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Interactome of Paraoxonase PON2 Reveals New Pathways
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Abstract—The interactome of paraoxonase-2 encoded by the PON2 gene was investigated. A cDNA library
was screened using a yeast two-hybrid system to search for new proteins interacting with human PON2. Anal-
ysis of the identified candidates, along with previously published data on interactors obtained by other meth-
ods, indicates the presence of a significant number of indirect interactions between PON2 and EGFR and,
consequently, possible regulation of tumor growth with mutant EGFR involving PON2.
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INTRODUCTION

Historically, term “paraoxonase” was associated
with the ability of mammalian blood plasma to enzy-
matically degrade paraoxon, chlorpyrophos-oxon,
and many other organophosphates [1], and to some
extent also catalyze the hydrolysis of the P-F bond in
sarin and soman [2], providing protection against low
doses of organophosphates, with the level of this pro-
tection varying significantly between individuals [3, 4].
Hydrolysis of diisopropyl fluorophosphate by human
and rabbit blood plasma components was first discov-
ered in 1946 [5], this report can be considered the first
mention of these enzymes, and its dependence on
Ca?* was established. Currently, the family of mam-
malian paraoxonases includes paraoxonase 1, 2, and 3,
(PON1, PON2, PON3), in humans the genes of all
three enzymes are located in the long arm of the
7th chromosome (7q21.3-q22.1) [6, 7]. The PONI1
and PON3 genes are present only in mammals, but a
large number of aquatic species, especially those capa-
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ble of deep diving, have lost the PON 1 gene, reflecting
their high sensitivity to some insecticides [8]. Paraox-
onases are proteins with a mass of about 45 kDa, their
three-dimensional structure is stabilized by one disul-
fide bond (one cysteine residue remains free), forms a
six-bladed propeller with key histidine residues and
bound calcium ions in the active center [9]. PON1 and
PON3 are mainly synthesized in the liver and secreted
into the blood [10]. PONZ2 differs significantly from its
paralogs, it is expressed almost ubiquitously in all tis-
sues, it is an intracellular membrane resident with a
glycosylated [11] C-terminal ectodomain exposed
outside the cell or inside the ER lumen, lysosomes,
mitochondrial intermembrane space, or perinuclear
space [12]. PON2 is not secreted into the blood
plasma, but is secreted into the intestinal lumen, where
it is important for resistance to infections [13, 14]. Para-
oxonases are multifunctional enzymes [11, 15]: PON1
and PONZ3 are responsible for blood plasma paraoxo-
nase and low specificity aryl esterase and lactonase
activities, while PON2 in terms of substrate specificity
should not be termed a paraoxonase [16]. In plasma,
PONI functions as part of high density lipoproteins,
HDL, and the main function of the enzyme is consid-
ered to be lipolactonase activity, which helps to neu-
tralize moderately oxidized lipoprotein [17], appar-
ently by detaching free hydroxylated fatty acids
through cyclization and opening of the lactones. In
general, plasma paraoxonases have a rather broad
specificity, hydrolyzing various lactones and acyclic
esters (such as naphthyl acetate) [18].

