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We investigated the impact of IREI/ERNL (inositol requiring enzyme 1/endoplasmic reticulum to nu-
cleus signaling 1) knockdown on hypoxic regulation of the expression of a subset of proliferation and migra-
tion-related genes in U87 glioma cells. It was shown that hypoxia leads to up-regulation of the expression of
MEST and SNAI2, to down-regulation — of MYBL1, TCF8 and GTF2F2 genes at the mRNA level in control
glioma cells. At the same time hypoxia did not affect the expression of TCF3 and GTF2B transcription factor
genes. In turn, inhibition of IREI modified the effect of hypoxia on the expression of all studied genes, except
MYBL1 and GTF2B. For instance, IRE1 knockdown decreased sensitivity to hypoxia of the expression of
MEST, TCF8 and SNAI2 genes and increased sensitivity to hypoxia of GTF2F2 expression. At the same time,
IREL inhibition introduced sensitivity to hypoxia of the expression of TCF3 gene in glioma cells. The present
study demonstrated that the inhibition of IREI in glioma cells affected the hypoxic regulation of the expression
of studied genes in various directions, though hypoxic conditions did not abolish the effect of IREI inhibition
on the expression of respective genes. To the contrary, in case of SNAI2, GTF2F2 and MEST hypoxic condi-
tions magnified the effect of IREI inhibition on the expression of respective genes in glioma cells.
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T ranscription factors MYBL1 (Myb-like pro-
tein 1), TCF3 (transcription factor 3), TCF8
(transcription factor 8), SNAI2 (Snail ho-
molog 2), GTF2B (general transcription factor 11B),
GTF2F2 (general transcription factor IIF, polypep-
tide 2), as well as potential tumor suppressor MEST
(mesoderm specific transcript) are implicated in
control of various cellular processes, in particular,
proliferation and migration [1-10]. Role of MYBL1
transcription factor in tumor development is still un-
der investigation. However, it is known, that partial
duplication of MYBL1 gene together with truncation
of its C-terminal regulatory domain is frequently ob-
served in pediatric gliomas [7]. Transcription factor
TCF3 functions both as transcriptional activator and
repressor depending on its interactions with part-
ner proteins. For instance, CBP/p300 participates in
transcriptional activation, whereas ETO family fac-
tors contribute to repression of transcription [1, 2].
Role of TCF3 in development of malignancies is
ambiguous, but decreased expression of this factor
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correlates with negative prognosis in patients with
colon cancer [3]. On the other hand, over-expression
of TCF3 is observed in breast, stomach, kidney tu-
mors and hepatocellular carcinoma [4].

Among others, transcription factors SNAIZ2,
TCF8 and TCF3 are identified as key regulators of
invasive phenotype development in different types
of tumors. These factors are pleiotropically ex-
pressed and their effects are partially redundant.
For instance, SNAI2, TCF8 and TCF3 are negative
regulators of E-cadherin expression, as they recog-
nize regulatory E-box elements in promoter region
of this gene [4-6]. Experimental over-expression
of transcription factors SNAIL, SNAI2, ZEB1/2
of TWIST1/2 in epithelial cells leads, as a rule, to
initiation of epithelial-mesenchymal transition: loss
of adherent junctions, conversion of cells from po-
lygonal into fusiform, expression of enzymes, which
cleave the components of extracellular matrix, in-
creased mobility and resistance to apoptosis [11, 12].
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PEG1/MEST (paternally expressed gene 1/
mesoderm specific transcript) is a gene, localized in
chromosome 7932.2, characterized by genome im-
printing, meaning that only its paternal allele is ex-
pressed, whereas the expression of maternal allele is
blocked due to hypermethylation. This gene encodes
an enzyme, which belongs to the family of alpha/
beta hydrolases [13]. It was demonstrated, that loss
of methylation of one of the PEGL/MEST alleles in-
creases the risk of cervical cancer development [14].
Aberrant PEGLY/MEST imprinting was detected in in-
vasive breast tumors and uterine leiomyomas [15-17].
In case of hepatocellular carcinoma, in contrast, the
down-regulation of PEG1/MEST expression is ob-
served due to hypermethylation of its promoter [8].
It is interesting to note, that one of the intrones of the
PEG1/MEST gene codes a tumor suppressor micro-
RNA miR-335, which inhibits the metastatic abilities
of tumor cells [8]. Therefore, the hypermethylation
of the promoter of this gene consecutively decreases
the expression of MEST and miR-335 [8]. It needs
to be clarified to which extend the tumor suppressor
effect of MEST is determined by the expression of its
protein product or an intron-localized miR-335.

