancer, advanced colorectal/breast cancer) [114] and
BMS-275291, a wide-spectrum MMPI (lung, breast cancer) [109,115].
Since several broad-spectrum MMPIs have failed in the clinical trials, an alternative
approach involves the design of macromolecule inhibitors targeting domains beyond
the conserved catalytic cleft (exosites) of the enzymes. This led to the development of
antibody-based MMPIs that interact not only with the catalytic domain, but also with
surface regulatory hotspots, rendering a highly specific inhibition while maintaining the
activity of other MMPs [116]. A set of mAbs against MT1-MMP have been developed,
such as LEM-2/15, -2/63, -1/58, inhibiting MT1-MMP catalytic activity in a highly specific
manner [117]. The development of the mAb LEM-2/15, which targets the exposed loops of
the catalytic domain of MT1-MMP with high affinity overcoming cross-reactivity with other
MMP members, impairs ECM protein degradation and is a promising strategy to control
MT1-MMP activity at the leading edge of migratory cancer cells since it has anti-angiogenic
properties and reduced tumor cell invasion [118]. Therapeutic promise has been shown
with the full-length mAb, REGA-3G12, which targets the catalytic cleft of MMP9 while
the MMP2 activity remains unaffected [119]. The selective MMP2/9 inhibitory antibodies,
SDS3 and SDS4, have been designed to mimic the exposed catalytic machinery in the active
form of MMPs but had no inhibitory activity toward MMP1, 7 and 12. SD3 demonstrated
therapeutic potential in mouse colitis models [120].
ECM homeostasis is an extremely delicate balance and has to be maintained in order to
avoid leading to pathological situations caused by unwanted complications. For instance,
it has been demonstrated that even the most selective MMPIs that inhibit pathological
signaling cascades, disrupt tissue homeostasis and influence their targets both in healthy
and in tumor tissues in the case of cancer. On top of that and in order to improve the
extremely challenging MMP inhibition in vivo, novel approaches have been designed
exploiting the benefits of protein engineering and nanotechnology. Fab fragments of antibody against the MT1-MMP were modified at distal end of polyethylene glycol (PEG)
of doxorubicin-encapsulating liposomes suppress tumor growth in vivo [121]. Recently, a
functionalized liposomal nanocarrier containing a mAb with a MMP2 cleavable peptide
that recognizes the cancer cells has been designed, which releases the encapsulated therapeutic compound that has cytotoxic effects for cancer cells [122]. An interesting example of
nanocarriers, includes nano-heparin analogue from Styela plicata, that inhibits cell proliferation, migration, and invasion and induced apoptosis in breast cancer cells and this was
followed by reduced MT1-MMP and uPA expression [123]. Multifunctional mesoporous
SiO2 nanoparticles were loaded with β-cyclodextrin and an MMP substrate peptide in
order to selectively target the MMP-rich hepatocellular carcinoma cells and subsequently
induce the intracellular release of the cytotoxic drug [124].
3. Plasminogen Activation System in Cancer Metastasis
PLG, a 92 kDa single-chain glycoprotein, is mainly produced in the liver and contains
glutamic acid as the N-terminal amino acid (Glu-plasminogen). Its structure is comprised
by seven distinct domains; a serine protease domain, an N-terminal activation peptide
and five kringle domains, triple-looped structures of approximately 80 residues with
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three disulfide bonds, which mediate the binding with cell surfaces, extracellular ligands
and cell receptors and confer high binding specificity of plasminogen to fibrin. [125].
PLG’s conversion to plasmin results in a broad-spectrum serine protease that can degrade
not only substrates like fibrin but also ECM proteins, including fibronectin and laminin
through MMPs activation [126]. In turn, plasmin can be inhibited by α2-antiplasmin and
α2-macroglobulin [127]. In humans, two main plasminogen activators, members of the
serine protease family, have been identified, urokinase plasminogen activator (uPA) and
tissue-type plasminogen activator (tPA).
tPA is a ca 70 kDa glycoprotein, synthesized by vascular endothelial cells of different
tissues and comprised of five domains, with 17 disulfide bridges to maintain its conformation [128,129]. The N-terminal region includes a finger domain responsible mainly for
the binding of tPA to fibrin, but also allows interactions with membrane receptors like
low density lipoprotein receptor-related protein (LRP) and annexin II [130,131]. The four
other domains are an EGF-like domain, two kringle domains, that encompass an active
site with high affinity for lysine, and the catalytic domain of the protease responsible for
plasminogen activation to plasmin [132].
uPA has a molecular weight of approximately 50 kDa and is synthesized in cells as
pro-uPA. Pro-uPA contains a single-chain non-active glycoprotein with three domains, an
EGF-like domain responsible for the receptor binding, a kringle domain, and a catalytic
serine protease domain at the C-terminal region. Upon secretion, it is cleaved to form
the active high molecular weight uPA (HMW-uPA), which can be further cleaved into
low-molecular weight uPA (LMW-uPA). Binding of uPA to cell surfaces is usually mediated
by the uPA receptor, uPAR, through its growth factor domain [133]. uPAR is a heavily
glycosylated molecule and its sequence contains various glycosylation sites [134]. The main
endogenous inhibitor of uPA and tPA, PAI-1, belongs to the serpine protease inhibitors
(serpins) superfamily and is produced in a variety of cell types and distributed in many
tissues [135]. PAI-1 is usually present in its latent, inactive conformation which is activated
upon binding with vitronectin [136].
The PA system is implicated in various physiological processes, including tissue
regeneration, wound healing, and clot dissemination; hence, any deregulation can potentially lead to pathological implications. One of the most well-studied diseases caused by
plasminogen deficiency is ligneous conjunctivitis, a disease which causes characteristic
fibrinous, thick, woody deposits on mucosal surfaces [137].
3.1. The PA System in Cancer
In cancer, the PA system has been widely linked with tumor initiation and progression
(Table 2). Proteomics analysis of the HCT116 cell line, known for KRAS and PI3KCA
mutations common in colorectal cancer, showed that altered expression of uPAR is associated with modifications in major hallmarks of cancer including resisting cell death,
invasion/metastasis and sustaining proliferation, as it affects the ubiquitin-proteasome
system and the major cancer-related pathways ERK/MAPK, STAT3, PTEN as well as
the Rho GTPases-mediated signaling (Figure 2) [138]. Hau et al. showed that in urinary
bladder carcinoma uPAR is overexpressed in higher grade invasive tumors. Additionally,
uPAR gene-silencing in invasive human bladder cancer cell lines downregulated cell migration and invasion via regulation of mTORC2 activation [139]. Immunohistochemical
analysis of tissue specimens from patients with prostate cancer that underwent radical
prostatectomy revealed significant overexpression of uPA, uPAR and PAI-1 that was linked
with biochemical recurrence [140].
Furthermore, the uPA/uPAR axis associated with CAFs contributes to cell invasion,
aggressive behavior and poor outcome in multiple myeloma. In a recent study, Kubala
et al. explored the connection between PAI-1 mediated inflammation and pro-tumorigenic
activity within the tumor microenvironment (TME). The authors showed that PAI-1 promotes macrophage migration through its LRP1 interacting domain, while it polarizes
macrophages toward an M2 anti-inflammatory phenotype through uPA interacting do-
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main. Hence, the dual function of PAI-1 on monocytes/macrophages is supported by
two distinct domains, one affecting migration and the other polarization. In addition,
PAI-1 also activates a p38MAPK/NF-κB/IL-6 loop in a paracrine manner to promote M2
macrophage polarization. Since IL-6 is known to increase PAI-1 expression [141], activation of p38MAPK/NF-κB/IL-6 by PAI-1 could lead to a positive feedback loop in which
increased IL-6 secretion results in more PAI-1 production [142]. Additionally, Bydoun et al.
determined that, upon EMT induction by TGFβ1, PAI-1 was significantly upregulated
in A549 non-small cell lung carcinoma (NSCLC) cells and this effect was modulated via
FOXC2-mediated PI3K signaling as well as SMAD4-dependent TGFβ1 signaling [143].
S100A10, a protein that acts as plasminogen receptor, has gained attention in recent
years and studies has shown its involvement in the induction of invasion and metastasis.
Specifically, S100A10 in a heterotetramer with Annexin II can act as co-receptor for tPA,
plasminogen and pro-cathepsin B to promote invasion and metastasis in breast carcinoma
and glioma cells, but it can also affect macrophage invasion and breast cancer cell proliferation [144]. In addition, expression of S100A10 in macrophages is crucial for their
employment in primary tumor formation sites in fibrosarcoma and lung carcinoma models [145]. Likewise, key molecules of the PA system interact with other degrading enzymes
to advance cancer progression. Studies have concluded that plasmin modulates angiogenesis via activation of MMPs as shown in in vitro and in vivo models (Figure 2). Additionally,
the crosstalk between uPAR, TGFβ and MMPs is implicated in cancer related EMT and
activation of pro-tumorigenic signaling pathways in advanced cancer [146] (Figure 2).
3.2. Pharmacological Targeting of Plasminogen Activation System in Cancer
Various therapeutic interventions that target the PA system have been tested through
the years, though most of them concerning other pathologies, like cardiovascular diseases
and not cancer. Targeting uPA-uPAR interactions is usually achieved by small molecules or
peptides derived from the uPAR-binding region of uPA. Å6, an example of uPA-derived
peptide, contributed in reduced angiogenesis, growth and metastasis in different experimental models of breast and prostate cancer, as well as in preclinical studies [147–149].
Besides, it has also been tested in phase I and II clinical trials for ovarian cancer treatment [150].
Likewise, animal models treated with anti-uPAR antibodies, designed to block uPARligands interactions, displayed reduced growth rates and invasion [151]. Recently, upamostat, a uPA inhibitor, was approved by FDA for treatment in pancreatic cancer, after
enhancing the survival rates of the patients in phase II clinical trials [152]. Given the wide
involvement of the PA system in tumor initiation and progression, further research is
needed that will utilize newly synthesized inhibitors or already approved pharmaceuticals
against the PA system in cancer.
Table 2. The main functions of plasminogen activation system components and cathepsins in cancer progression. Their
prognostic value has been estimated by pan-cancer analysis in all available normal and tumor RNA Seq data from GEO,
TCGA and GTex databases [59]. Significant differences of expression in tumor tissues compared to normal expression are
marked with red (upregulation) and blue (downregulation) and have been computed by Mann–Whitney U test.
Enzyme

Main Functions

PanCancer Meta-Analysis

References

Plasminogen/plasmin

ECM remodeling, activation of growth
actors and enzymes, induction of
migration, regulation of inflammation.

