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High glucose levels are associated with changes in macrophage polarisation and evidence
indicates that the sustained or even short-term high glucose levels modulate inflammatory
responses in macrophages. However, the mechanism by which macrophages can sense
the changes in glucose levels are not clearly understood. We find that high glucose lev-
els rapidly increase the α-E catenin protein level in RAW264.7 macrophages. We also find
an attenuation of glucose-induced increase in α-E catenin when hexosamine biosynthesis
(HB) pathway is inhibited either with glutamine depletion or with the drugs azaserine and
tunicamycin. This indicates the involvement of HB pathway in this process. Then, we in-
vestigated the potential role of α-E catenin in glucose-induced macrophage polarisation.
We find that the reduction in α-E catenin level using siRNA attenuates the glucose-induced
changes of both IL-1β and IL-12 mRNA levels under LPS-stimulated condition but does not
affect TNF-α expression. Together this indicates that α-E catenin can sense the changes in
glucose levels in macrophages via HB pathway and also can modulate the glucose-induced
gene expression of inflammatory markers such as IL-1β and IL-12. This identifies a new part
of the mechanism by which macrophages are able to respond to changes in glucose levels.

Introduction
Macrophages are highly sensitive to environmental stimuli. To acquire distinct functional pheno-
type against host cell infection, macrophages can be polarised into either pro-inflammatory cytokine
secreting-classically activated (M1) or anti-inflammatory cytokine secreting-alternatively activated (M2)
phenotype. A sustained or even short-term exposure to high glucose levels is known to induce M1
macrophage polarisation [1,2]. This has the potential to be relevant in disease such where derangements
in glucoregulatory mechanisms play an important role. One such disease is COVID-19 as elevated glucose
levels favour SARS-CoV2 infection and effects of glucose levels on macrophage function have been shown
to play an important role in this [3,4]. Another example is Type 2 diabetes where hyperglycaemia leads
to the accumulation of macrophages and other innate immune cells with M1 phenotype [5]. Moreover, it
has been shown that M1 macrophages highly depend on glycolysis as the energy source [6,7], while M2
macrophages rely on fatty acid oxidation [8,9]. These studies suggest that glucose metabolism is involved
in determining the phenotype of macrophages and thereby regulating inflammatory responses. However,
the underlying mechanism is not fully understood.
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There are several pathways involved in glucose-sensing mechanisms such as ATP-sensitive K+ channels [10], flux
through the hexosamine biosynthesis (HB) pathway [11], AMP-activated protein kinase [12] and activated PKC [13].
Previously, we have shown that exposure of macrophage cell lines RAW264.7 and J774.2 to high levels of glucose
increases the β-catenin protein level via the HB pathway [14]. β-catenin is a major component of adherens junc-
tion, which connects cadherin to α-catenin protein. Wnt/β-catenin pathway is known to promote M2 macrophage
polarisation [15] and IL4-induced multinucleated giant cell formation [16]. β-catenin also stabilises α-catenin by
preventing the proteasomal degradation [17]. Our previous studies found that glucose stimulation increases the α-E
catenin level in rat pancreatic β-cell models (INS-1E and INS-832/3) [18].

In the current study, we sought to determine whether changes in glucose levels regulate α-E catenin levels in RAW
264.7 macrophages and to assess impacts this could have. We found that changes in glucose levels in RAW 264.7
rapidly alter the level of α-E catenin via a mechanism that requires activity of the HB pathway. We show changes
in α-E catenin are associated with changes in expression of pro-inflammatory marker genes. Taken together, these
data suggest that α-E catenin protein is regulated by the HB pathway and this contributes to changes in M1/M2
macrophage polarisation mediated by changes in glucose levels.

Materials and methods
Cell culture
RAW264.7 cells were maintained in RPMI 1640 medium supplemented with 10% (v/v) newborn calf serum, 100
units/ml penicillin and 100 μg/ml streptomycin (all from Life Technologies). Cells were cultured on 12-well format
and used for experiment when they were >90% confluent. Cells were serum starved overnight in RPMI medium
in the presence of 0.5 mM glucose and treated with glucose, glucosamine or other inhibitors as indicated. All the
reagents were purchased from Sigma–Aldrich.