General transcription factor 2B is involved in
RNA polymerase Il recruitment and initiation of
transcription in eukaryotes [18]. Recently, it was
shown, that the expression of this transcription fac-
tor is increased in hepatocellular carcinoma in com-
parison to normal tissues on both mRNA and protein
levels. Moreover, it was found that elevated levels
of GTF2B in hepatocellular carcinoma cells are as-
sociated with transition from G1 to S phase, and cell
growth assay shows that overexpression of TFIIB
may promote cell proliferation [9].

GTF2F2 is an ATP-dependent DNA-helicase,
which exists as a heterodimer with another general
transcription factor GTF2F1. The complex is active
in both initiation and elongation stages of transcrip-
tion controlling the activity of RNA polymerase 11
[19]. The possible significance of GTF2F2 for cancer
development is still to be investigated, however, it is
known, that this transcription factor is downregu-
lated in cervical cancer specimens in comparison
to normal tissues [20, 21]. Recently, GTF2F2 was
identified as a new target gene of a tumor suppres-
sor transcription factor delta-lactoferrin in MDA-
MB-231 breast cancer cells [10].

Presence of hypoxic regions in tumors increa-
ses their resistance to chemo- and radiotherapy, in
particular, due to ineffective diffusion of drugs and

slower cell division, which usually accompanies
hypoxia. Moreover, cycles of hypoxia-reoxygena-
tion increase the migration potential of tumor cells
[22, 23]. For many types of tumors there is a correla-
tion between HIF (hypoxia inducible factor) activa-
tion and decreased expression of E-cadherin, a key
tumor suppressor, which inhibits epithelial-mesen-
chymal transition. In general, hypoxia modifies the
physiology of a neoplasm towards more aggressive
phenotype [24].

Activation of an endoplasmic reticulum stress
signaling pathway plays an important role in adapta-
tion of tumor cells to the decreased levels of oxygen.
In particular, a protein kinase PERK is activated
under hypoxic conditions, which leads to the phos-
phorylation of translation initiation factor elF2a, and
therefore — to overall decrease in protein synthesis.
Moreover, PERK-mediated phosphorylation of e[F2a
activates the translation of an ATF4 transcription
factor, which facilitates cell survival under stressful
conditions [25]. It is also known, that activation of
PERK-dependent branch of endoplasmic reticulum
stress facilitates the adaptation of cells to prolonged
hypoxia and development of resistance to apopto-
sis [26]. Activation of IREL (inositol requiring en-
zyme-1)-dependent branch of endoplasmic reticulum
stress pathway is no less important for the adaptation
to hypoxic conditions. For instance, IRE1 activation
leads to the expression of an active XBP1 (X-box
protein 1) transcription factor, which promotes sur-
vival of tumor cells [27]. It was demonstrated, that
VEGF expression and angiogenesis in tumors under
hypoxic conditions is also IRE1-dependent [28].

Gliomas, as many other types of solid tumors,
are characterized by the presence of hypoxic and ne-
crotic regions. Through activation of various signa-
ling pathways, in particular — endoplasmic reticulum
stress response, gliomas utilize hypoxic conditions
to stimulate the neovascularization, tumor growth
and invasion [29].

In this study we investigated the impact of hy-
poxia on the expression of a subset of proliferation
and migration-related genes in U87 glioma cells in
relation to functional activity of a key endoplasmic
reticulum stress effector IRE1.

Materials and Methods

Cell lines and culture conditions. The glioma
cell line U87 (HTB-14) was obtained from ATCC
(USA) and grown in high glucose (4.5 g/l) Dulbec-
co’s modified Eagle’s minimum essential medium
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(DMEM; Gibco, Invitrogen, USA) supplemented
with glutamine (2 mM), 10% fetal bovine serum
(Equitech-Bio, Inc., USA), penicillin (200 units/ml;
Gibco, USA) and streptomycin (0.1 mg/ml; Gibco) at
37 °Cina 5% CO, incubator.