Paraoxonases have notable potential in the fight
against cardiovascular disease, PON1 gene knockout
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leads to the development of severe atherosclerosis [19].
Since PONI is present in HDL, it protects low density
lipoproteins, LDL, against oxidative stress, reducing
formation of foam cells from macrophages. The same
is true for PON2—knockout of the PON2 gene has
similar physiological consequences [20], and for some
time the main function of PON2 was considered to be
antiatherogenic [28]. But in reality, PON2 poorly
hydrolyzes most PON1 and PON3 substrates, but, in
comparison to them, PON2 is thought to be able to
hydrolyze quite well such substances as N-acylhomo-
serine lactone (N-AHL) [16], which, like pyocyanin,
is a virulence factor of Pseudomonas aeruginosa (here-
inafter, PAE). PON2 is most effective against N-AHL
with a long chain (e.g., N-(3-oxodecanoyl)-homoser-
ine lactone, 30C12-HSL). Therefore, PON2 activity
is thought to play a major role in inhibiting the quo-
rum sensing of opportunistic bacteria, particularly
PAE, which is extremely common in hospital-
acquired infections. Knockout of the PON2 gene
causes a decrease in resistance to PAE [21]. Moreover,
PON2 and PON3 are important parts of innate
immunity to PAE [22], exhibiting antioxidant and
anti-inflammatory functions. Overexpression of
PON2 and PON3 can prevent PAE pyocyanin acti-
vated free radical formation, activation of the NF-kB-
signaling pathway, and increased IL-8 secretion,
thereby reducing oxidative stress and inflammation
[22]. PAE, in turn, tends to suppress the enzymatic
activity of PON2 by releasing unidentified inhibitors
[23]. Paradoxically, upon PAE infection and exposure
to 30C12-HSL, PON2 may serve a pro-apoptotic
function that is associated with unidentified protein-
protein interactions [24]. It is likely that in the absence
of the formation of fully functioning complexes,
PON2 becomes an easy target for inhibitors of bacte-
rial nature, this inevitably leads to a more aggressive
behavior of PAE and increased sensitivity of host cells
to pyocyanin-type toxins, whose secretion is activated
by quorum sensing.

Interestingly, PON2 expression is elevated in dis-
eases of viral etiology, such as HIV infection [25, 26],
but it is unknown whether this reflects activation of
some resistance mechanism or, conversely, contrib-
utes to pathology. PON2 reduces caspase activation-
induced endoplasmic reticulum stress [12].

The multi-functionality of PON2 is also illustrated
by the disruption of insulin signaling when this gene is
knocked out [27]. An extremely important feature of
PON2—in contrast to the secreted PON1 and PON3
working in HDL—is that it performs “antioxidant”
functions in the plasma membrane [28]. The protec-
tive function of PON2 under oxidative stress is also
evident in the brain, with some polymorphisms show-
ing an association with neurosensory hearing loss [29].
Here we would like to note that hearing impairment in
children is also found in patients with a disrupted
ATP8BI1 gene (Byler disease) that, according to our
data, is a protein partner of PON2 [30]. Unfortu-
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nately, the protective function of PON can also have
negative consequences in certain cases, for example,
in some cancer cell lines overexpression of PON2
increases cell resistance to chemotherapeutic agents
and decreases tumor cell apoptosis [31]. Also, PON2
levels are elevated in vivo and in vitro in head and neck
cancers, and the cells acquire greater resistance to
radiotherapy [32]. In general, high PON2 levels in
many cancers is a negative factor that decreases patient
survival [33]. Importantly, there is evidence that the
“antioxidant” function of PON2 may be unrelated to
its lactonase activity [34]. Numerous conflicting data
in favor of one or the other activity led us to continua-
tion in PON2 interactome studies. The aim of our
study was to find PON2 partner proteins, the identifi-
cation of which will expand our understanding of the
functional significance of this protein and possibly
reveal new intracellular signaling pathways underlying
pathophysiological processes in cancer.

MATERIALS AND METHODS

Yeast two-hybrid system. Approaches similar to
those previously published [35] were used. The search
for PON2 interactors was performed with the Match-
maker® kit (Clontech, USA) and a cDNA library of
human lung tissue. Two PON2 variants were cloned
into the pGBKT7 plasmid (Clontech, USA): the
CRA _a isoform (GenBank: EAW76763.1) with the
leader sequence and another isoform without it
(NCBI Reference Sequence: NM_001018161.2). The
plasmids were transformed into yeast strain Y2HGold
(“Clontech,” USA) by the lithium-acetate method.
Then resulting clones were hybridized with Y187 strain
carrying the cDNA library [35]. The first stage of
selection was performed by growing on selective
medium deficient in histidine, leucine, and trypto-
phan, i.e., three amino acids, which is important both
to prevent plasmid loss and to induce a selective
marker in the presence of interaction of the protein
encoded by the cDNA of the screened library, i.e.,
with PON2. The grown colonies were then transferred
to highly selective media providing a more stringent
selection. Such regrowth was repeated several times to
reveal any heterogeneity of the library and promote
plasmid segregation. Plasmids were isolated from pos-
itive yeast clones and transformed into E. coli cells,
and then purified and sequenced. The resulting
sequences were used to identify the clones by analyz-
ing sequence databases with BLAST. Several false-
positive clones were then screened out by control
cotransfection with plasmids carrying a control insert
instead of PON2.