Cell lysate preparation
After treatments, cells were rinsed twice with 0.5 ml of ice-cold 1× PBS and lysates were collected in buffer containing
20mM Tris/HCl (pH 7.5), 150mM NaCl, 1mM EDTA, 1mM EGTA, 1% Triton X-100, 2.5 mM sodium pyrophos-
phate, 1mM β-glycerol phosphate, 1mM vanadate, 100 mM NaF, 1 mM 4-(2-aminoethyl) benzenesulfonyl fluoride
hydrochloride (AESBF), 4 μg/ml leupeptin, and 30 μM N-[N-(N-Acetyl-l-leucyl)-l-leucyl]-l-norleucine (ALLN),
4μg/ml aprotinin, 0.4 μg/ml pepstatin. Cell lysates were centrifuged at 16100×g for 10min, and supernatants were
subjected to polyacrylamide gel electrophoresis for Western blotting.

Western blot analysis
After protein transfer, nitrocellulose membranes were incubated with primary antibodies againstα-E catenin (1:1000;
Cell Signaling Technology, catalogue number #240) and α-tubulin (1:20,000; Sigma–Aldrich, catalogue number
T6074) at 4◦C. After overnight incubation with primary antibodies, membranes were washed and incubated with
respective secondary antibodies anti-rabbit IgG HRP (1:10000 Santa Cruz Biotechnology) or anti-mouse IgG HRP
(1:20,000; Sigma–Aldrich) for 1h at room temperature and developed with Clarity™ Western ECL substrate (Bio-Rad
Laboratories).

siRNA transfection
α-E catenin siRNA was transfected to RAW 264.7 macrophages using Nepagene electroporator as per instruction
manual. Briefly, 250 nM of siRNA was mixed with 1 × 107 cells/100 μl of RAW 264.7 cells in Opti-Mem and elec-
troporated using below conditions. Pouring pulse conditions are voltage at 175 V, pulse length 5 ms, pulse interval
50 ms, 2 pulses, 10% decay rate and + polarity. Transfer pulse conditions are 20 V voltage, 20 ms pulse length, 50 ms
pulse interval, 5 pulse, 40% decay rate. Cells were used for experiments 48–72 h after transfection.

LPS stimulation
Seventy-two hours after siRNA transfection, RAW 264.7 cells were treated with 100 ng/ml LPS for 8 h in the presence
of either 0.5 or 20 mM glucose in serum-free media. After treatments, cells were washed with 1× PBS and used for
RNA isolation.

Real-time PCR
RNeasy Mini Kit (Qiagen) was used to extract total RNA from cells. Samples were then treated with DNase I (Life
Technologies) to eliminate genomic DNA. cDNA synthesis (reverse transcription) was performed by using the qScript
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Figure 1. High glucose level increases the α-E catenin level in RAW 264.7 cells

After overnight serum starvation in RPMI medium with 0.5 mM glucose, RAW 264.7 cells were treated with either 0.5 or 10 mM

glucose for 2 h. (A) Cell lysates were subjected to the Western blot analysis using α-E catenin and α-tubulin antibodies. (B) Den-

sitometry analysis showing protein expression of α-E catenin normalised to α-Tubulin. Data represent mean +− S.E.M of three

independent experiments. (C) Schematic diagram of hexosamine biosynthesis pathway. The unpaired t test was used to assess

statistical significance, *P<0.05.

cDNA Super Mix kit (Dnature) with the same amount of RNA added for all samples. The cDNA synthesis conditions
were as follows: 5 min at 25◦C > 30 min at 42◦C > 5 min at 85◦C > hold at 4◦C. cDNA samples were loaded on to
a 394-well PCR plate prior to real-time PCR. In addition, DNase-free water was included as a non-template control.
Each reaction was consisted of 5 μl qScript cDNA Super Mix, 5 ng cDNA (equivalent to RNA added) and 400 nM
primers and water (up to 10 μl). PowerUp SYBR Green Master Mix (Applied Biosystems) was used for qPCR. The
qPCR conditions were as follows: 2 min at 50◦C > 10 min at 95◦C > 40 cycles (15 s at 95◦C, 1 min at 60◦C) > 15 s
at 95◦C > 1 min at 60◦C > 15 s at 95◦C. The double delta Ct analysis was performed to calculate the gene expression
fold change in relation to the control. A single distinct peak in melt curve was checked to validate the qPCR in each
well.