In this study we used sublines of U87 glioma
cells, which were described previously [30-32]. One
subline was obtained by selection of stable transfec-
ted clones with overexpression of vector pcDNA3.1,
which was used for creation of dnERN1. Second sub-
line was obtained by selection of stable transfected
clone with overexpression of IRE1 dominant-nega-
tive construct (dnERNZ1) and has suppressed protein
kinase and endoribonuclease activities of this signa-
ling enzyme (clone 1C5) [31]. The expression level of
studied genes in these two sublines of glioma cells
was compared with corresponding cells, transfected
by vector or by dnERNI construct. The efficiency of
IRE1 suppression in this glioma cell subline was es-
timated previously [33, 34]. Both sublines of glioma
cells used in this study were grown with the addition
of geneticin (G418) while these cells are carrying
empty vector pcDNA3.1 or dnERN1 construct.

For hypoxia culture plates were exposed in spe-
cial chamber with 3% oxygen, 92% nitrogen, and 5%
carbon dioxide levels for 16 h.

RNA isolation. Total RNA was extracted from
glioma cells using Trizol reagent according to manu-
facturer protocols (Invitrogen, USA) as described
previously [34]. The RNA pellets were washed with
75% ethanol and dissolved in nuclease-free wa-
ter. For additional purification, RNA samples were
re-precipitated with 95% ethanol and re-dissolved
again in nuclease-free water. RNA concentration
and spectral characteristics were measured using
NanoDrop Spectrophotometer ND1000 (PEQLAB,
Biotechnologie GmbH).

Reverse transcription and quantitative PCR
analysis. QuaniTect Reverse Transcription Kit
(QIAGEN, Germany) was used for cDNA synthe-
sis according to manufacturer protocol. The ex-
pression levels of MYBL1, TCF3, TCF8, SNAI2,
MEST, GTF2B and GTF2F2 mRNAs as well as
ACTB mRNA were measured in U87 glioma cells
and their dnERNL1 subline by real-time quantitative
polymerase chain reaction using Mx 3000P QPCR
(Stratagene, USA) or “RotorGene RG-3000” gPCR
(Corbett Research, Germany) and Absolute gPCR
SYBRGreen Mix (Thermo Fisher Scientific, AB-
gene House, UK). Polymerase chain reaction was
performed in triplicate using specific primers, which
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were received from Sigma-Aldrich (St. Louis, MO,
USA).

For amplification of MYBL1 cDNA we used
forward (5-TTGAAGGATGCGAAGAGGT-3') and
reverse (5'—CATCGATGCTGGCACTGAAA-3")
primers. The nucleotide sequences of these prim-
ers correspond to sequences 401-420 and 637-618 of
human MYBL1 cDNA (GenBank accession number
NM_001080416). The size of amplified fragment is
237 bp.

The amplification of TCF3 cDNA for real
time RCR analysis was performed using two
oligonucleotides primers: forward — 5'-ACAA-
GGAGCTCAGTFACCTC-3'" and reverse — 5'-CT-
GTFCGACTCAGTFAAGTEF-3". The nucleotide se-
quences of these primers correspond to sequences
107-126 and 326-307 of human TCF3 cDNA (Gen-
Bank accession number NM_003200). The size of
amplified fragment is 220 bp.

The amplification of TCF8 cDNA for real time
RCR analysis was performed using two oligonucleo-
tides primers: forward — 5~CAGGGAGGAGCAGT-
FAAAGA-3" and reverse — 5~CTCTTCAGGTFC-
CTCAGGAA-3'". The nucleotide sequences of these
primers correspond to sequences 209-228 and 438-
419 of human TCF8 cDNA (GenBank accession
number NM_030751). The size of amplified frag-
ment is 230 bp.

For amplification of SNAI2 cDNA we used for-
ward (5-CCTGGTTGCTTCAAGGACAC-3’ and
reverse (5-AGCAGCCAGATTCCTCATGT-3")
primers. The nucleotide sequences of these primers
correspond to sequences 765-784 and 968-949 of
human SNAI2 cDNA (GenBank accession number
NM_003068). The size of amplified fragment is
204 bp.

For amplification of MEST cDNA we used for-
ward (5-TTGGCTTCAGTGACAAACCG-3' and
reverse (5-TGACAGCACACCTCCATCTT-3')
primers. The nucleotide sequences of these primers
correspond to sequences 576-595 and 859-840 of
human MEST cDNA (GenBank accession number
NM_002402). The size of amplified fragment is
284 bp.