Adrenal;AML; breast; colon; lung;
ovary; rectum; renal; skin;testis; thyroid

[153,154]

uPA

Associates with aggressive behavior.
Contributes in cancer dissemination
and metastasis via plasmin activation.

Plasminogen activation system

Adrenal; AML; bladder; breast; colon;
esophageal; liver; lung; ovary; pancreas;
prostate; rectum; renal;
skin;stomach;testis;thyroid;uterus

[56,155]
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Table 2. Cont.
Enzyme

Main Functions

PanCancer Meta-Analysis

References

tPA

Key role in fibrinolysis. Induces cell
proliferation in pancreatic cancer.
Relates to increased invasiveness,
metastasis and poor prognosis in breast
carcinomas. Shorter relapse-free and
overall survival rates in
colorectal cancer.

Adrenal; AML; colon; esophageal; liver;
lung; ovary; pancreas; prostate; rectum;
renal; skin; testis; thyroid; uterus

[156,157]

PAI-1

Poor prognosis in prostate cancer;
mediates inflammation and
pro-tumorigenic signals through
tumor microenvironment;
promotes metastasis

Breast; colon;esophageal; liver;
ovary;Pancreas; prostate; renal;
stomach; testis; thyroid;uterus

[135,142]

uPAR

Promotes aggressive cell behavior;
invasion/metastasis, cell death resist,
sustained proliferation in colorecteral
cancer. Affects EMT and acquisition of
breast cancer cell stem cell properties.
Associates with higher grade tumors
and recurrence.

AML; bladder; breast; colon;
esophageal; liver;lung; ovary; pancreas;
prostate; rectum; renal;
skin;stomach;testis;thyroid;uterus

[138,140]

CTSB

Associates with tumor progression,
higher metastatic burden in pancreatic
and breast cancer. Targets E-cadherin to
disrupt cell-cell junctions. Degrades
matrix components to
promote invasion.

Adrenal;AML; breast; colon;
esophageal; liver; lung; ovary; pancreas;
prostate; rectum; renal;
skin;stomach;testis;thyroid;uterus

[158,159]

CTSC

Pro-angiogenic signaling, overt growth
in squamous cell carcinoma.

Adrenal; AML; bladder; colon;
esophageal; liver; lung; ovary;
pancreas; rectum;
skin;stomach;testis;thyroid;uterus

CTSD

High metastatic potential, low survival
rates in breast cancer. Interferes with
mTORC1 signaling to induce
proliferation in breast cancer.

Adrenal;AML; breast; colon;
esophageal; liver; lung; ovary; pancreas;
prostate; rectum; renal;
skin;stomach;testis;thyroid;uterus

[158,161]

CTSG

Increases MCF7 breast cancer cell
aggregation. Overexpression correlates
to acute lymphoid leukemia relapse.

AML;bladder;breast; colon; esophageal;
liver; lung; ovary; pancreas; prostate;
rectum; renal; skin; stomach; testis;
thyroid; uterus

[162,163]

CTSK

Mediates tumor metastasis in colorectal
cancer and skeletal metastasis in
prostate cancer.

Adrenal; AML;bladder; breast; liver;
lung; ovary; pancreas; prostate;
stomach;testis; thyroid;uterus

[164,165]

CTSL

Expressed in advanced stage breast
IDC. Upregulates EMT-related
transcription factors in lung cancer.
Sheds perlecan and E-cadherin.

Adrenal;AML;breast; colon; esophageal;
liver; lung; ovary; pancreas; prostate;
rectum; renal;
skin;stomach;testis; uterus

[166,167]

CTSS

Contributes to cell proliferation,
angiogenesis and tumor growth.
Linked with lower recurrence-free
survival rates in colorectal cancer.

AML; breast; colon; esophageal; liver;
lung; ovary; pancreas; prostate;
rectum; renal;
skin;stomach;testis;thyroid;uterus

[168,169]

Cathepsins

[160]
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Table 2. Cont.
Enzyme

CTSV

CTSZ/X

Main Functions

PanCancer Meta-Analysis

References

Degrades elastin. Furthers cell
proliferation and invasion, favors
distant metastasis in breast cancer.

Adrenal;AML; bladder; breast; colon;
esophageal; liver; lung; ovary; pancreas;
prostate; rectum; renal; skin;stomach;
testis;thyroid;uterus

[166,170]

Enhances cell motility and invasion in
hepatocellular carcinoma.
Upregulation linked with increased
invasiveness in gastric cancer.

AML; bladder; breast; colon;
esophageal; liver; lung; ovary; pancreas;
prostate; rectum; renal;
skin;stomach;testis;thyroid;uterus

[171,172]

4. Cathepsins in Tumor Progression
The cathepsin family of lysosomal proteases is a super-family of proteolytic enzymes
with 15 members to date. Cathepsins are usually classified into cysteine (B, C, F, H, K, L, O,
S, V, Z/X and W), serine (A and G) and aspartic (D and E) proteases, depending on the
catalytic site residue and can be further subdivided in endo-peptidases (S, K, V, F, L) and
both endo and exo-peptidases (B, C, H, Z/X), based on their proteolytic activity [173,174].
Cathepsins are first synthesized in the rough endoplasmatic reticulum (ER) as preproenzymes and converted to inactive zymogens upon cleavage of the N-terminal signal
Golmehr when entering the ER lumen [175]. Cathepsins are then transferred to late
endosomes/lysosomes where the acidic environment promotes propeptide cleavage and
full activation of the mature enzymes [159]. Notably, the propeptide acts as a reversible
inhibitor, even in its cleaved, soluble form, hence representing a critical checkpoint of
cathepsin activation [176]. The highly conserved mature domain is a catalytically active
region comprised of 214–260 amino acids and encompasses the active site that includes
the very common triad of cysteine, histidine and asparagine residues (CHN motif) [159].
The activity of cathepsins is usually under strict control by their naturally occurring
endogenous inhibitors, cystatins. Cystatins are divided in three different types (stefins,
cystatins, kininogens) with similar structures and modes of action [177].
4.1. The Role of Cathepsins in Cancer Progression
Under physiological conditions, cathepsins are mainly localized in lysosomes, a compartment with acidic pH, optimal for their activation, where they play role in immune
response, antigen processing, autophagy and intracellular protein degradation. Rupture
of the lysosomal membrane, induced by reactive oxygen species (ROS) or other stimuli,
allows cathepsins to translocate to other cellular compartments and exert their actions, even
though the pH in these compartments is neutral and, as such, not optimal [178]. In tumors,
cathepsins are often found overexpressed and have been recognized as predictive markers
for disease progression and therapy response [168,179]. Commonly, this overexpression of
cathepsins leads to their secretion from cancer cells and tumor-associated macrophages
(TAMs) in TME and subsequent aberrant ECM remodeling. The main functions of cathepsins in tumors are summarized in Table 2.
Secreted cathepsins advance ECM remodeling through degradation of key matrix
proteins, such as fibronectin, laminin, collagen and aggrecan. Recently they have also
been found to have sheddase activity (Figure 2). Specifically, cathepsins B, S and L target
E-cadherin, a pivotal molecule in cell-cell adhesion, hence advancing tumor invasion [159].
Similarly, cathepsins L and S shed perlecan, a proteoglycan that promotes angiogenesis. In
MDA-MB-231 breast cancer cells, CD44, neuropilin 1, plexin A1 and B2, EGFR, as well as
various CAM proteins, namely nectin-like protein 5, ALCAM, L1CAM and MUC18, were
identified as cathepsin substrates [180].
In breast invasive ductal carcinoma (IDC) patients, analysis of tissue specimens by
IHC revealed that CTSL is expressed in advanced tumor stage patients, CTSB is found in
ERα+ tissues with poor disease-free survival (DFS) rates, CTSK is expressed in ERα+/PR+
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tumors and, finally, CTSD expression associates with poor prognosis, high incidence of
metastasis, especially to the chest, and low DFS rates [181]. Likewise, CTSV expression
favors distant metastasis, hence low survival rates in ERα+ breast cancer, as it facilitates
cell proliferation and invasion while attenuating the expression of GATA3 through PI3KAKT-GSK3β pathway [170] (Figure 2). In addition, in MCF-7 breast cancer cells CTSB
is upregulated while it suppresses E-cadherin. Overexpression of CTSZ/X in hepatocellular cancer enhances motility and invasion via inhibition of E-cadherin and induction
of fibronectin, while secretion of CTSB and CTSL was promoted by Abl/Arg nonreceptor tyrosine kinases in melanoma cell lines [182]. Release of CTSB is also important for
increased invasion and cancer progression in pancreatic ductal adenocarcinoma, glioma
and esophageal adenocarcinoma. Proteomic analysis and western blot assay showed that
CTSB is highly overexpressed in papillary thyroid cancer (PTC) cells compared to epithelial
thyroid cells and regulates EMT and metastasis via p38 activation. In addition, in clinical samples obtained by PTC patients, CTSB expression was correlated to lymph node
metastasis [183]. Gut microbiota imbalance in colorectal cancer, stimulates CTSK secretion
which, in turn, mediates the TLR4-dependent M2 polarization of TAMs to promote tumor
metastasis in a positive feedback loop [164]. Moreover, upregulation of CTSL in A549
human lung carcinoma cells induces the expression of EMT-associated transcription factors
and mediates cisplatin and paclitaxel chemoresistance [167]. Furthermore, CTSK has been
found poorly expressed in normal prostate and in the prostate epithelial cells, whereas
the expression was higher in the non-metastatic LNCaP cells and even greater in C4-2B
and PC3 cells, and in skeletal metastatic tumor as revealed by tissue microarray. To this
extent, CTSK affirmed as a key factor specific in PCa skeletal metastasis and PCa-induced
bone lesions in vivo [165]. In a study by Yu et al, the role of cathepsins in a multistage
epithelial carcinogenesis was examined using K14-HPV16 transgenic mice. During the
evolution of premalignant dysplasia, they noticed elevated expression of CTSS, but reduced
expression of the cathepsin endogenous inhibitor cystatin C in the skin tissue extract. The
authors concluded that higher cathepsin expression and activity in cystatin C-deficient
mice may contribute to the evolution of dysplasia by changing premalignant tissue epithelial proliferation, apoptosis, and neovascularization [184]. More recently, in a study by
Wäster et al., the impact of ultraviolet radiation for increased melanoma dissemination was
investigated. The authors showed that, besides the degradation of ECM, an additional role
of cathepsins in the melanoma cells may be the activation of TFGβ1, which subsequently
promotes the upregulation of fibroblast activation protein-alpha (FAP-α)-mediated cancer
cell spreading [185].
4.2. Pharmacological Targeting of Cathepsins
Recently, cathepsin-related research has been widely focused on small molecules and
peptides as therapeutic options. Anantaraju et al. combined molecular docking and in vitro
studies and were able to single out 17 small non-peptidic molecules which, via inhibition of
CTSD, downregulated growth rates in MCF-7, MDA-MB-231, MDA-MB-468, and SK-BR-3
breast cancer cells [186]. Saito et al. developed the p14 MIS peptide, a combination of
the p14ARF mitochondrial targeting protein and CTSB proteolytic cleavage site, and used
it as treatment in vitro in pancreas adenocarcinoma, uterine squamous cell carcinoma,
lung adenocarcinoma, breast adenocarcinoma, colon adenocarcinoma, and hepatocellular
carcinoma cell lines, but also in vivo, in a xenograft mouse model. Their results revealed
suppression of in vitro growth rates and in vivo tumor growth and invasion in normal
tissues [187]. Furthermore, carrier-free nanoparticles of cathepsin B-cleavable peptide
(Phe-Arg-Arg-Gly; FRRG)-conjugated doxorubicin (DOX) prodrug (FRRG-DOX) were
tested in CTSB-overexpressing human colon adenocarcinoma (HT-29)-bearing mice and
the data showed great therapeutic efficacy of the FRRG-DOX nanoparticles with low toxicity, hence such carrier-free nanoparticles could be potentially used for targeted clinical
applications [188]. Whilst there is a slew of preclinical trials describing anticancer effects of
numerous inhibitors in animal models, the complexity of cathepsin functions combined
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with the fact that they are mostly produced by TAMs results in limited clinical evaluation of
cathepsin inhibitors in cancer. Currently, only odanacatib, a CTSK inhibitor, has been evaluated for breast and prostate bone metastasis but the clinical trials were discontinued [189].
Hence, it is becoming evident that more research is needed towards the development of
new therapeutics that will target cathepsins.
5. Non-Proteolytic Enzymes in ECM Remodeling
5.1. Heparanase