Statistical analysis
Results are presented as means +− S.E.M. with the number of experiments indicated in the legend. Statistical signifi-
cance was assessed using Student’s t test or two-way ANOVA as indicated in figure legends. Statistical significance is
displayed as *P<0.05 or **P<0.01. Statistical analyses were performed using statistical software package GraphPad
Prism 6.0 (GraphPad Software Inc.).

Results
We found that high levels of glucose cause an increase in α-E catenin protein levels in the RAW 264.7 macrophage
model (Figure 1A,B), consistent with our previous findings in rat pancreatic β-cells [18]. As we have previously
found that β-catenin levels increased with glucose stimulation in macrophage cell lines through the HB pathway
[14], we speculated that the same pathway might account for the glucose-induced up-regulation of α-E catenin.
To investigate this possibility, RAW 264.7 cells were treated with glucosamine. Glucosamine is converted into
glucosamine-6-phosphate (GlucN-6-P), bypassing the first three steps required for glucose in the HB pathway (Figure
1C). Glucosamine increased α-E catenin levels in macrophages in a similar manner to that seen with high glucose
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Figure 2. Glucosamine increases the α-E catenin level in RAW 264.7 cells and glutamine is required for glucose-induced

increase in α-E catenin

RAW 264.7 cells were treated with indicated concentrations of glucose or glucosamine for 2 h after overnight serum starvation

in the presence of 0.5 mM glucose. (A) Cell lysates were subjected to the Western blot analysis using α-E catenin and α-Tubulin

antibodies. (B) Densitometry analysis of α-E catenin protein expression in Western blot image relative to the α-Tubulin. RAW 264.7

cells were treated with indicated concentrations of glucose in the presence or absence of glutamine for 2 h. (C) Cell lysates were

subjected to the Western blot analysis using α-E catenin and α-Tubulin antibodies. (D) Densitometry analysis showing protein

expression of α-E catenin normalised to α-Tubulin. Data represent mean +− S.E.M of at least four independent experiments. The

unpaired t test was used to assess statistical significance, *P<0.05.

(Figure 2A,B). The conversion of fructose-6-phosphate into GlucN-6-P (the rate limiting-step of the HB pathway)
is regulated by glutamine:fructose-6-phosphate-amidotransferase (GFAT) enzyme, which requires glutamine as a
co-substrate [19]. Therefore, to further confirm that the HB pathway is responsible for modulating the level of α-E
catenin, we treated RAW 264.7 cells with high glucose in the absence of glutamine and observed no significant change
in α-E catenin level (Figure 2C,D). In line with this finding, when GFAT enzyme was inhibited with azaserine, the
glucose effect on α-E catenin levels were attenuated (Figure 3A,B). The HB pathway mediates the glycosylation of
proteins, which is important for protein stability, protein activity, cell–cell communication and signal transduction
[20,21]. Next, we treated cells with tunicamycin, which is an inhibitor of N-linked glycosylation. The glucose effect
on α-E catenin was attenuated in the presence of tunicamycin (Figure 3C,D), indicating that the regulation of α-E
catenin level relies on N-linked glycosylation. These findings suggest that α-E catenin level in RAW264.7 is regulated
via the HB pathway involving N-linked glycosylation.