The amplification of GTF2F2 cDNA was
performed using two oligonucleotide primers: for-
ward — 5'-GGAGTGTGGCTAGTCAAGGT-3' and
reverse — 5~“GCACTGACTGAAGCTGGTTT-3".
The nucleotide sequences of these primers cor-
respond to sequences 209-228 and 390-371 of hu-
man GTF2F2 cDNA (GenBank accession number
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NM _004128). The size of amplified fragment is 182
bp.

For amplification of GTF2B cDNA we used
forward (5'-TCTGTTGTGTCTTGTTGCGG-3' and
reverse (5-GTTCGCCATTCAGATCCCAC-3')
primers. The nucleotide sequences of these prim-
ers correspond to sequences 80-99 and 280-261 of
human GTF2B cDNA (GenBank accession num-
ber NM_001514). The size of amplified fragment is
201 bp.

The amplification of B-actin (ACTB) cDNA
was performed using forward — 5~GGACTTCGAG-
CAAGAGATGG-3' and reverse — S~ AGCACTGT-
GTTGGCGTACAG-3' primers. These primer nucle-
otide sequences correspond to 747-766 and 980-961
of human ACTB cDNA (GenBank accession num-
ber NM_001101). The size of amplified fragment is
234 bp. The expression of B-actin mRNA was used
as control of analyzed RNA quantity.

Quantitative PCR analysis was performed
using a special computer program “Differential ex-
pression calculator”. The values of MYBL1, TCF3,
TCF8, SNAI2, MEST, GTF2B, GTF2F2 and ACTB
gene expressions were normalized to the expres-
sion of B-actin mRNA and represented as percent of
control (100 %). All values are expressed as mean *
SEM from triplicate measurements performed in 4
independent experiments.

Statistical analysis. The statistical hypotheses
were tested using the STATISTICA v.7 for every
gene: MEST, MYBL1, TCF3, TCF8, GTF2B, SNAIZ2,
and GTF2F2. The samples were normally distribu-
ted. It follows from the sampling process and testing
with Normal-Probability Plot. Effect of hypoxia in
dnERNT1 cells was evaluated with Wald-Wolfowitz
and Mann-Whitney tests as a nonparametric alterna-
tive to the t-test for independent samples. All three
tests delivered similar outcomes.

Results and Discussion

We investigated the effect of hypoxic condi-
tions on the expression of a subset of genes enco-
ding proliferation and migration related transcrip-
tion factors as well as a potential tumor suppressor
MEST in U87 glioma cells in relation to functional
activity of IRE1 signaling enzyme. We determined,
that in control U87 glioma cells, transfected with
an empty pcDNA3.1 vector, hypoxia led to a mode-
rate down-regulation (-32%) of the expression of
MYBL1 mRNA (Fig. 1). In cells with IREL/ERN1
knockdown (dnERNZ1) we also observed a decreased

expression of this transcription factor (-23%) under
hypoxic conditions, in comparison to cells cultivated
with normal amounts of oxygen. Therefore, inhibi-
tion of IREL1 signaling enzyme in glioma cells did
not significantly affect the hypoxic regulation of
MYBL1 expression, though in glioma cells with
IRE1 knockdown we observed a 6-fold increase in
MYBL1 mRNA levels in comparison to cells, ex-
pressing native IRE1 (Fig. 1).

As shown in Fig. 2, hypoxia did not affect the
expression levels of TCF3 mRNA in control U87
glioma cells. However, inhibition of IRE1 kinase and
RNase introduced sensitivity to hypoxia of this gene
expression. Namely, mRNA levels of TCF3 tran-
scription factor in dnERN1 glioma cells were up-
regulated (+32%) under hypoxic conditions (Fig. 2).
Therefore, in case of TCF3, treatment with hypoxia
augmented the effect of IREI inhibition on the ex-
pression of this gene.

We demonstrate, that hypoxia led to a marked
(-58%) down-regulation of TCF8 expression in U87
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Fig. 1. Effect of hypoxia (3% oxygen — 16 h) on the
expression level of transcription factor MYBL1 in
control U87 glioma cells (Vector) and cells with inhi-
bition of IREI/JERN1 enzymatic activities (dNERN1)
measured by gPCR. The values of MYBL1 mRNA
expression were normalized to f-actin mRNA level
and presented as percent of control (100%); n = 4
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Fig. 2. Effect of hypoxia (3% oxygen — 16 h) on the
expression level of transcription factor TCF3 in con-
trol U87 glioma cells (Vector) and cells with inhibi-
tion of IREX/ERN1 enzymatic activities (dnERN1)
measured by gPCR. The values of TCF3 mRNA
expression were normalized to [-actin mRNA level
and presented as percent of control (100%); n = 4

glioma cells (Fig. 3). In cells, expressing dominant-
negative IREL/ERN1, we observed decreased ex-
pression of this transcription factor mMRNA (-28%)
under hypoxic conditions in comparison to dnERN1
cells, which were cultivated with normal amounts of
oxygen (Fig. 3). Thus, we can conclude, that IRE1
inhibition in U87 glioma cells decreased the sensi-
tivity of TCF8 expression to hypoxia.