R PEER REVIEW

HPSE is an endo-β-D-glucuronidase that cleaves the HS side chains of HSPGs [190].
Initially, HPSE is translated as an inactive pre-pro-enzyme and, following removal of the
signal sequence, the latent pro-HPSE is proteolytically modified into the active enzyme
heterodimer by cathepsin L [191,192]. Active HPSE selectively degrades the linkage between the D-glucuronic acid and the N-sulfo-D-glucosamine residue sulfated at C-3 and
C-6, producing fragments of 5–10 kDa [193]. Under physiological conditions HPSE resides
in late endosomes and lysosomes; however, in response to proper stimuli it can be secreted
in the ECM via activation of protein kinase A and C [194]. Once there, HPSE can participate
in ECM degradation and remodeling affecting the ECM structures and/or through the
release of HS-bound ligands such as growth factors and cytokines. Notably, HPSEcan exert
non-enzymatic action by activating signaling cascades. A close homolog of HPSE, HPSE-2,
also exists but lacks enzymatic activity [195]. The modes of HPSE action are schematically
represented in Figure 2.
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The role of HPSE in cancer is mainly attributed to its HS degrading activity, which
facilitates cell invasion and propagates metastasis. In gastric cancer, HPSE aids in the
degradation of basement membrane, which allows tumor invasion and metastasis [201].
It is noticing that HPSE may impact the aggressive tumor phenotype due to its effect on
increasing the expression and shedding of the HSPG syndecan-1. HPSE cleaves the HS side
chains of syndecan-1, leaving the core protein vulnerable to proteases. In myeloma cells
elevation of HPSE expression upregulates MMP9 expression via ERK phosphorylation.
In addition, uPA and uPAR expression levels are also increased, suggesting a significant
role for HPSE in syndecan-1 shedding. HPSE also plays an important role in promoting
angiogenesis, primarily via the release of HS-bound growth factors such as VEGF and
FGF [202]. Moreover, HPSE has been connected to inflammation through the release of
pro-inflammatory cytokines. Since inflammatory conditions favor tumor initiation, it is
proposed that HPSE is a possible mediator in inflammation-driven cancer. Specifically,
HPSE sustains the activation of macrophages that supply cancer-promoting cytokines such
as TNFα, IL-1 and IL-6, thus shaping the tumorigenic microenvironment [203]. Another
important process implicated in tumor metastasis is the induction of EMT. HPSE has been
reported to enhance the expression of the EMT markers vimentin, fibronectin and RANK
in multiple myeloma cells and consequently their motility, partly due to activation of
the ERK signaling pathway [204]. The main functions of HPSE in cancer progression are
summarized in Table 3.
Table 3. The main functions of major glycolytic enzymes in cancer progression. Their prognostic value has been estimated by
pan-cancer analysis in all available normal and tumor RNA Seq data from GEO, TCGA and GTex databases [59]. Significant
differences of expression in tumor tissues compared to normal expression are marked with red (upregulation) and blue
(downregulation) and have been computed by Mann–Whitney U test.
Enzyme

Main Functions in Cancer

PanCancer Meta-Analysis

References

Glycosidases

HPSE

Degrades basement membrane; stimulates
expression of RANKL; stimulates exosome secretion;
promotes angiogenesis; induces EMT; increases
syndecan-1 shedding (myeloma)
Poor prognosis marker in breast, ovary, pancreas,
stomach, lung cancer and melanoma

adrenal; AML;breast; esophageal;lung;
pancreas; rectum; renal; skin;stomach;
testis; thyroid

HYAL1

Promotes tumor growth and angiogenesis; it is
repressed by Erα breast cancer
Suppressive role in metastasis in colorectal cancer
Exosomes containing HYAL1 stimulate migration in
prostate cancer

adrenal; breast; liver; lung; pancreas; renal
cell carcinoma;skin; stomach; thyroid; uterus

[208,209]
[210]
[211]

HYAL2

Antioncogenic activity in lymphoma
Suppressive role in metastasis colorectal cancer

breast; lung; ovary; pancreas; rectum; testis;

[212]
[210]

HYAL3

Predominant HYAL expressed in endometrial cancer

adrenal; AML; breast; colon; liver; ovary;
pancreas; prostate; rectum; skin; testis;uterus

[213]

TMEM2

Mediates metastasis and invasion in breast cancer
Poor prognosis marker for pancreatic ductal
adenocarcinoma

AML;colon; esophageal; lung; pancreas;
rectum; stomach; testis

[214]
[215]

CEMIP

Elevated in exosomes driving brain metastasis
Silencing decreases cell proliferation, migration and
invasion in ovarian cancer)

colon; pancreas; rectum; stomach

[216]
[217]

[201,204–207]
[194,196–200]