We next investigated the role ofα-E catenin in the function of the RAW cells using siRNA to reduceα-E catenin. We
electroporated RAW 264.7 cells with anα-E catenin siRNA, which led to at least 50% reduction in levels ofα-E catenin
(Figure 4A). We then treated cells with either low (0.5 mM glucose) or high glucose (20 mM glucose) in the presence
or absence of LPS. We found that decreased expression of Ctnna1 blunts glucose-induced up-regulation of IL-1β
under the LPS-stimulated condition (Figure 4B). A more profound effect was observed on IL-12 expression where
we observed the decreased expression in the α-E catenin knockdown samples and a loss of the glucose-mediated
reduction in LPS-induced IL-12 expression (Figure 4C). Under LPS-stimulated conditions, we did not observe any
effect of α-E catenin knockdown on TNF-α at either low or high glucose conditions (Figure 4D).

4 © 2021 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution
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Figure 3. Azaserine and tunicamycin attenuate glucose-induced increase in α-E catenin

After overnight serum starvation in RPMI medium with 0.5 mM glucose, RAW 264.7 cells were treated with 20 mM glucose in

the presence or absence of azaserine for 4 h. (A) Cell lysates were subjected to the Western blot analysis using α-E catenin and

α-Tubulin antibodies. (B) Densitometry analysis showing protein expression of α-E catenin normalised to α-Tubulin. Data represent

mean +− S.E.M of three independent experiments. The unpaired t test was used to assess statistical significance, *P<0.05. RAW

264.7 cells were treated with 20 mM glucose in the presence or absence of tunicamycin (10 μg/ml) for 2 h. (C) Cell lysates were

subjected to the Western blot analysis using α-E catenin and α-Tubulin antibodies. (D) Densitometry analysis showing protein

expression of α-E catenin normalised to α-Tubulin. Data represent mean +− S.E.M of four independent experiments. The unpaired

t test was used to assess statistical significance, *P<0.05.

Discussion
Macrophages have phenotypic plasticity which is an important for their function in inflammation. Polarisation to-
wards the M1 state can be induced by the TLR agonist LPS [22] and here we see this increase levels of M1 polarisation
markers, namely IL-1β and IL-12 and TNF-α. High glucose levels favour macrophage polarisation towards the M1
phenotype, characterised by the secretion of pro-inflammatory cytokines which induces inflammation of surround-
ing environment. So we were interested in how changes in α-catenin could interact with glucoses effects on this.
Therefore, most novel finding of the current study is identification of a previously unreported role of α-E catenin in
glucose-mediated effects on macrophage polarisation. This shown by the impacts of reducing α-E-catenin on glucose
modulatory effects on pro-inflammatory genes IL-1β and IL-12. This implicates α-E catenin as a new component of
mechanisms involved in switching macrophages between M1 and M2 states. We find that that α-E catenin protein
level is increased upon glucose stimulation using the RAW 264.7 cell line as a macrophage cell model via the HB
pathway which could thus contribute to the changes in macrophage function known to be brought on by changes in
glucose levels [1,2] .

One outcome of the HB pathway is protein glycosylation and a lack of proper protein glycosylation results in
accumulation of misfolded proteins in the endoplasmic reticulum (ER) which results in ER stress [23]. Thus, the
finding that the glycosylation inhibitor tunicamycin blocks glucose-induced increases in α-E catenin in our study
suggests normal ER function would be required for this mechanism of α-E catenin regulation. It is notable that a
separate proteomic approach has also shown that ER stress also reduces both α-catenin and β-catenin protein levels
in HeLa cells and that ER stress was reducing catenin levels by increasing rates of proteasomal degradation [23].
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Figure 4. α-E catenin knockdown blunts glucose-induced increase in IL-1β and glucose-induced decrease in IL-12

Forty-eight hours after siRNA transfection, RAW264.7 cells were either untreated or treated with LPS in the presence of 0.5 or

20 mM glucose for 8 h. (A) Cell lysates were subjected to the Western blot analysis using α-E catenin and α-Tubulin antibodies.

(B–D) qRT-PCR showing relative gene expression of IL-1β, IL-12 and TNF-α. Data represent mean +− S.E.M of three independent

experiments, assessed by two-way Anova *P<0.05, **P<0.01 or t -test, #P<0.05.