We observed, that low levels of oxygen led to a
marked (+74%) up-regulation of SNAI2 mMRNA ex-
pression in U87 glioma cells, transfected with empty
vector (Fig 4). At the same time, in dnERN1 cells
hypoxic conditions led only to a 16% increase in ex-
pression of this transcription factor mRNA (Fig.4).
Therefore, as in case of TCF8 inhibition of IRE1
signaling enzyme in glioma cells led to decreased
sensitivity of SNAI2 expression to hypoxia. At the
same time, in glioma cells with IRE1 knockdown
we observed a prominent up-regulation of SNAI2
expression in comparison to control cells with na-

56

250
-

3

5 P<0.005 P <0.005
5 200 ' 1
2

§

2

2

& 150

b

<

=

©

H P<0.05

=

g 10

3

Control 1 Control 2

Hypoxia
dnERN1

Hypoxia
Vector

TCF8

Fig. 3. Effect of hypoxia (3% oxygen — 16 h) on the
expression level of transcription factor TCF8 in con-
trol U87 glioma cells (Vector) and cells with inhibi-
tion of IREX/ERN1 enzymatic activities (dnERN1)
measured by gPCR. The values of TCF8 mRNA
expression were normalized to f-actin mRNA level
and presented as percent of control (100%); n = 4

tive IRE1 (Fig. 4). Moreover, hypoxic treatment of
dnERNT cells augmented the effect of IRE1 inhibi-
tion on the expression of SNAI2.

In case of potential tumor suppressor MEST,
its expression was up-regulated almost 2-fold in U87
glioma cells subjected to hypoxia (Fig. 5). Inhibi-
tion of IRE1 signaling enzyme in glioma cells led to
more than 8-fold increase in expression of its MRNA
in comparison to cells with native IRE1 (Fig. 5). Fur-
thermore, hypoxic treatment of dnERNL1 cells re-
sulted in 28% increase in MEST expression (Fig. 5).
Thus, we can conclude, that IRE1 knockdown de-
creased the sensitivity of this gene’s expression to
hypoxia in U87 glioma cells.

Hypoxia did not affect significantly the ex-
pression of general transcription factor 2B in U87
glioma cells with native IRE1 (Fig. 6). Upon inhibi-
tion of IRE1 we observed a 60% decrease in expres-
sion of this transcription factor, and hypoxia slightly
increases the expression of GTF2B gene in glioma
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Fig. 4. Effect of hypoxia (3% oxygen — 16 h) on the
expression level of transcription factor SNAI2 in
control U87 glioma cells (Vector) and cells with inhi-
bition of IREVERN1 enzymatic activities (dnERN1)
measured by gqPCR. The values of SNAI2 mRNA
expression were normalized to [-actin mRNA level
and presented as percent of control (100%); n = 4

cells with IRE1 knockdown (Fig. 6). In contrast,
treatment with hypoxia led to a 46% decrease in
GTF2F2 mRNA expression in glioma cells (Fig. 7).
Moreover, in dnERN1 glioma cells, subjected to hy-
poxia, the expression of GTF2F2 was further down-
regulated (-64%) in comparison to control dnERN1
cells, cultivated with normal amounts of oxygen
(Fig. 6). Thus, the hypoxic regulation of GTF2F2
expression in glioma cells is IRE1-dependent and
inhibition of IRE1 increases the effect of hypoxia on
the expression of this transcription factor.