5.1.2. Heparanase Regulation of Exosome Formation and Autophagy in
Cancer Progression
In many cancer cases, both HPSE and exosome release are elevated, often correlating
with aggressive tumor phenotypes [218]. Indeed, upregulated levels of HPSE stimulate
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the secretion of exosomes in a concentration-dependent manner, while also altering their
content and functionality. Specifically, it is the enzymatic activity of HPSE driving the effect,
as exosome biogenesis is regulated by the syndecan-syntenin-ALIX pathway and HPSE is
implicated in its activation [219]. Moreover, HPSE-overexpressing cells have their exosome
cargo impacted as they include higher levels of syndecan-1, VEGF and HGF compared to
their low HPSE-expressing counterparts. This change in composition likely reflects the
change in cell behavior as well since these exosomes stimulate spreading and invasion of
both tumor and host cells, driving them toward behaviors associated with enhanced tumor
survival and progression [206]. Evidence also supports the role of HPSE in chemoresistance
and eventual patient relapse. Exosomes secreted during anti-myeloma therapy contain
a high level of HPSE that degrades ECM and interacts with neighboring tumor or host
cells [207]. Additionally, the delivery of HPSE through exosomes may also impact distal
sites by establishing a pre-metastatic niche and thus supporting metastasis.
Another mechanism by which HPSE can enhance tumor progression and chemoresistance, at least in part, is by promoting autophagy [220]. HPSE, which normally resides
within lysosomes, can be colocalized with endogenous LC3-II, a protein involved in the
formation of autophagosomes. Following HPSE overexpression in tumor-derived cells
increase in autophagy is observed, while also rendering them more resistant to stress
cues and chemotherapy [221]. While autophagy is a process required for maintaining
cellular homeostasis, it confers growth advantages to cancer cells under stress, thereby
exerting pro-tumorigenic action. Even though the mechanism governing this HPSE-driven
autophagy is not yet elucidated, it most likely involves a reduction in mTOR1 activity.
5.1.3. Roles of miRNAs in Heparanase Expression
During tumor progression, HPSE expression can also be regulated by miRNAs. The
expression of miR-1258 has been inversely correlated with HPSE levels in breast cancer and
non-small cell lung cancer, with its overexpression resulting in reduced brain metastasis
and invasiveness, respectively [222,223]. Moreover, miR-429 exhibits a reduced expression
in gastric cancer tissues and its overexpression inhibits the transcription and translation of
the HPSE gene, decreasing their invasive properties [224]. In both cases, the miRNAs bind
to the 30 UTR of HPSE, altering its expression directly. On the other hand, high miR-558
levels induce HPSE expression in gastric cancer cells and neuroblastoma by targeting the
HPSE promoter and thus facilitating tumor progression [225,226].
5.1.4. Heparanase Inhibition as an Anti-Cancer Strategy
Considering the upregulation of HPSE in most cancers, its unique role in HS degradation and involvement in tumor progression, it is sensible to view it as an attractive target
for the development of cancer therapies. Naturally, HPSE can be inhibited by the HSresembling heparin; however, the latter’s potent anticoagulant activity makes it unsuitable
for an anti-cancer drug. Therefore, current HPSE inhibitors revolve around chemically
modified HS mimetics with non-anticoagulant effects. Several preclinical models have
promoted the anti-cancer potential of HPSE inhibition and clinical trials have been carried
out for the HPSE inhibitors PI-88 (muparfostat), PG545 (pixatimod), SST0001 (roneparstat)
and M-402 (necuparanib) [227].
PI-88 (muparfostat) exhibits anti-angiogenic and anti-metastatic effects by inhibiting
the HPSE enzymatic activity and blocking FGF1, FGF2 and VEGF interactions. It has
been the subject of several phase I and II clinical trials as a single agent or in combinational therapies and even reached phase III for the treatment of hepatocellular carcinoma,
showing promising signs but ultimately unsuccessful results in disease-free survival of
the participants [228–230]. Another HS mimetic, PG545 (pixatimod), stimulates innate
immune anti-tumor responses in a variety of preclinical cancer models. A phase I trial for
patients with advanced solid malignancies demonstrated partial disease control, paving
the way for use in combination with existing therapies [231]. Anti-myeloma chemotherapy
has been linked with upregulation of HPSE expression, leading to enhanced tumor growth
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and chemoresistance. SST0001 (roneparstat) diminishes these effects in hematological
malignancy models; however, a phase I clinical trial revealed little efficacy in multiple
myeloma treatment [232,233]. Finally, the heparinase inhibitor M402 (necuparanib) attenuates metastasis and prolongs survival in murine cancer models but phase I and II trials in
combinational anti-cancer therapy of metastatic pancreas cancers yielded no significant
effects in overall survival [234,235].
Beyond the HS mimetics, the nonsteroidal anti-inflammatory drug aspirin, widely
suggested to have an anti-cancer effect over long-term use, directly binds to the HPSE
active site inhibiting its enzymatic activity and impedes HPSE-dependent cancer cell
migration, metastasis and angiogenesis both in vitro and in vivo [236]. As attractive HPSE
inhibition may seem for cancer attenuation, it is of importance to note the critical role of
the enzyme on the infiltration of activated NK cells to primary tumors and metastasis
sites [237]. Consequently, potential inhibitors must be highly selective and extensively
researched to limit adverse effects.
5.2. Hyaluronidases
HYALs are endo-β-N-acetylglucosaminidases that degrade HA via hydrolysis of the
β(1,4)-glycosidic bond between the D-glucuronic acid and N-acetyl-D-glucosamine [238].
The family of HYALs traditionally contains six extensively homologous genes: HYAL1-4,
HYALP1 and SPAM1. HYAL1 and HYAL2 constitute the predominant isoforms to cleave
HA and their activity is favored in acidic conditions. HYAL1 is found in lysosomes
but can also be secreted in the ECM and degrades HA in small fragments of ca 800Da.
HYAL2 is a GPI-anchored protein of the cell membrane that that produces HA fragments
of ca 20kDa. Interestingly, HYAL2 colocalizes with the main HA receptor CD44 and the
produced oligosaccharides can be internalized to be further degraded by HYAL1 [239,240].
The product of SPAM1 is PH-20, a HYAL located on the sperm acrosome which facilitates
fertilization, whereas HYALP1 is a pseudogene that is not translated. Finally, HYAL4 cleaves
chondroitin sulfate while HYAL3 shows no activity towards HA [241,242]. Recent studies
also point to transmembrane protein 2 (TMEM2) as a potent hyaluronidase of the cell
surface, which degrades HA into fragments of ca 5kDa and functions at a pH of 6–7 [243].
In addition, the cell migration-inducing and HA-binding protein (CEMIP), also known as
KIAA1199 or HYBID (HA-binding protein involved in HA depolymerization) exhibits a
HA-depolymerization activity which depends on the clathrin-coated pit pathway [244].
While HYALs often correlate with cancer progression, they have also been shown to have
tumor suppressive effects. Their mode of action is closely related to the degradation of HA,
since HA related effects depend on its molecular size [245].
5.2.1. The Role of Hyaluronidases in Cancer Progression
Depending on its molecular size, HA exhibits different biological properties and functions [16,245]. Consequently, HA degradation by HYALs produces fragments that control
a variety of processes (Figure 2). In particular, low molecular weight HA (LMW-HA)
accumulation is associated with tumor aggressiveness and angiogenesis [246]. Increased
HYAL1 expression correlates with bladder cancer diagnosis and promotes tumor invasion
and metastasis, constituting a potential prognostic indicator for progression and recurrence [247,248]. Moreover, HYAL1 is a direct target of ERα in breast cancer cells and it
is repressed by estrogen [208]. In invasive melanomas the tumor cells exhibit markedly
reduced amount of HA attributed to the increased expression of HYAL2 [249]. Knockdown
of HYAL1 in pancreatic cancer cells significantly decreases pancreatic cancer cell migration
in the presence of high molecular weight HA (HMW-HA), indicating a HYAL1-dependent
mechanism by which the newly formed LMW-HA derivatives promote motility [250].
Another aspect of HYAL involvement in cancer progression is through the means of extracellular vesicles. Active HYAL1 is present in exosomes of prostate cancer cells and
enhances cell motility by engaging FAK-mediated integrin signaling, possibly priming the
nearby stromal cells into a pro-invasive phenotype [211].
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Contrary to the tumor-progressing narrative of HYALs, a suppressive role for HYALs
in metastasis has also been shown. HYAL1 and HYAL2 inhibit invasion and migration
of colorectal cancer cells through downregulation of MMP2 and MMP9 and concurrent
upregulation TIMP2 and TIMP1 levels [210]. Decreased HYAL1 expression also correlates
with early disease recurrence in endometrial carcinoma, larger tumor sizes and lymphovascular invasion. In addition, the reduced HYAL1 expression is associated with the depletion
of E-cadherin, hinting at invading tumor cells undergoing EMT [251].
The notion that HYALs are overexpressed in some malignancies and downregulated
in others, lead to their classification as either tumor promoting or suppressing effectors.
Lokeshwar et al. showed that HYAL1 in prostate cancer can function as either on a
concentration-dependent manner [252]. This, in addition to the tight regulatory network of
HA synthases, HYALs and HA molecular sizes creates an intricate control in the tumor
microenvironment.
5.2.2. TMEM2 and CEMIP in Malignancies
In contrast with the ambivalent role of the traditional HYAL members, the more
recently characterized HA-degrading TMEM2 and CEMIP appear to be involved in tumor
progression in a more straightforward manner. Overexpression of either TMEM2 or CEMIP
is a poor prognosis indicator in pancreatic ductal adenocarcinoma and siRNA knockdown
of CEMIP expression leads to a decrease in cell migratory capacity. Interestingly, however,
TMEM2 inhibition has the opposite effect on migration; the observed effect is explained
by the concurrent increase in CEMIP levels, suggesting an interaction between the two in
HA degradation control [215,253]. Moreover, TMEM2 is shown to mediate migration and
metastasis in breast cancer through direct activation by SOX4 [214].
CEMIP is induced in colon cancer cells and its overexpression correlates with poor
survival and its knockout leads to tumor growth attenuation and increased HA deposition [254]. Additionally, it is shown to promote ovarian cancer growth and progression by
activating the PI3K/AKT signaling pathway, while its knockdown leads to attenuation
of cell migration and invasion through the decrease in MMP2 and VEGF-A levels [217].
Further highlighting its role in tumor metastasis, CEMIP has been implicated in EMT and
increased cancer cell migration [255,256]. Finally, CEMIP is enriched in brain metastatic
exosomes and predicts disease progression and patient survival, with its function involved
in inducing a pro-inflammatory state in the brain microenvironment and forming a premetastatic niche [216].
5.2.3. Hyaluronidases in Cancer Therapy
Taking into account the involvement of HYALs in tumor progression, their targeting
could become the basis for the development of an effective anti-cancer approach. O-sulfated
HA (sHA) has previously been reported as a potential inhibitor of HYALs resulting from
both competitive but mainly uncompetitive mechanisms [257]. Its biological activity has
been tested in prostate cancer cells where it inhibits the activity of HYAL1, causing significant decrease in the proliferative and invasive cell capacities. In addition, sHA inhibits
the PI3K/AKT signaling pathway and correlates with reduced HA receptor expression,
suggesting a feedback loop between HA degradation and signaling in tumor cells [258].
Furthermore, a possible antitumor effect of sHA has also been studied in pre-clinical models
of bladder cancer, where sHA fragments significantly attenuate the proliferation, migration
and invasion of HYAL1-expressing cancer cells, while also inhibiting angiogenesis [259].
Apart from their inhibition, HYALs themselves can be employed as a potential strategy
against cancer. Tumors are often characterized by accumulation of ECM components on
their microenvironment, contributing to chemoresistance. HA is highly concentrated in
pancreatic ductal adenocarcinoma and is associated with poor tumor prognosis and high
interstitial fluid pressure. A recombinant human HYAL, PEGylated human hyaluronidase
PH-20 (PEGPH20) has been used in this malignancy alongside cytotoxic agents to enhance
their delivery and potency by degrading the HA surrounding the tumor stroma [260]. The
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promising results generated in preclinical models lead to the conduction of several phase I,
II and III clinical trials for PEGPH20 in pancreatic cancer patients [261]. While the prospect
for HYAL utilization seems beneficial, adverse effects from residual HA fragments could
be a cause for concern as they can negatively affect tumor cell proliferation, migration
and angiogenesis.
6. Conclusions
The complex network of ECM remodeling enzymes rules vital processes of cancer
cells, such as proliferation, motility, EMT, invasion, autophagy and angiogenesis, contributing tumor aggressiveness and metastatic potential of several malignancies. MMPs,
plasminogen activators and cathepsins master ECM proteolysis, triggering cancer cell
invasiveness and the establishment of distant metastases. Glycolytic enzymes such as
HPSE and HYALs, demonstrate unique roles in tumor progression, through HS and HA
cleavage, respectively, thus modulating invasive and angiogenic events. In many cancer
cases, the enzymatic activity of the matrix partners and EVs release are elevated, thus
affecting cell-cell communication and subsequent signaling pathways in recipient cells,
while often being correlated with aggressive tumor phenotypes. Another mechanism by
which the ECM remodeling enzymes guide tumor progression is the epigenetic regulation
of miRNAs that modulate the subsequent mRNA targets.
Considering the established roles of matrix enzymes in cancer development and metastasis, it is sensible to view them as attractive pharmacological targets for the development
of cancer therapies (Table 4). The role of matrix remodeling enzymes is currently under
investigation in ongoing clinical trials both in adult and children cancer types, such as
leukemia and lymphomas, where the underlying mechanisms may offer new tools for
the disease treatment. Novel strategies for highly selective pharmacological targeting of
key ECM enzymatic partners may offer new prospects for studying complex processes of
matrix reorganization and will contribute in designing effective, personalized therapeutic
approaches for adult and children cancer management.
Table 4. Summary of major matrix enzymes as pharmacological targets, their mode of action and
clinical development.
Target