Proteasomal turnover of α and β-catenin is associated with increased CK1 and GSK3-mediated phosphorylation
of β-catenin at Ser37/Thr41 [24,25]. Tunicamycin regulates GSK3 in the proteomics study [23] and studies in other
cell types also show that tunicamycin activates GSK3 which would be consistent with reductions in α and β-catenin
[26–29]. However, we do not see any changes on GSK3β levels or phosphorylation status despite seeing a reduction in
β-catenin Ser37/Thr41 phosphorylation [14]. CK1 activity has also been reported to a change in response to changes
in glucose levels in some cell types [30] and tunicamycin may increase CK1 activity [31], although it is not known if
this occurs in macrophages. Therefore, the mechanisms linking changes in glucose-induced glycosylation to changes
in α-E catenin levels remain to be elucidated.

In a similar study, it has been shown that high glucose levels decrease the mRNA and protein levels of silent mating
type information regulation 2 homologue 1 (SIRT1) and the modulation of SIRT1 by inhibitors or siRNA further
increases the glucose-induced increase in pro-inflammatory markers IL-1β and TNF-α [1]. A similar effect of glu-
cose on pro-inflammatory cytokines to what we have seen in RAW264.7 cell line has been observed in BMDM only
after long-term (7 days) high glucose treatment [2]. Here they have shown that long-term high glucose treatment
increases IL-1β, but decreases IL-12 expression, however short-term glucose treatment only affects IL-1β expression
[2]. These glucose-induced changes in IL-1β could have impacts on metabolism as elevation in IL-1β have been
shown to have detrimental impacts on regulation of metabolism [32]. These impacts on metabolism may be part of
a physiologically relevant cycle involved in regulating glucose metabolism as acute increases in circulating levels of

6 © 2021 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution
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IL-1β have been observed postprandially [32,33]. Of relevance to our work is the evidence that these changes are due
to glucose-induced production of IL-1β in macrophages in the gut.

In addition, our findings could also have implications for pathology associated with Type 2 diabetes as in our
previous work, we also have demonstrated that α-catenin inhibits insulin secretion in pancreatic β-cells [18]. Type
2 diabetes is characterised by β-cell failure [34] in which chronic inflammation involving macrophages has been
implicated [35,36]. Thus, it will be worth investigating how glucose-induced changes in α-E catenin in both β-cells
and macrophages might combine in promoting progression of this disease.

Data Availability
No large datasets are associated with the present study. All raw data for Western blots and qPCR are available upon request.

Competing Interests
The authors declare that there are no competing interests associated with the manuscript.

Funding
This work was supported by the Health Research Council of New Zealand-Te Kaunihera Rangahou Hauora of Aotearoa.

Open Access
Open access for this article was enabled by the participation of University Of Auckland in an all-inclusive Read & Publish pilot with
Portland Press and the Biochemical Society under a transformative agreement with CAUL.

CRediT Author Contribution
Waruni C. Dissanayake: Conceptualization, Formal analysis, Investigation, Methodology, Writing—original draft, Writing—review
and editing. Jin Kyo Oh: Formal analysis, Investigation, Methodology. Brie Sorrenson: Conceptualization, Supervision, In-
vestigation, Writing—original draft. Peter R. Shepherd: Conceptualization, Resources, Supervision, Funding acquisition,
Writing—original draft, Writing—review and editing.

Abbreviations
BMDM , bone marrow derived macrophages; CK1 , casein kinase 1; ER, endoplasmic reticulum; GFAT,
glutamine:fructose-6-phosphate-amidotransferase; GlucN-6-P, glucosamine-6-phosphate; GSK3 , glycogen synthase kinase
3; HB, hexosamine biosynthesis; IL , Interlukin; LPS, lipopolysaccharides; PKC, protein Kinase C.