In this work we studied the expression of a
number of proliferation-related transcription factor
genes, as well as of a potential tumor suppressor
MEST in U87 glioma cells with an unaltered IRE1
signaling enzyme and in cells with IRE1 knockdown
upon hypoxic conditions. The aim of the study was
to evaluate the effect of IRE1 inhibition on the hy-
poxic regulation of the expression of selected genes,
as both hypoxia and ER stress are key factors, which
control cellular proliferation and tumor growth in
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Fig. 5. Effect of hypoxia (3% oxygen — 16 h) on the
expression level of gene MEST in control U87 glio-
ma cells (Vector) and cells with inhibition of IREL/
ERNL1 enzymatic activities (d(NERN1) measured by
gPCR. The values of MEST mRNA expression were
normalized to f-actin mRNA level and presented as
percent of control (100%); n = 4

gliomas and many other types of cancers [35-39].
The growing tumor utilizes the endoplasmic reticu-
lum stress and hypoxia responses to promote the for-
mation of new blood vessels, cellular proliferation,
as well as to acquire resistance to apoptosis [28, 33,
35]. Numerous data [35, 36, 38-40] are available that
cellular response to hypoxia is associated with ma-
lignant progression through the endoplasmic reticu-
lum stress signaling pathway, however, the precise
mechanism of such interconnection remains largely
unknown.

In this study we have demonstrated that the
expression of most studied genes, except TCF3 and
GTF2B in control glioma cells is affected by hypoxia
as compared to normoxic condition. For instance, the
expression levels of MEST and SNAI2 genes were
increased upon hypoxia in U87 glioma cells with na-
tive IRE1, whereas the relative mRNA levels of tran-
scription factors MYBL1, TCF8 and GTF2F2 were
decreased under hypoxic conditions in comparison
to control. Inhibition of IREL signaling enzyme in
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Fig. 6. Effect of hypoxia (3% oxygen — 16 h) on the
expression levels of transcription factors GTF2B in
control U87 glioma cells (Vector) and cells with inhi-
bition of IREVERN1 enzymatic activities (dnERNZ1)
measured by gPCR. The values of GTF2B mRNA
expression were normalized to f-actin mRNA level
and presented as percent of control (100%); n = 4

glioma cells did not significantly affect the hypoxic
regulation of MYBLL1 expression.

In case of TCF3 and GTF2B transcription fac-
tors, inhibition of IRE1 signaling enzyme intro-
duces the hypoxic regulation of the expression of
these genes. In contrast, IRE1 knockdown in U87
glioma cells decreased the sensitivity of TCF8,
SNAI2 and MEST expression to hypoxia. Only in
case of GTF2F2 transcription factor IREL inhibi-
tion resulted in increased sensitivity of this gene’s
expression to hypoxia in glioma cells.

It is interesting to note, that in all cases treat-
ment with hypoxia did not abolish the effect of IRE1
knockdown on the expression of studied genes.
Moreover, in case of pro-migratory transcription
factors TCF3 and SNAI2, hypoxic treatment of
dnERNTI cells augmented the effect of IRE1 inhibi-
tion on the expression of these genes. It is known,
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Fig. 7. Effect of hypoxia (3% oxygen — 16 h) on the
expression levels of transcription factors GTF2B
and GTF2F2 in control U87 glioma cells (Vector)
and cells with inhibition of IREL/JERN1 enzymatic
activities (dnERN1) measured by gPCR. The val-
ues of GTF2B and GTF2F2 mRNA expression were
normalized to f-actin mRNA level and presented as
percent of control (100%); n = 4

that suppression of IREL enzymatic activities in
gliomas leads to the inhibition of tumor neovascu-
larization together with the development of a more
invasive phenotype [33, 34]. It is reasonable to sug-
gest, that combined impact of hypoxia and IRE1
inhibition on the expression of key pro-migratory
transcription factors may contribute to the increased
migration potential of IRE1 knockdown glioma cells.