Inhibitor

Mode of Action

Clinical Development

Neovastat
BMS-272591

MMP2/9/12 inhibition
Broad-spectrum MMP inhibitor

Marimastat

Broad-spectrum MMP inhibitor

Col-3 (metastat)
Periostat

Selective inhibitor MMP2/9
Broad-spectrum MMP inhibitor

Phase I/II/III
Phase I/II/III
Phase I/II/III;
discontinued
Phase I/II
FDA approved

uPA

Å6
Upamostat

uPAR antagonist
uPA inhibitor

Phase I/II
FDA approved

Cathepsins

Odanacatib

Cathepsin K inhibitor

Phase III; discontinued

Heparanase

PI-88 (muparfostat)
PG545 (pixatimod)
SST0001 (roneparstat)
M402 (necuparanib)

HPSE inhibitor
HPSE inhibitor
HPSE inhibitor
HPSE inhibitor

Phase I/II/III
Phase I
Phase I
Phase I/II

HYALs

PEGPH20

Degradation of HA in the
surrounding tumor stroma

Phase I/II/III

MMPs
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Bartha, A.; Győrffy, B. TNMplot.com: A web tool for the comparison of gene expression in normal, tumor and metastatic tissues.
bioRxiv 2020. [CrossRef]
Taraboletti, G.; D’Ascenzo, S.; Borsotti, P.; Giavazzi, R.; Pavan, A.; Dolo, V. Shedding of the matrix metalloproteinases
MMP-2, MMP-9, and MT1-MMP as membrane vesicle-associated components by endothelial cells. Am. J. Pathol. 2002, 160,
673–680. [CrossRef]
Almendro, V.; Ametller, E.; Garcia-Recio, S.; Collazo, O.; Casas, I.; Auge, J.M.; Maurel, J.; Gascon, P. The role of MMP7 and its
cross-talk with the FAS/FASL system during the acquisition of chemoresistance to oxaliplatin. PLoS ONE 2009, 4, e4728. [CrossRef]
Zhang, G.; Miyake, M.; Lawton, A.; Goodison, S.; Rosser, C.J. Matrix metalloproteinase-10 promotes tumor progression through
regulation of angiogenic and apoptotic pathways in cervical tumors. BMC Cancer 2014, 14, 310. [CrossRef] [PubMed]
Zhang, X.; Huang, S.; Guo, J.; Zhou, L.; You, L.; Zhang, T.; Zhao, Y. Insights into the distinct roles of MMP-11 un tumor biology
and future therapeutics (Review). Int. J. Oncol. 2016, 48, 1783–1793. [CrossRef]
You, Y.; Shan, Y.; Chen, J.; Yue, H.; You, B.; Shi, S.; Li, X.; Cao, X. Matrix metalloproteinase 13-containing exosomes promote
nasopharyngeal carcinoma metastasis. Cancer Sci. 2015, 106, 1669–1677. [CrossRef] [PubMed]
Kudo, Y.; Iizuka, S.; Yoshida, M.; Tsunematsu, T.; Kondo, T.; Subarnbhesaj, A.; Deraz, E.M.; Siriwardena, S.B.; Tahara, H.; Ishimaru,
N.; et al. Matrix metalloproteinase-13 (MMP-13) directly and indirectly promotes tumor angiogenesis. J. Biol. Chem. 2012,
287, 38716–38728. [CrossRef] [PubMed]
Liu, Y.; Sun, X.; Feng, J.; Deng, L.L.; Liu, Y.; Li, B.; Zhu, M.; Lu, C.; Zhou, L. MT2-MMP induces proteolysis and leads to EMT in
carcinomas. Oncotarget 2016, 7, 48193–48205. [CrossRef]
Gobin, E.; Bagwell, K.; Wagner, J.; Mysona, D.; Sandirasegarane, S.; Smith, N.; Bai, S.; Sharma, A.; Schleifer, R.; She, J.X. A pancancer perspective of matrix metalloproteases (MMP) gene expression profile and their diagnostic/prognostic potential. BMC
Cancer 2019, 19, 581. [CrossRef]
Yu, G.; Herazo-Maya, J.D.; Nukui, T.; Romkes, M.; Parwani, A.; Juan-Guardela, B.M.; Robertson, J.; Gauldie, J.; Siegfried, J.M.;
Kaminski, N.; et al. Matrix metalloproteinase-19 promotes metastatic behavior in vitro and is associated with increased mortality
in non-small cell lung cancer. Am. J. Respir. Crit. Care Med. 2014, 190, 780–790. [CrossRef]
Takino, T.; Koshikawa, N.; Miyamori, H.; Tanaka, M.; Sasaki, T.; Okada, Y.; Seiki, M.; Sato, H. Cleavage of metastasis suppressor
gene product KiSS-1 protein/metastin by matrix metalloproteinases. Oncogene 2003, 22, 4617–4626. [CrossRef]
Sun, Q.; Weber, C.R.; Sohail, A.; Bernardo, M.M.; Toth, M.; Zhao, H.; Turner, J.R.; Fridman, R. MMP25 (MT6-MMP) is highly
expressed in human colon cancer, promotes tumor growth, and exhibits unique biochemical properties. J. Biol. Chem. 2007,
282, 21998–22010. [CrossRef]
Zhang, Y.; Zhao, H.; Wang, Y.; Lin, Y.; Tan, Y.; Fang, X.; Zheng, L. Non-small cell lung cancer invasion and metastasis promoted
by MMP-26. Mol. Med. Rep. 2011, 4, 1201–1209. [CrossRef]
Deng, Y.; Li, W.; Li, Y.; Yang, H.; Xu, H.; Liang, S.; Zhang, L.; Li, Y. Expression of Matrix Metalloproteinase-26 promotes human
glioma U251 cell invasion in vitro and in vivo. Oncol. Rep. 2010, 23, 69–78.

Cancers 2021, 13, 1441

73.

74.
75.
76.
77.

78.
79.

80.
81.
82.
83.

84.

85.
86.

87.

88.

89.
90.

91.

92.
93.
94.
95.
96.
97.