Bioinformatic analysis of interactomes. BioGRID
(https://thebiogrid.org/), IntAct (https://www.ebi.ac.
uk/intact/home), STRING (https://string-db.org/),
GeneMania (https://genemania.org/), InBio Dis-
cover (https://inbio-discover.com/), HitPredict (http://
www.hitpredict.org/) databases were used both through
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their websites and through querying by Cytoscape 3.9.1.
Interactors clusters were searched using the MCODE
module.

RESULTS AND DISCUSSION

We previously published the identification of new
PON2 interacting proteins in A549 lung cancer cells
using PON2 carrying a Halo-tag affinity tag at its
C-terminus, followed by the identification of the
PON2-bound proteins using LC-MS/MS [33]. How-
ever, the resulting list of associated proteins was appar-
ently enriched with a large number of proteins that do
not interact directly with PON2. Therefore, here we
screened the cDNA library using a yeast two-hybrid
system against two PON2 variants (with and without
the leader sequence). The screening was successful
only in the case of the full-length PON2. We identified
several new partners: one clone showed interaction
with decorin (DCN) isoform CRA g (GenBank:
EAW97458.1), two clones coding for integral mem-
brane protein 2A (ITM2A, AAH40437.1), one clone
with secreted frizzled-related protein 4 (SFRP4,
NM_003014.4), acetyl-CoA acyltransferase (ACAA2,
NM_006111.3) was detected in three clones, two
clones with CFAP53/CCDCI11 (NP_659457.2), and
two clones of isoform 4 of the regulatory subunit 2 of
protein phosphatase (PPP4R2, NP_001304956.1).

Unlike other PONs, the open reading frame of
human and other primate PON2 have an N-terminal
extension with no apparent homology to any other
known sequences. It is possible that this peptide con-
tributes to the formation of the PON2-specific inter-
actome (since other PONSs lack this cytoplasmic por-
tion altogether).

In combination with the previously identified
interaction of PON2 with ATP8B1, as well as all other
interactors known from the literature and deposited
into human protein interactome databases, a new ver-
sion of the human PON2 interactome was con-
structed. Most of the data on PON2 interactions were
obtained by high-throughput methods such as affinity
capture or proximal biotin ligation followed by mass
spectrometry. Both numerous high-throughput data
(e.g., [36]) and our earlier data for PON2 [33] are
characterized by a vast number of proteins identified as
components of large and complex communities or
even simply located in the same cellular compartment,
while those that directly interact with the protein of
interest remain unknown. In contrast, the yeast two-
hybrid system is focused on identification of specifi-
cally binary interactions, but because of its unnatural
yeast context it is also prone to interaction signals that
may be either false positives or—to an even greater
extent—false negatives. Therefore, any interactions
need careful double-checking.

Unfortunately, only PARK?7 (another name is DJ-1)
[37] as well as LRIG1,2 [38] should currently be con-
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sidered high-confidence PON2 interactions among
human proteins. PON2 interaction with EGFR may
also be regarded as a confirmed one, since it was found
in several high-throughput studies (for example, [36]),
but this may reflect the larger number of studies on
EGFR, which plays an important role in oncogenesis,
compared to any average protein. In total, there are
428 candidate proteins that may be PON2 interactors,
but almost all of them appeared to have negligible con-
nectivity with high-confidence interactors, with the
exception of EGFR. Therefore, it should be noted that
the PON2 interactome may be significantly expanded
in the future; at present, however, we limited ourselves
to creating, for illustrative purposes, a network that
includes: a) high-confidence interactions with
PARK?7 and LRIG1,2; b) interactors that we identified
with the help of two-hybrid screening; c) protein hubs
that allow us to assess the interconnection of groups
“a” and “b” with each other in the global interactome
(Fig. 1).