References
1 Jia, Y., Zheng, Z., Wang, Y., Zhou, Q., Cai, W., Jia, W. et al. (2015) SIRT1 is a regulator in high glucose-induced inflammatory response in RAW264.7

cells. PLoS ONE 10, e0120849, https://doi.org/10.1371/journal.pone.0120849
2 Pavlou, S., Lindsay, J., Ingram, R., Xu, H. and Chen, M. (2018) Sustained high glucose exposure sensitizes macrophage responses to cytokine stimuli

but reduces their phagocytic activity. BMC Immunol. 19, 24, https://doi.org/10.1186/s12865-018-0261-0
3 Codo, A.C., Davanzo, G.G., Monteiro, L.D.B., de Souza, G.F., Muraro, S.P., Virgilio-da-Silva, J.V. et al. (2020) Elevated glucose levels favor SARS-CoV-2

infection and monocyte response through a HIF-1α/glycolysis-dependent axis. Cell Metab. 32, 437.e5–446.e5,
https://doi.org/10.1016/j.cmet.2020.07.015

4 Ardestani, A. and Azizi, Z. (2021) Targeting glucose metabolism for treatment of COVID-19. Signal Transduct. Target. Ther. 6, 112,
https://doi.org/10.1038/s41392-021-00532-4

5 Tesch, G. (2007) Role of macrophages in complications of type 2 diabetes. Clin. Exp. Pharmacol. Physiol. 34, 1016–1019,
https://doi.org/10.1111/j.1440-1681.2007.04729.x

6 Fukuzumi, M., Shinomiya, H., Shimizu, Y., Ohishi, K. and Utsumi, S. (1996) Endotoxin-induced enhancement of glucose influx into murine peritoneal
macrophages via GLUT1. Infect. Immun. 64, 108–112, https://doi.org/10.1128/iai.64.1.108-112.1996

7 Freemerman, A.J., Johnson, A.R., Sacks, G.N., Milner, J.J., Kirk, E.L., Troester, M.A. et al. (2014) Metabolic reprogramming of macrophages: glucose
transporter 1 (GLUT1)-mediated glucose metabolism drives a proinflammatory phenotype. J. Biol. Chem. 289, 7884–7896,
https://doi.org/10.1074/jbc.M113.522037

8 Vats, D., Mukundan, L., Odegaard, J.I., Zhang, L., Smith, K.L., Morel, C.R. et al. (2006) Oxidative metabolism and PGC-1beta attenuate
macrophage-mediated inflammation. Cell Metab. 4, 13–24, https://doi.org/10.1016/j.cmet.2006.05.011

9 Tannahill, G.M., Curtis, A.M., Adamik, J., Palsson-McDermott, E.M., McGettrick, A.F., Goel, G. et al. (2013) Succinate is an inflammatory signal that
induces IL-1beta through HIF-1alpha. Nature 496, 238–242, https://doi.org/10.1038/nature11986

10 MacDonald, P.E., Joseph, J.W. and Rorsman, P. (2005) Glucose-sensing mechanisms in pancreatic beta-cells. Philos. Trans. R. Soc. Lond. B Biol. Sci.
360, 2211–2225, https://doi.org/10.1098/rstb.2005.1762

© 2021 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons
Attribution License 4.0 (CC BY).

7

https://doi.org/10.1371/journal.pone.0120849
https://doi.org/10.1186/s12865-018-0261-0
https://doi.org/10.1016/j.cmet.2020.07.015
https://doi.org/10.1038/s41392-021-00532-4
https://doi.org/10.1111/j.1440-1681.2007.04729.x
https://doi.org/10.1128/iai.64.1.108-112.1996
https://doi.org/10.1074/jbc.M113.522037
https://doi.org/10.1016/j.cmet.2006.05.011
https://doi.org/10.1038/nature11986
https://doi.org/10.1098/rstb.2005.1762


Bioscience Reports (2021) 41 BSR20211066
https://doi.org/10.1042/BSR20211066

11 Marshall, S. (2006) Role of insulin, adipocyte hormones, and nutrient-sensing pathways in regulating fuel metabolism and energy homeostasis: a
nutritional perspective of diabetes, obesity, and cancer. Sci. STKE 2006, re7, https://doi.org/10.1126/stke.3462006re7

12 Winder, W.W. and Thomson, D.M. (2007) Cellular energy sensing and signaling by AMP-activated protein kinase. Cell Biochem. Biophys. 47, 332–347,
https://doi.org/10.1007/s12013-007-0008-7

13 Brownlee, M. (2001) Biochemistry and molecular cell biology of diabetic complications. Nature 414, 813–820, https://doi.org/10.1038/414813a
14 Anagnostou, S.H. and Shepherd, P.R. (2008) Glucose induces an autocrine activation of the Wnt/beta-catenin pathway in macrophage cell lines.