25 of 32

Zurac, S.; Neagu, M.; Constantin, C.; Cioplea, M.; Nedelcu, R.; Bastian, A.; Popp, C.; Nichita, L.; Andrei, R.; Tebeica, T.; et al.
Variations in the expression of TIMP1, TIMP2 and TIMP3 in cutaneous melanoma with regression and their possible function as
prognostic predictors. Oncol. Lett. 2016, 11, 3354–3360. [CrossRef]
Brew, K.; Nagase, H. The tissue inhibitors of metalloproteinases (TIMPs): An ancient family with structural and functional
diversity. Biochim. Biophys. Acta 2010, 1803, 55–71. [CrossRef]
Tocchi, A.; Parks, W.C. Functional interactions between matrix metalloproteinases and glycosaminoglycans. FEBS J. 2013,
280, 2332–2341. [CrossRef]
Crabbe, T.; O’Connell, J.P.; Smith, B.J.; Docherty, A.J. Reciprocated matrix metalloproteinase activation: A process performed by
interstitial collagenase and progelatinase A. Biochemistry 1994, 33, 14419–14425. [CrossRef]
Iida, J.; Wilhelmson, K.L.; Ng, J.; Lee, P.; Morrison, C.; Tam, E.; Overall, C.M.; McCarthy, J.B. Cell surface chondroitin sulfate
glycosaminoglycan in melanoma: Role in the activation of pro-MMP-2 (pro-gelatinase A). Biochem. J. 2007, 403, 553–563.
[CrossRef] [PubMed]
Yu, W.H.; Woessner, J.F., Jr. Heparan sulfate proteoglycans as extracellular docking molecules for matrilysin (matrix metalloproteinase 7). J. Biol. Chem. 2000, 275, 4183–4191. [CrossRef] [PubMed]
Yu, W.H.; Woessner, J.F., Jr.; McNeish, J.D.; Stamenkovic, I. CD44 anchors the assembly of matrilysin/MMP-7 with heparinbinding epidermal growth factor precursor and ErbB4 and regulates female reproductive organ remodeling. Genes Dev. 2002,
16, 307–323. [CrossRef] [PubMed]
Manou, D.; Karamanos, N.K.; Theocharis, A.D. Tumorigenic functions of serglycin: Regulatory roles in epithelial to mesenchymal
transition and oncogenic signaling. Semin. Cancer Biol. 2020, 62, 108–115. [CrossRef]
Syn, N.L.; Wang, L.; Chow, E.K.; Lim, C.T.; Goh, B.C. Exosomes in Cancer Nanomedicine and Immunotherapy: Prospects and
Challenges. Trends Biotechnol. 2017, 35, 665–676. [CrossRef]
Shimoda, M.; Khokha, R. Metalloproteinases in extracellular vesicles. Biochim. Biophys. Acta Mol. Cell Res. 2017, 1864,
1989–2000. [CrossRef]
Nawaz, M.; Shah, N.; Zanetti, B.R.; Maugeri, M.; Silvestre, R.N.; Fatima, F.; Neder, L.; Valadi, H. Extracellular Vesicles and Matrix
Remodeling Enzymes: The Emerging Roles in Extracellular Matrix Remodeling, Progression of Diseases and Tissue Repair. Cells
2018, 7, 167. [CrossRef]
Di Vizio, D.; Morello, M.; Dudley, A.C.; Schow, P.W.; Adam, R.M.; Morley, S.; Mulholland, D.; Rotinen, M.; Hager, M.H.; Insabato,
L.; et al. Large oncosomes in human prostate cancer tissues and in the circulation of mice with metastatic disease. Am. J. Pathol.
2012, 181, 1573–1584. [CrossRef]
Sidhu, S.S.; Mengistab, A.T.; Tauscher, A.N.; LaVail, J.; Basbaum, C. The microvesicle as a vehicle for EMMPRIN in tumor-stromal
interactions. Oncogene 2004, 23, 956–963. [CrossRef]
Hendrix, A.; Maynard, D.; Pauwels, P.; Braems, G.; Denys, H.; Van den Broecke, R.; Lambert, J.; Van Belle, S.; Cocquyt, V.;
Gespach, C.; et al. Effect of the secretory small GTPase Rab27B on breast cancer growth, invasion, and metastasis. J. Natl. Cancer
Inst. 2010, 102, 866–880. [CrossRef]
Gopal, S.K.; Greening, D.W.; Mathias, R.A.; Ji, H.; Rai, A.; Chen, M.; Zhu, H.J.; Simpson, R.J. YBX1/YB-1 induces partial
EMT and tumourigenicity through secretion of angiogenic factors into the extracellular microenvironment. Oncotarget 2015,
6, 13718–13730. [CrossRef]
Liu, Y.; Gu, Y.; Han, Y.; Zhang, Q.; Jiang, Z.; Zhang, X.; Huang, B.; Xu, X.; Zheng, J.; Cao, X. Tumor Exosomal RNAs Promote
Lung Pre-metastatic Niche Formation by Activating Alveolar Epithelial TLR3 to Recruit Neutrophils. Cancer Cell 2016,
30, 243–256. [CrossRef]
Clancy, J.W.; Sedgwick, A.; Rosse, C.; Muralidharan-Chari, V.; Raposo, G.; Method, M.; Chavrier, P.; D’Souza-Schorey, C.
Regulated delivery of molecular cargo to invasive tumour-derived microvesicles. Nat. Commun. 2015, 6, 6919. [CrossRef]
Sanchez, C.A.; Andahur, E.I.; Valenzuela, R.; Castellon, E.A.; Fulla, J.A.; Ramos, C.G.; Trivino, J.C. Exosomes from bulk and
stem cells from human prostate cancer have a differential microRNA content that contributes cooperatively over local and
pre-metastatic niche. Oncotarget 2016, 7, 3993–4008. [CrossRef]
Sebastiani, G.; Guarino, E.; Grieco, G.E.; Formichi, C.; Delli Poggi, C.; Ceccarelli, E.; Dotta, F. Circulating microRNA (miRNA)
Expression Profiling in Plasma of Patients with Gestational Diabetes Mellitus Reveals Upregulation of miRNA miR-330-3p. Front.
Endocrinol. 2017, 8, 345. [CrossRef]
Piperigkou, Z.; Karamanos, N.K. Dynamic Interplay between miRNAs and the Extracellular Matrix Influences the Tumor
Microenvironment. Trends Biochem. Sci. 2019, 44, 1076–1088. [CrossRef]
Zhang, B.; Pan, X.; Cobb, G.P.; Anderson, T.A. microRNAs as oncogenes and tumor suppressors. Dev. Biol. 2007, 302, 1–12. [CrossRef]
Piperigkou, Z.; Gotte, M.; Theocharis, A.D.; Karamanos, N.K. Insights into the key roles of epigenetics in matrix macromoleculesassociated wound healing. Adv. Drug Deliv. Rev. 2018, 129, 16–36. [CrossRef]
Asuthkar, S.; Velpula, K.K.; Nalla, A.K.; Gogineni, V.R.; Gondi, C.S.; Rao, J.S. Irradiation-induced angiogenesis is associated with
an MMP-9-miR-494-syndecan-1 regulatory loop in medulloblastoma cells. Oncogene 2014, 33, 1922–1933. [CrossRef] [PubMed]
Piperigkou, Z.; Karamanos, N.K. Estrogen receptor-mediated targeting of the extracellular matrix network in cancer. Semin.
Cancer Biol. 2020, 62, 116–124. [CrossRef]
Piperigkou, Z.; Franchi, M.; Gotte, M.; Karamanos, N.K. Estrogen receptor beta as epigenetic mediator of miR-10b and miR-145 in
mammary cancer. Matrix Biol. 2017, 64, 94–111. [CrossRef]

Cancers 2021, 13, 1441

98.
99.
100.
101.
102.
103.
104.
105.
106.
107.
108.
109.
110.
111.

112.
113.

114.
115.
116.
117.

118.

119.

120.

121.

122.
123.

26 of 32

Piperigkou, Z.; Franchi, M.; Riethmüller, C.; Götte, M.; Karamanos, N.K. miR-200b restrains EMT and aggressiveness and regulates
matrix composition depending on ER status and signaling in mammary cancer. Matrix Biol. Plus 2020, 6, 100024. [CrossRef]
Dangi-Garimella, S.; Strouch, M.J.; Grippo, P.J.; Bentrem, D.J.; Munshi, H.G. Collagen regulation of let-7 in pancreatic cancer
involves TGF-beta1-mediated membrane type 1-matrix metalloproteinase expression. Oncogene 2011, 30, 1002–1008. [CrossRef]
Gabriely, G.; Wurdinger, T.; Kesari, S.; Esau, C.C.; Burchard, J.; Linsley, P.S.; Krichevsky, A.M. MicroRNA 21 promotes glioma
invasion by targeting matrix metalloproteinase regulators. Mol. Cell. Biol. 2008, 28, 5369–5380. [CrossRef]
Sun, L.H.; Tian, D.; Yang, Z.C.; Li, J.L. Exosomal miR-21 promotes proliferation, invasion and therapy resistance of colon
adenocarcinoma cells through its target PDCD4. Sci. Rep. 2020, 10, 8271. [CrossRef] [PubMed]
Steele, R.; Mott, J.L.; Ray, R.B. MBP-1 upregulates miR-29b that represses Mcl-1, collagens, and matrix-metalloproteinase-2 in
prostate cancer cells. Genes Cancer 2010, 1, 381–387. [CrossRef]
Zhou, J.; Zhang, X.; Li, W.; Chen, Y. MicroRNA-145-5p regulates the proliferation of epithelial ovarian cancer cells via targeting
SMAD4. J. Ovarian Res. 2020, 13, 54. [CrossRef]
Sadeghiyeh, N.; Sehati, N.; Mansoori, B.; Mohammadi, A.; Shanehbandi, D.; Khaze, V.; Baradaran, B. MicroRNA-145 replacement
effect on growth and migration inhibition in lung cancer cell line. Biomed. Pharm. 2019, 111, 460–467. [CrossRef]
Pan, Y.; Ye, C.; Tian, Q.; Yan, S.; Zeng, X.; Xiao, C.; Wang, L.; Wang, H. miR-145 suppresses the proliferation, invasion and migration of
NSCLC cells by regulating the BAX/BCL-2 ratio and the caspase-3 cascade. Oncol. Lett. 2018, 15, 4337–4343. [CrossRef]
Soubani, O.; Ali, A.S.; Logna, F.; Ali, S.; Philip, P.A.; Sarkar, F.H. Re-expression of miR-200 by novel approaches regulates the
expression of PTEN and MT1-MMP in pancreatic cancer. Carcinogenesis 2012, 33, 1563–1571. [CrossRef]
Zhang, W.; Chen, C.J.; Guo, G.L. MiR-155 promotes the proliferation and migration of breast cancer cells via targeting SOCS1 and
MMP16. Eur. Rev. Med. Pharm. Sci. 2018, 22, 7323–7332. [CrossRef]
Liu, H.; Cao, Y.D.; Ye, W.X.; Sun, Y.Y. Effect of microRNA-206 on cytoskeleton remodelling by downregulating Cdc42 in
MDA-MB-231 cells. Tumori J. 2010, 96, 751–755. [CrossRef]
ClinicalTrials.gov. Available online: https://www.clinicaltrials.gov (accessed on 2 February 2021).
Overall, C.M.; Lopez-Otin, C. Strategies for MMP inhibition in cancer: Innovations for the post-trial era. Nat. Rev. Cancer 2002,
2, 657–672. [CrossRef]
Bonfil, R.D.; Sabbota, A.; Nabha, S.; Bernardo, M.M.; Dong, Z.; Meng, H.; Yamamoto, H.; Chinni, S.R.; Lim, I.T.; Chang, M.; et al.
Inhibition of human prostate cancer growth, osteolysis and angiogenesis in a bone metastasis model by a novel mechanism-based
selective gelatinase inhibitor. Int. J. Cancer 2006, 118, 2721–2726. [CrossRef] [PubMed]
Ye, Y.; Kuang, X.; Xie, Z.; Liang, L.; Zhang, Z.; Zhang, Y.; Ma, F.; Gao, Q.; Chang, R.; Lee, H.H.; et al. Small-molecule MMP2/MMP9
inhibitor SB-3CT modulates tumor immune surveillance by regulating PD-L1. Genome Med. 2020, 12, 83. [CrossRef]
Remacle, A.G.; Golubkov, V.S.; Shiryaev, S.A.; Dahl, R.; Stebbins, J.L.; Chernov, A.V.; Cheltsov, A.V.; Pellecchia, M.; Strongin, A.Y.
Novel MT1-MMP small-molecule inhibitors based on insights into hemopexin domain function in tumor growth. Cancer Res.
2012, 72, 2339–2349. [CrossRef]
Gingras, D.; Boivin, D.; Deckers, C.; Gendron, S.; Barthomeuf, C.; Beliveau, R. Neovastat—A novel antiangiogenic drug for cancer
therapy. Anticancer Drugs 2003, 14, 91–96. [CrossRef] [PubMed]
Poulaki, V. BMS-275291. Bristol-Myers Squibb. Curr. Opin. Investig. Drugs 2002, 3, 500–504. [PubMed]
Wu, Y.; Eigenbrot, C.; Liang, W.C.; Stawicki, S.; Shia, S.; Fan, B.; Ganesan, R.; Lipari, M.T.; Kirchhofer, D. Structural insight into
distinct mechanisms of protease inhibition by antibodies. Proc. Natl. Acad. Sci. USA 2007, 104, 19784–19789. [CrossRef]
Galvez, B.G.; Matias-Roman, S.; Albar, J.P.; Sanchez-Madrid, F.; Arroyo, A.G. Membrane type 1-matrix metalloproteinase is
activated during migration of human endothelial cells and modulates endothelial motility and matrix remodeling. J. Biol. Chem.
2001, 276, 37491–37500. [CrossRef]
Udi, Y.; Grossman, M.; Solomonov, I.; Dym, O.; Rozenberg, H.; Moreno, V.; Cuniasse, P.; Dive, V.; Arroyo, A.G.; Sagi,
I. Inhibition mechanism of membrane metalloprotease by an exosite-swiveling conformational antibody. Structure 2015,
23, 104–115. [CrossRef]
Martens, E.; Leyssen, A.; Van Aelst, I.; Fiten, P.; Piccard, H.; Hu, J.; Descamps, F.J.; Van den Steen, P.E.; Proost, P.; Van Damme, J.;
et al. A monoclonal antibody inhibits gelatinase B/MMP-9 by selective binding to part of the catalytic domain and not to the
fibronectin or zinc binding domains. Biochim. Biophys. Acta 2007, 1770, 178–186. [CrossRef]
Sela-Passwell, N.; Kikkeri, R.; Dym, O.; Rozenberg, H.; Margalit, R.; Arad-Yellin, R.; Eisenstein, M.; Brenner, O.; Shoham, T.;
Danon, T.; et al. Antibodies targeting the catalytic zinc complex of activated matrix metalloproteinases show therapeutic potential.
Nat. Med. 2011, 18, 143–147. [CrossRef] [PubMed]
Hatakeyama, H.; Akita, H.; Ishida, E.; Hashimoto, K.; Kobayashi, H.; Aoki, T.; Yasuda, J.; Obata, K.; Kikuchi, H.; Ishida,
T.; et al. Tumor targeting of doxorubicin by anti-MT1-MMP antibody-modified PEG liposomes. Int. J. Pharm. 2007,
342, 194–200. [CrossRef]
Zhu, L.; Kate, P.; Torchilin, V.P. Matrix metalloprotease 2-responsive multifunctional liposomal nanocarrier for enhanced tumor
targeting. ACS Nano 2012, 6, 3491–3498. [CrossRef]
Piperigkou, Z.; Karamanou, K.; Afratis, N.A.; Bouris, P.; Gialeli, C.; Belmiro, C.L.; Pavao, M.S.; Vynios, D.H.; Tsatsakis, A.M.
Biochemical and toxicological evaluation of nano-heparins in cell functional properties, proteasome activation and expression of
key matrix molecules. Toxicol. Lett. 2016, 240, 32–42. [CrossRef]