It is important to note that in both cases EGFR
becomes included in the PON2 interactome and this
may be an indication of the special role of PON2 spe-
cifically in EGFR mutated cancer cells. It cannot be
ruled out that PON2 interacts with EGFR directly.
We should also briefly review the state of knowledge
on these new candidates for PON2 interactors.
ITM2A, a type 2 integral membrane protein, is a
tumor suppressor and its loss increases the aggressive-
ness of ovarian cancer [39]. ACAA2, a mitochondrial
3-ketoacyl-CoA-thiolase, may play a special role in
IDH-mutant gliomas [40]. PPP4R2 (protein phos-
phatase 4 regulatory subunit 2) is a part of DNA repair
complex and plays a role in regulation of sensitivity to
platinum drugs [41]. Decorin (DCN) is an important
antitumor component of extracellular matrix [42],
produced by fibroblasts, whose interaction with
EGFR is well studied, moreover, decorin acts as a
pan-receptor inhibitor of tyrosine kinases, binding
also to HER2, HGFR/Met, VEGFR2, TLR and
IGFR [43]. SFRP4 is a secreted protein associated
with some aggressive cancers, in case of glioblastoma
its action can be proapoptotic [44], it is probably an
oncosuppressor, and its mutations reverse this function,
which is especially evident in ovarian cancer [45, 46].

Experimentally confirmed is the interaction of
PON2 with LRIG1 and LRIG2 proteins, that are
ligands of receptor tyrosine kinases and are involved in
tumor development. It turned out that through inter-
action with LRIG1, PON2 affects the expression of
another protein, PDGFRA, that is involved in cell
proliferation [38]. The interaction of PON2 with
PARK?7/DJ-1 possibly plays a role in the pathogenesis
of some types of Parkinson’s disease, for example, in
I-methyl-4-phenylpyridinium poisoning [37], but
PARK7/DJ-1 protein also plays an important role in
the resistance of many cancer cell types to antitumor
treatments [47].
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Fig. 1. PON2 Interactome. High-confidence interactions are marked by bold lines. The interactions that we identified with the
help of the two-hybrid system are shown by the purple dotted lines.

It can be assumed that both subcellular localization
and the interactome of PON2 may differ in cells of
various tissues depending on their physiological state.
For example, it was found that PON2 interacts with
several human immunodeficiency virus-1 and SARS-
CoV-2 proteins [48, 49]. Obviously, the interactome
can undergo significant perturbations, especially in
diverse pathological processes.

Our results, along with other data, point to a signif-
icant role of PON2 and its interactors in the aggres-
siveness of many cancers and their resistance to thera-
peutic interventions. The diversity of PON2 interac-
tors may also be regarded as evidence for the putative
chaperoning function of PON2 as a turnover regulator
for many other functionally important proteins [50].
To confirm the role of the putative interactions of
PON2 with the identified proteins (decorin, EGFR,
etc.) it is necessary to analyze these interactions with
both wild-type proteins and mutant variants known in
cancer cells.

ACKNOWLEDGMENTS

The authors are grateful to I.A. Okkelman for her partic-
ipation in the early stages of this research.

DOKLADY BIOCHEMISTRY AND BIOPHYSICS

FUNDING

The work was supported financially by the Ministry of
Science and Higher Education of the Russian Federation
on the topic: “Molecular and cellular mechanisms of can-
cer, immune, and metabolic diseases, modeling and exper-
imental justification of reprogramming and oncotargeting
methods” Agreement no. 075-15-2021-773 (Director: Aca-
demician of RAS Deev S.M.).