Biochem. J. 416, 211–218, https://doi.org/10.1042/BJ20081426
15 Feng, Y., Ren, J., Gui, Y., Wei, W., Shu, B., Lu, Q. et al. (2018) Wnt/β-catenin-promoted macrophage alternative activation contributes to kidney fibrosis.

J. Am. Soc. Nephrol. 29, 182–193, https://doi.org/10.1681/ASN.2017040391
16 Binder, F., Hayakawa, M., Choo, M.-K., Sano, Y. and Park, J.M. (2013) Interleukin-4-induced β-catenin regulates the conversion of macrophages to

multinucleated giant cells. Mol. Immunol. 54, 157–163, https://doi.org/10.1016/j.molimm.2012.12.004
17 Hwang, S.G., Yu, S.S., Ryu, J.H., Jeon, H.B., Yoo, Y.J., Eom, S.H. et al. (2005) Regulation of beta-catenin signaling and maintenance of chondrocyte

differentiation by ubiquitin-independent proteasomal degradation of alpha-catenin. J. Biol. Chem. 280, 12758–12765,
https://doi.org/10.1074/jbc.M413367200

18 Dissanayake, W.C., Sorrenson, B., Lee, K.L., Barre, S. and Shepherd, P.R. (2020) α-catenin isoforms are regulated by glucose and involved in regulating
insulin secretion in rat clonal β-cell models. Biochem. J. 477, 763–772, https://doi.org/10.1042/BCJ20190832

19 Kornfeld, R. (1967) Studies on l-glutamine d-fructose 6-phosphate amidotransferase: I. Feedback inhibition by uridine
diphosphate-N-acetylglucosamine. J. Biol. Chem. 242, 3135–3141, https://doi.org/10.1016/S0021-9258(18)95943-0

20 Wells, L., Vosseller, K. and Hart, G.W. (2001) Glycosylation of nucleocytoplasmic proteins: signal transduction and O-GlcNAc. Science 291, 2376–2378,
https://doi.org/10.1126/science.1058714

21 Zhao, Y.Y., Takahashi, M., Gu, J.G., Miyoshi, E., Matsumoto, A., Kitazume, S. et al. (2008) Functional roles of N-glycans in cell signaling and cell
adhesion in cancer. Cancer Sci. 99, 1304–1310, https://doi.org/10.1111/j.1349-7006.2008.00839.x

22 Müller, E., Christopoulos, P.F., Halder, S., Lunde, A., Beraki, K., Speth, M. et al. (2017) Toll-like receptor ligands and interferon-γ synergize for induction
of antitumor M1 macrophages. Front. Immunol. 8, https://doi.org/10.3389/fimmu.2017.01383

23 Fabre, B., Livneh, I., Ziv, T. and Ciechanover, A. (2019) Identification of proteins regulated by the proteasome following induction of endoplasmic
reticulum stress. Biochem. Biophys. Res. Commun. 517, 188–192, https://doi.org/10.1016/j.bbrc.2019.07.040

24 Stamos, J.L. and Weis, W.I. (2013) The β-catenin destruction complex. Cold Spring Harb. Perspect. Biol. 5, a007898,
https://doi.org/10.1101/cshperspect.a007898

25 Liu, C., Li, Y., Semenov, M., Han, C., Baeg, G.H., Tan, Y. et al. (2002) Control of beta-catenin phosphorylation/degradation by a dual-kinase mechanism.
Cell 108, 837–847, https://doi.org/10.1016/S0092-8674(02)00685-2
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