Cancers 2021, 13, 1441

27 of 32

124. Zhang, J.; Yuan, Z.F.; Wang, Y.; Chen, W.H.; Luo, G.F.; Cheng, S.X.; Zhuo, R.X.; Zhang, X.Z. Multifunctional envelope-type
mesoporous silica nanoparticles for tumor-triggered targeting drug delivery. J. Am. Chem. Soc. 2013, 135, 5068–5073. [CrossRef]
125. Marti, T.; Schaller, J.; Rickli, E.E.; Schmid, K.; Kamerling, J.P.; Gerwig, G.J.; Halbeek, H.; Vliegenthart, J.F.G. The N-and O-linked
carbohydrate chains of human, bovine and porcine plasminogen. Species specificity in relation to sialylation and fucosylation
patterns. Eur. J. Biochem. 1988, 173, 57–63. [CrossRef]
126. Law, R.H.P.; Abu-Ssaydeh, D.; Whisstock, J.C. New insights into the structure and function of the plasminogen/plasmin system.
Curr. Opin. Struct. Biol. 2013, 23, 836–841. [CrossRef] [PubMed]
127. Hudson, N.E. Biophysical Mechanisms Mediating Fibrin Fiber Lysis. Biomed Res. Int. 2017, 2017, 2748340. [CrossRef] [PubMed]
128. Pennica, D.; Holmes, W.E.; Kohr, W.J.; Harkins, R.N.; Vehar, G.A.; Ward, C.A.; Bennett, W.F.; Yelverton, E.; Seeburg, P.H.;
Heyneker, H.L.; et al. Cloning and expression of human tissue-type plasminogen activator cDNA in E. coli. Nature 1983,
301, 214–221. [CrossRef] [PubMed]
129. Olson, J.D. D-dimer: An overview of hemostasis and fibrinolysis, assays, and clinical applications. Adv. Clin. Chem. 2015,
69, 1–46. [PubMed]
130. Yepes, M.; Sandkvist, M.; Moore, E.G.; Bugge, T.H.; Strickland, D.K.; Lawrence, D.A. Tissue-type plasminogen activator induces
opening of the blood-brain barrier via the LDL receptor–related protein. J. Clin. Investig. 2003, 112, 1533–1540. [CrossRef]
131. Siao, C.-J.; Tsirka, S.E. Tissue Plasminogen Activator Mediates Microglial Activation via Its Finger Domain through Annexin II.
J. Neurosci. 2002, 22, 3352–3358. [CrossRef]
132. Rathore, Y.S.; Rehan, M.; Pandey, K.; Sahni, G.; Ashish. First Structural Model of Full-Length Human Tissue-Plasminogen
Activator: A SAXS Data-Based Modeling Study. J. Phys. Chem. B 2012, 116, 496–502. [CrossRef]
133. Goretzki, L.; Schmitt, M.; Mann, K.; Calvete, J.; Chucholowski, N.; Kramer, M.; Günzler, W.A.; Jänicke, F.; Graeff, H. Effective
activation of the proenzyme form of the urokinase-type plasminogen activator (pro-uPA) by the cysteine protease cathepsin L.
FEBS Lett. 1992, 297, 112–118. [CrossRef]
134. Schmitt, M.; Goretzki, L.; Jänicke, F.; Calvete, J.; Eulitz, M.; Kobayashi, H.; Chucholowski, N.; Graeff, H. Biological and clinical
relevance of the urokinase-type plasminogen activator (uPA) in breast cancer. Biomed. Biochim. Acta 1991, 50, 731–741. [PubMed]
135. Declerck, P.J.; Gils, A.; De Taeye, B. Use of Mouse Models to Study Plasminogen Activator Inhibitor-1. Methods Enzymol. 2011,
499, 77–104. [CrossRef] [PubMed]
136. Jaiswal, R.K.; Varshney, A.K.; Yadava, P.K. Diversity and functional evolution of the plasminogen activator system. Biomed.
Pharmacother. 2018, 98, 886–898. [CrossRef] [PubMed]
137. Mehta, R.; Shapiro, A.D. Plasminogen deficiency. Haemophilia 2008, 14, 1261–1268. [CrossRef]
138. Ahn, S.B.; Mohamedali, A.; Pascovici, D.; Adhikari, S.; Sharma, S.; Nice, E.C.; Baker, M.S. Proteomics Reveals Cell-Surface Urokinase Plasminogen Activator Receptor Expression Impacts Most Hallmarks of Cancer. Proteomics 2019, 19, 1900026. [CrossRef]
139. Hau, A.M.; Leivo, M.Z.; Gilder, A.S.; Hu, J.-J.; Gonias, S.L.; Hansel, D.E. mTORC2 activation is regulated by the urokinase receptor
(uPAR) in bladder cancer. Cell. Signal. 2017, 29, 96–106. [CrossRef] [PubMed]
140. Kimura, S.; D’Andrea, D.; Iwata, T.; Foerster, B.; Janisch, F.; Parizi, M.K.; Moschini, M.; Briganti, A.; Babjuk, M.; Chlosta, P.;
et al. Expression of urokinase-type plasminogen activator system in non-metastatic prostate cancer. World J. Urol. 2020,
38, 2501–2511. [CrossRef]
141. Jenkins, G.R.; Seiffert, D.; Parmer, R.J.; Miles, L.A. Regulation of Plasminogen Gene Expression by Interleukin-6. Blood 1997,
89, 2394–2403. [CrossRef]
142. Kubala, M.H.; Punj, V.; Placencio-Hickok, V.R.; Fang, H.; Fernandez, G.E.; Sposto, R.; DeClerck, Y.A. Plasminogen Activator
Inhibitor-1 Promotes the Recruitment and Polarization of Macrophages in Cancer. Cell Rep. 2018, 25, 2177–2191.e7. [CrossRef]
143. Bydoun, M.; Sterea, A.; Weaver, I.C.G.; Bharadwaj, A.G.; Waisman, D.M. A novel mechanism of plasminogen activation in
epithelial and mesenchymal cells. Sci. Rep. 2018, 8, 14091. [CrossRef] [PubMed]
144. Kumari, S.; Malla, R. New Insight on the Role of Plasminogen Receptor in Cancer Progression. Cancer Growth Metastasis 2015,
8, CGM.S27335. [CrossRef] [PubMed]
145. Deryugina, E.I.; Quigley, J.P. Cell Surface Remodeling by Plasmin: A New Function for an Old Enzyme. J. Biomed. Biotechnol.
2012, 2012, 1–21. [CrossRef]
146. Lin, H.; Xu, L.; Yu, S.; Hong, W.; Huang, M.; Xu, P. Therapeutics targeting the fibrinolytic system. Exp. Mol. Med. 2020,
52, 367–379. [CrossRef]
147. Guo, Y. A peptide derived from the nonreceptor binding region of urokinase plasminogen activator (uPA) inhibits tumor
progression and angiogenesis and induces tumor cell death in vivo. FASEB J. 2000, 14, 1400–1410. [CrossRef]
148. Guo, Y.; Mazar, A.P.; Lebrun, J.-J.; Rabbani, S.A. An antiangiogenic urokinase-derived peptide combined with tamoxifen decreases
tumor growth and metastasis in a syngeneic model of breast cancer. Cancer Res. 2002, 62, 4678–4684.
149. Boyd, D.D.; Kim, S.-J.; Wang, H.; Jones, T.R.; Gallick, G.E. A Urokinase-Derived Peptide (Å6) Increases Survival of Mice Bearing
Orthotopically Grown Prostate Cancer and Reduces Lymph Node Metastasis. Am. J. Pathol. 2003, 162, 619–626. [CrossRef]
150. Berkenblit, A.; Matulonis, U.A.; Kroener, J.F.; Dezube, B.J.; Lam, G.N.; Cuasay, L.C.; Brünner, N.; Jones, T.R.; Silverman, M.H.;
Gold, M.A. Å6, a urokinase plasminogen activator (uPA)-derived peptide in patients with advanced gynecologic cancer: A phase
I trial. Gynecol. Oncol. 2005, 99, 50–57. [CrossRef] [PubMed]