COMPLIANCE WITH ETHICAL STANDARDS

The authors declare that they have no conflicts of inter-
est. This article does not contain any studies involving ani-
mals or human participants performed by any of the
authors.

OPEN ACCESS

This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or
format, as long as you give appropriate credit to the original
author(s) and the source, provide a link to the Creative Com-
mons license, and indicate if changes were made. The images
or other third party material in this article are included in the

Vol. 508 2023



INTERACTOME OF PARAOXONASE PON2 REVEALS NEW PATHWAYS 35

article’s Creative Commons license, unless indicated other-
wise in a credit line to the material. If material is not included
in the article’s Creative Commons license and your intended
use is not permitted by statutory regulation or exceeds the
permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit
http://creativecommons.org/licenses/by/4.0/.

REFERENCES

1. La Du, N.B., Structural and functional diversity of
paraoxonases, Nat. Med., 1996, vol. 2, pp. 1186—1187.

2. Davies, H.G., Richter, R.J., Keifer, M., Broomfield, C.A.,
Sowalla, J., and Furlong, C.E., The effect of the human
serum paraoxonase polymorphism is reversed with di-
azoxon, soman and sarin, Nat. Genet., 1996, vol. 14,
pp. 334-226.

3. Ortigoza-Ferado, J., Richter, R.J., Hornung, S.K.,
Motulsky, A.G., and Furlong, C.E., Paraoxon hydroly-
sis in human serum mediated by a genetically variable
arylesterase and albumin, Am. J. Hum. Genet., 1984,
vol. 36, pp. 295—305.

4. Adkins, S., Gan, K.N., Mody, M., and La Du, B.N.,
Molecular basis for the polymorphic forms of human
serum paraoxonase/arylesterase: glutamine or arginine
at position 191, for the respective A or B allozymes, Am.
J. Hum. Genet., 1993, vol. 52, pp. 598—608.

5. Mazur, A., An enzyme in animal tissues capable of hy-
drolysing the phosphorus-fluorine bond of alkyl fluo-
rophosphates, J. Biol. Chem., 1946, vol. 164, pp. 271—
289.

6. Primo-Parmo, S.L., Sorenson, R.C., Teiber, J., and
La Du, B.N., The human serum paraoxonase/aryles-
terase gene (PON1) is one member of a multigene fam-
ily, Genomics, 1996, vol. 33, pp. 498—507.

7. Mochizuki, H., Scherer, SW., Xi, T., Nickle, D.C.,
Majer, M., Huizenga, J.J., Tsui, L.C., and Prochazka, M.,
Human PON2 gene at 721, 3: cloning, multiple
mRNA forms, and missense polymorphisms in the
coding sequence, Gene, 1998, vol. 213, pp. 149—157.

8. Meyer, W.K. et al., Ancient convergent losses of para-
oxonase 1 yield potential risks for modern marine
mammals, Science, 2018, vol. 361, pp. 591—594.

9. Harel, M. et al., Structure and Evolution of the Serum
Paraoxonase Family of Detoxifying and Anti-athero-
sclerotic Enzymes, Nat Struct Mol Biol, 2004, vol. 11,
pp. 412—419.

10. Draganov, D.I. and La Du, B.N., Pharmacogenetics of
paraoxonases: a brief review, Naunyn-Schmiedeberg’s
Arch. Pharmacol., 2004, vol. 369, pp. 78—88.

11. Horke, S., Witte, 1., Wilgenbus, P., Altenhofer, S.,
Kriiger, M., Li, H., and Forstermann, U., Protective
effect of paraoxonase-2 against endoplasmic reticulum
stress-induced apoptosis is lost upon disturbance of
calcium homoeostasis, Biochem. J., 2008, vol. 416,
pp. 395—405.

12. Horke, S., Witte, 1., Wilgenbus, P., Kriiger, M.,
Strand, D., and Forstermann, U., Paraoxonase-2 re-
duces oxidative stress in vascular cells and decreases en-

doplasmic reticulum stress-induced caspase activation,
Circulation, 2007, vol. 115, pp. 2055—2064.

DOKLADY BIOCHEMISTRY AND BIOPHYSICS  Vol. 508

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

Précourt, L.-P., Marcil, V., Ntimbane, T., Taha, R.,
Lavoie, J.-C., Delvin, E., Seidman, E.G., Beaulieu, J.-F.,
and Levy, E., Antioxidative properties of paraoxonase 2
in intestinal epithelial cells, Am. J. Physiol. Gastrointest.
Liver Physiol., 2012, vol. 303, pp. G623—G634.

Rothem, L., Hartman, C., Dahan, A., Lachter, J.,
Eliakim, R., and Shamir, R., Paraoxonases are associ-
ated with intestinal inflammatory diseases and intracel-
lularly localized to the endoplasmic reticulum, Free
Radical Biol. Med., 2007, vol. 43, pp. 730—739.

Manco, G., Porzio, E., and Carusone, T.M., Human
paraoxonase-2 (PON2): protein functions and modu-
lation, Antioxidants (Basel), 2021, vol. 10, p. 256.

Draganov, D.I., Teiber, J.F., Speelman, A., Osawa, Y.,
Sunahara, R., and La Du, B.N., Human paraoxonases
(PONI1, PON2, and PON3) are lactonases with over-
lapping and distinct substrate specificities, J. Lipid Res.,
2005, vol. 46, pp. 1239—1247.

Mackness, M.1., Arrol, S., and Durrington, P.N., Para-
oxonase prevents accumulation of lipoperoxides in low-
density lipoprotein, FEBS Lett., 1991, vol. 286,
pp. 152—154.

Watson, A.D., Berliner, J.A., Hama, S.Y., La Du, B.N.,
Faull, K.F., Fogelman, A.M., and Navab, M., Protec-
tive effect of high density lipoprotein associated Para-
oxonase. Inhibition of the biological activity of mini-
mally oxidized low density lipoprotein, J. Clin. Invest.,
1995, vol. 96, pp. 2882—2891.

Shih, D.M. et al., Mice lacking serum paraoxonase are
susceptible to organophosphate toxicity and atheroscle-
rosis, Nature, 1998, vol. 394, pp. 284—287.

Devarajan, A. et al., Paraoxonase 2 deficiency alters
mitochondrial function and exacerbates the develop-
ment of atherosclerosis, Antioxid. Redox Signal., 2011,
vol. 14, pp. 341—-351.

Stoltz, D.A. et al., Paraoxonase-2 deficiency enhances
Pseudomonas aeruginosa quorum sensing in murine tra-
cheal epithelia, Am. J. Physiol.: Lung Cell. Mol. Physiol.,
2007, vol. 292, pp. L852—L860.

Schweikert, E.-M., Amort, J., Wilgenbus, P., Forster-
mann, U., Teiber, J.F., and Horke, S., Paraoxonases-2
and -3 are important defense enzymes against Pseudo-
monas aeruginosa virulence factors due to their anti-ox-
idative and anti-inflammatory properties, J. Lipids,
2012, vol. 2012, p. 352857.

Horke, S. et al., Paraoxonase 2 is down-regulated by the
Pseudomonas aeruginosa quorumsensing signal N-(3-
oxododecanoyl)-L-homoserine lactone and attenuates
oxidative stress induced by pyocyanin, Biochem. J.,
2010, vol. 426, pp. 73—83.

Schwarzer, C., Fu, Z., Morita, T., Whitt, A.G., Ne-
ely, AM., Li, C., and Machen, T.E., Paraoxonase 2
serves a proapopotic function in mouse and human
cells in response to the Pseudomonas aeruginosa quo-
rum-sensing molecule N-(3-oxododecanoyl)-homo-
serine lactone, J. Biol. Chem., 2015, vol. 290, pp. 7247—
7258.