Cancers 2021, 13, 1441

28 of 32

151. Bauer, T.W.; Liu, W.; Fan, F.; Camp, E.R.; Yang, A.; Somcio, R.J.; Bucana, C.D.; Callahan, J.; Parry, G.C.; Evans, D.B.; et al. Targeting
of Urokinase Plasminogen Activator Receptor in Human Pancreatic Carcinoma Cells Inhibits c-Met– and Insulin-like Growth
Factor-I Receptor–Mediated Migration and Invasion and Orthotopic Tumor Growth in Mice. Cancer Res. 2005, 65, 7775–7781.
[CrossRef] [PubMed]
152. Heinemann, V.; Ebert, M.P.; Laubender, R.P.; Bevan, P.; Mala, C.; Boeck, S. Phase II randomised proof-of-concept study of the
urokinase inhibitor upamostat (WX-671) in combination with gemcitabine compared with gemcitabine alone in patients with
non-resectable, locally advanced pancreatic cancer. Br. J. Cancer 2013, 108, 766–770. [CrossRef]
153. Miles, L.A.; Lighvani, S.; Baik, N.; Parmer, C.M.; Khaldoyanidi, S.; Mueller, B.M.; Parmer, R.J. New Insights into the Role of
Plg-RKT in Macrophage Recruitment. Int. Rev. Cell Mol. Biol. 2014, 309, 259–302. [CrossRef] [PubMed]
154. Didiasova, M.; Wujak, L.; Wygrecka, M.; Zakrzewicz, D. From Plasminogen to Plasmin: Role of Plasminogen Receptors in Human
Cancer. Int. J. Mol. Sci. 2014, 15, 21229–21252. [CrossRef]
155. Duffy, M.J.; McGowan, P.M.; Harbeck, N.; Thomssen, C.; Schmitt, M. uPA and PAI-1 as biomarkers in breast cancer: Validated for
clinical use in level-of-evidence-1 studies. Breast Cancer Res. 2014, 16, 428. [CrossRef] [PubMed]
156. Ortiz-Zapater, E.; Peiró, S.; Roda, O.; Corominas, J.M.; Aguilar, S.; Ampurdanés, C.; Real, F.X.; Navarro, P. Tissue Plasminogen Activator Induces Pancreatic Cancer Cell Proliferation by a Non-Catalytic Mechanism That Requires Extracellular
Signal-Regulated Kinase 1/2 Activation through Epidermal Growth Factor Receptor and Annexin A2. Am. J. Pathol. 2007,
170, 1573–1584. [CrossRef]
157. Kwaan, H.C.; McMahon, B. The Role of Plasminogen-Plasmin System in Cancer. Coagul. Cancer 2009, 43–66. [CrossRef]
158. Hölzen, L.; Parigiani, M.A.; Reinheckel, T. Tumor cell- and microenvironment-specific roles of cysteine cathepsins in mouse
models of human cancers. Biochim. Biophys. Acta Proteins Proteom. 2020, 1868, 140423. [CrossRef]
159. Brömme, D.; Wilson, S. Role of Cysteine Cathepsins in Extracellular Proteolysis. In Extracellular Matrix Degradation; Springer:
Berlin/Heidelberg, Germany, 2011; pp. 23–51. [CrossRef]
160. Ruffell, B.; Affara, N.I.; Cottone, L.; Junankar, S.; Johansson, M.; DeNardo, D.G.; Korets, L.; Reinheckel, T.; Sloane, B.F.; Bogyo, M.;
et al. Cathepsin C is a tissue-specific regulator of squamous carcinogenesis. Genes Dev. 2013, 27, 2086–2098. [CrossRef] [PubMed]
161. Ketterer, S.; Mitschke, J.; Ketscher, A.; Schlimpert, M.; Reichardt, W.; Baeuerle, N.; Hess, M.E.; Metzger, P.; Boerries, M.; Peters, C.;
et al. Cathepsin D deficiency in mammary epithelium transiently stalls breast cancer by interference with mTORC1 signaling.
Nat. Commun. 2020, 11, 5133. [CrossRef] [PubMed]
162. Yui, S.; Osawa, Y.; Ichisugi, T.; Morimoto-Kamata, R. Neutrophil Cathepsin G, but Not Elastase, Induces Aggregation of
MCF-7 Mammary Carcinoma Cells by a Protease Activity-Dependent Cell-Oriented Mechanism. Mediat. Inflamm. 2014,
2014, 1–12. [CrossRef]
163. Khan, M.; Carmona, S.; Sukhumalchandra, P.; Roszik, J.; Philips, A.; Perakis, A.A.; Kerros, C.; Zhang, M.; Qiao, N.; John, L.S.S.;
et al. Cathepsin G Is Expressed by Acute Lymphoblastic Leukemia and Is a Potential Immunotherapeutic Target. Front. Immunol.
2018, 8. [CrossRef] [PubMed]
164. Li, R.; Zhou, R.; Wang, H.; Li, W.; Pan, M.; Yao, X.; Zhan, W.; Yang, S.; Xu, L.; Ding, Y.; et al. Gut microbiota-stimulated cathepsin
K secretion mediates TLR4-dependent M2 macrophage polarization and promotes tumor metastasis in colorectal cancer. Cell
Death Differ. 2019, 26, 2447–2463. [CrossRef] [PubMed]
165. Liang, W.; Wang, F.; Chen, Q.; Dai, J.; Escara-Wilke, J.; Keller, E.T.; Zimmermann, J.; Hong, N.; Lu, Y.; Zhang, J. Targeting
cathepsin K diminishes prostate cancer establishment and growth in murine bone. J. Cancer Res. Clin. Oncol. 2019, 145, 1999–2012.
[CrossRef] [PubMed]
166. Sun, T.A.O.; Jiang, D.; Zhang, L.; Su, Q.; Mao, W.; Jiang, C.U.I. Expression profile of cathepsins indicates the potential of cathepsins
B and D as prognostic factors in breast cancer patients. Oncol. Lett. 2016, 11, 575–583. [CrossRef]
167. Han, M.-L.; Zhao, Y.-F.; Tan, C.-H.; Xiong, Y.-J.; Wang, W.-J.; Wu, F.; Fei, Y.; Wang, L.; Liang, Z.-Q. Cathepsin L upregulationinduced EMT phenotype is associated with the acquisition of cisplatin or paclitaxel resistance in A549 cells. Acta Pharmacol. Sin.
2016, 37, 1606–1622. [CrossRef]
168. Gormley, J.A.; Hegarty, S.M.; O’Grady, A.; Stevenson, M.R.; Burden, R.E.; Barrett, H.L.; Scott, C.J.; Johnston, J.A.; Wilson, R.H.;
Kay, E.W.; et al. The role of Cathepsin S as a marker of prognosis and predictor of chemotherapy benefit in adjuvant CRC: A pilot
study. Br. J. Cancer 2011, 105, 1487–1494. [CrossRef]
169. Wang, B.; Sun, J.; Kitamoto, S.; Yang, M.; Grubb, A.; Chapman, H.A.; Kalluri, R.; Shi, G.-P. Cathepsin S Controls Angiogenesis and
Tumor Growth via Matrix-derived Angiogenic Factors. J. Biol. Chem. 2006, 281, 6020–6029. [CrossRef]
170. Sereesongsaeng, N.; McDowell, S.H.; Burrows, J.F.; Scott, C.J.; Burden, R.E. Cathepsin V suppresses GATA3 protein expression in
luminal A breast cancer. Breast Cancer Res. 2020, 22, 139. [CrossRef]
171. Chen, S.; Dong, H.; Yang, S.; Guo, H. Cathepsins in digestive cancers. Oncotarget 2017, 8, 41690–41700. [CrossRef] [PubMed]
172. Wang, J.; Chen, L.; Li, Y.; Guan, X.-Y. Overexpression of Cathepsin Z Contributes to Tumor Metastasis by Inducing EpithelialMesenchymal Transition in Hepatocellular Carcinoma. PLoS ONE 2011, 6, e24967. [CrossRef] [PubMed]
173. Cocchiaro, P.; De Pasquale, V.; Della Morte, R.; Tafuri, S.; Avallone, L.; Pizard, A.; Moles, A.; Pavone, L.M. The Multifaceted Role
of the Lysosomal Protease Cathepsins in Kidney Disease. Front. Cell Dev. Biol. 2017, 5. [CrossRef]
174. Fasanya, H.O.; Siemann, D.W. The Role of Cathepsins in the Growth of Primary and Secondary Neoplasia in the Bone. Osteology
2020, 1, 2. [CrossRef]

Cancers 2021, 13, 1441

29 of 32

175. Brix, K. Host Cell Proteases: Cathepsins. In Activation of Viruses by Host Proteases; Springer International Publishing: Cham,
Switzerland, 2018; pp. 249–276. [CrossRef]
176. Olson, O.C.; Joyce, J.A. Cysteine cathepsin proteases: Regulators of cancer progression and therapeutic response. Nat. Rev. Cancer
2015, 15, 712–729. [CrossRef]
177. Jakoš, T.; Pišlar, A.; Jewett, A.; Kos, J. Cysteine Cathepsins in Tumor-Associated Immune Cells. Front. Immunol. 2019, 10. [CrossRef]
178. Yadati, T.; Houben, T.; Bitorina, A.; Shiri-Sverdlov, R. The Ins and Outs of Cathepsins: Physiological Function and Role in Disease
Management. Cells 2020, 9, 1679. [CrossRef] [PubMed]
179. Soond, S.M.; Savvateeva, L.V.; Makarov, V.A.; Gorokhovets, N.V.; Townsend, P.A.; Zamyatnin, A.A. Making Connections: p53
and the Cathepsin Proteases as Co-Regulators of Cancer and Apoptosis. Cancers 2020, 12, 3476. [CrossRef] [PubMed]
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