Devarajan, A., Bourquard, N., Grijalva, V.R., Gao, F.,
Ganapathy, E., Verma, J., and Reddy, S.T., Role of
PON2 in innate immune response in an acute infection
model, Mol. Genet. Metab., 2013, vol. 110, pp. 362—370.

2023



36

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

KARLOV et al.

Yuan, J. et al., Putative innate immunity of antiathero-
genic paraoxanase-2 via STATS signal transduction in
HIV-1 infection of hematopoietic TF-1 cells and in
SCID-hu mice, J. Stem Cells, 2010, vol. 5, pp. 43—48.

Bourquard, N., Ng, C.J., and Reddy, S.T., Impaired
hepatic insulin signalling in PON2-deficient mice: a
novel role for the PON2/apoE axis on the macrophage
inflammatory response, Biochem. J., 2011, vol. 436,
pp. 91—100.

Hagmann, H. et al., Breaking the chain at the mem-
brane: paraoxonase 2 counteracts lipid peroxidation at
the plasma membrane, FASEB J., 2014, vol. 28,
pp. 1769—1779.

Li, X.-T., Li, X., Hu, F.-F., Shen, H.-X., Cao, J.-L.,
Zhong, L., Zhang, Z.-D., and Zhu, B.-L., Association
between paraoxonase 2 gene polymorphisms and
noise-induced hearing loss in the Chinese population,
J. Occup. Health, 2013, vol. 55, pp. 56—65.

Korneenko, T.V., Pestov, N.B., Okkelman, I.A., Mo-
dyanov, N.N., and Shakhparonov, M.I., P4-ATPase
Atp8bl/FICI1: structural features and physiological
functions in health and disease, Russ. J. Bioorg. Chem.,
2015, vol. 41, pp. 1-9.

Witte, 1., Altenhofer, S., Wilgenbus, P., Amort, J.,
Clement, A.M., Pautz, A., Li, H., Forstermann, U.,
and Horke, S., Beyond reduction of atherosclerosis:
PON2 provides apoptosis resistance and stabilizes tu-
mor cells, Cell Death Dis., 2011, vol. 2, p. el12.

Kriiger, M., Pabst, A.M., Al-Nawas, B., Horke, S., and
Moergel, M., Paraoxonase-2 (PON2) protects oral
squamous cell cancer cells against irradiation-induced
apoptosis, J. Cancer Res. Clin. Oncol., 2015, vol. 141,
pp. 1757—1766.

Shakhparonov, M.I., Antipova, N.V., Shender, V.O.,
Shnaider, P.V., Arapidi, G.P., Pestov, N.B., and Pavlyu-
kov, M.S., Expression and 9intracellular localization of
paraoxonase 2 in different types of malignancies, Acta
Nat., 2018, vol. 10, pp. 92—9.

Altenhofer, S. et al., One enzyme, two functions:
PON2 prevents mitochondrial superoxide formation
and apoptosis independent from its lactonase activity,
J. Biol. Chem., 2010, vol. 285, pp. 24398—24403.

Korneenko, T.V., Pestov, N.B., Ahmad, N., Okkel-
man, [.A., Dmitriev, R.I., Shakhparonov, M.I., and
Modyanov, N.N., Evolutionary diversification of the
BetaM interactome acquired through co-option of the
ATPI1B4 gene in placental mammals, Sci. Rep., 2016,
vol. 6, p. 22395.

Huttlin, E.L. et al., Architecture of the human interac-
tome defines protein communities and disease net-
works, Nature, 2017, vol. 545, pp. 505—5009.

Parsanejad, M. et al., DJ-1 interacts with and regulates
paraoxonase-2, an enzyme critical for neuronal survival
in response to oxidative stress, PLoS One, 2014, vol. 9,
p. €106601.

Faraz, M., Herdenberg, C., Holmlund, C., Henriks-
son, R., and Hedman, H., A protein interaction net-

DOKLADY BIOCHEMISTRY AND BIOPHYSICS

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

work centered on leucine-rich repeats and immuno-
globulin-like domains 1 (LRIG1) regulates growth fac-
tor receptors, J. Biol. Chem., 2018, vol. 293, 3421—
3435.

Nguyen, T.M.H., Shin, 1.-W., Lee, T.J., Park, J.,
Kim, J.H., Park, M.S., and Lee, E.-J., Loss of ITM2A,
a novel tumor suppressor of ovarian cancer through
G2/M cell cycle arrest, is a poor prognostic factor of
epithelial ovarian cancer, Gynecol. Oncol., 2016,
vol. 140, pp. 545—553.

Wu, C., Song, H., Fu, X., Li, S., and Jiang, T., Tran-
scriptomic analysis of glioma based on IDH status
identifies ACAA2 as a prognostic factor in lower grade
glioma, Biomed. Res. Int., 2020, vol. 2020, p. 1086792.

Gingras, A.-C. et al., A novel, evolutionarily conserved
protein phosphatase complex involved in cisplatin sen-
sitivity, Mol. Cell Proteomics, 2005, vol. 4, pp. 1725—
1740.

Neill, T., Schaefer, L., and lozzo, R.V., Decorin as a
multivalent therapeutic agent against cancer, Adv. Drug
Delivery Rev., 2016, vol. 97, pp. 174—185.

Xie, C., Mondal, D.K., Ulas, M., Neill, T., and Iozzo,
R.V., Oncosuppressive roles of decorin through regula-
tion of multiple receptors and diverse signaling path-
ways, Am. J. Physiol. Cell Physiol., 2022, vol. 322,
pp. C554—C566.

Yasmin, I.A., Mohana, Sundaram, S., Banerjee, A.,
Varier, L., Dharmarajan, A., and Warrier, S., Netrin-
like domain of SFRP4, a Wnt antagonist inhibits stem-
ness, metastatic and invasive properties by specifically
blocking MMP-2 in cancer stem cells from human gli-
oma cell line US7MG, Exp. Cell Res, 2021, vol. 409,
p. 112912.

Jacob, F. et al., Loss of secreted frizzled-related protein
4 correlates with an aggressive phenotype and predicts
poor outcome in ovarian cancer patients, PLoS One,
2012, vol. 7, p. e31885.

Choudhury, S.R. et al., In vivo selection yields AAV-B1
capsid for central nervous system and muscle gene ther-
apy, Mol. Ther., 2016, vol. 24, pp. 1247—1257.

Kim, J.-Y., Kim, H.-J., Jung, C.-W., Choi, B.-1.,
Lee, D.-H., and Park, M.-J., PARK7 maintains the
stemness of glioblastoma stem cells by stabilizing epi-
dermal growth factor receptor variant 111, Oncogene,
2021, vol. 40, pp. 508—521.

Jager, S. et al., Global landscape of HIV—human pro-
tein complexes, Nature, 2011, vol. 481, pp. 365—370.

Naji, S. et al., Host cell interactome of HIV-1 Rev in-
cludes RNA helicases involved in multiple facets of vi-
rus production, Mol. Cell Proteomics, 2012, vol. 11,
p. M111.015313.

Shi, S., Buck, T.M., Nickerson, A.J., Brodsky, J.L.,
and Kleyman, T.R., Paraoxonase 2 is an ER chaperone
that regulates the epithelial Na+ channel, Am. J. Physi-
ol. Cell Physiol., 2022, vol. 322, pp. C111-C121.

Vol. 508 2023



	INTRODUCTION
	MATERIALS AND METHODS
	RESULTS AND DISCUSSION
	COMPLIANCE WITH ETHICAL STANDARDS
	REFERENCES

		2023-03-13T17:51:54+0300
	Preflight Ticket Signature