The present study demonstrates that hypoxia,
which is a major factor influencing glioma growth,
affects almost all studied genes expression and that
inhibition of IRE1 modifies the hypoxic regulation
of these gene expressions in gene specific manner.
However, little is known about the detailed molecu-
lar mechanisms of IRE1-mediated hypoxic regula-
tion of these genes.
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Hocaimxeno BB npurHiveHHs IRE1I/ERNI1
(inositol requiring enzyme 1/ endoplasmic reticulum
to nucleus signaling 1) Ha TIMOKCUYHY peTyJIAIIiI0
eKcrpecii HHU3KM TeHiB, NPUYETHUX [0 KOHTPO-
o mpomidepartii Ta mirpamii, B KJIITHHAX TITIOMHA
ninii U87. [loka3aHo, M0 TiMOKCisl TPU3BOAUTH 10
3poctanHs ekcripecii reriB MEST ta SNAI2 Ta no
3amkeHHs excrpecii reHiB MYBLL, TCF8 i GTF2F2
Ha piBHI MPHK y KOHTpOIBHUX KIITHHAX TIIOMU.
VY Toif camuii yac TiNOKCisi HE YMHHUTH BIUIMBY Ha
EKCIIpecito TeHIB TPaHCKPUIIIHHUX (aKTOpiB
TCF3 Tta GTF2B. V cBoro depry iHriOyBaHHS
IRE1 Mommdikye BIUIIMB TiMOKCii Ha EKCIIPEeciro
BCiX JIOCHIPKYBaHHUX TeHiB, 3a BuHHsATKOM MYBL1
ta GTF2B. 3okpema, BukiroueHHs: [IREl 3mMmKYE
gyTnuBicTh ekcrpecii reniB MEST, TCF8 ta SNAI2
JI0 TIiMOKcii 1, HaBMaKkW, MiABUIIYE UYYTIUBICTH
excrpecii rena GTF2F2 nmo nii mporo 4YWHHHKA.
Bonnodac inribyBanus IRE] iHimifoe TinmokcnuHy
perynsniro excrupecii rema TCF3 B kmitmHax
rmiomu. llokazano, mo mnpurHivenns I[REl vy
KJTITHHAX TIIOMH Ma€ Pi3HOCTIPSIMOBAHUH BITJIUB Ha
TIMTOKCHYHY PETYIISAIiI0 eKCIpecii JOCIiKyBaHUX
TeHiB, OIHAK, TIMOKCis B KOMTHOMY pa3i HE yCyBae
BrutuBy npurHideHHs IRE1 Ha ix excrpecito. Ha-
Braku, y pasi 3 SNAI2, GTF2F2 ta MEST ymoBu
rimokcii mocmrooTh edext npuraideHHs IRE1 Ha
X eKCIpecito B KIITHHAX TIIIOMH.

KnouoBi cmoBa: ekcnpecis MPHK,
MYBL1, TCF3, TCF8, SNAI2, GTF2B, GTF2F2,
MEST, npurniuenns IREl, rinokcis, KJIiTHHU
TITIOMU.

I'MIIOKCUYECKAMA PET'YJIALUA
SKCHOPECCHUU 'EHOB MYBL1, MEST,
TCF3, TCF8, GTF2B, GTF2F2 U SNAI2
B KVIETKAX I'VIMOMBI U87 ITPU
NHI'MBUPOBAHUU IRE1

O. I’ Munuenxo', /1. O. [{pimo6ar,
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NucturyTt 6noxumuu um. A. B. Tannaauua
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2HanuoHa bHBIH METUIIHHCKUH YHUBEPCUTET
uMm. A. A. boromonsia, Kues, Ykpauna;
SHaunoHaIbHBIN YHHBEPCUTET MHUIIEBBIX
texnosoruii, Kues, Ykpauna

Uccnenoano Bimsinue yrHeteHus [REL/
ERNL1 (inositol requiring enzyme 1/ endoplasmic
reticulum to nucleus signaling 1) Ha THTIOKCHYECKYTO
PETYJISIIMIO 3KCIIPECCUU PsAZla TEHOB, IPUYACTHBIX
K KOHTPOJIIO Iponudepauud 1 MUTPALlUH, B KIET-
kax riauoMsl 1uHuM U87. [loka3aHo, 4TO THITOKCHS
BEAET K YBEIMUYCHHUIO YPOBHS SKCIPECCHH I'€HOB
MEST u SNAI2, u K CHI)KEHUIO YPOBHEH SKCIpec-
cuu MYBL1, TCF8 u GTF2F2 na ypoae MPHK B
KOHTPOJIBHBIX KJIETKaxX IMTMOMBL. B TO ke Bpems,
TUIIOKCHSI HE BIMSIET Ha 3KCIIPECCUIO TPAaHCKPUIIIHU-
onnbIX GaktopoB TCF3 u GTF2B. B cBoto ouepenn
narnbompoanue [IREl monudunupyer Bausaue ru-
IIOKCUU Ha 3KCIIPECCHIO BCEX HMCCIEAYEMBIX I'€HOB,
kpome MYBL1 u GTF2B. B yacTHOCTH, BBIKJTIOUE-
Hue IRE] cHM)KaeT 4yBCTBUTENIBHOCTD 3KCIIPECCHU
regoB MEST, TCF8 u SNAI2 x rumokcuu u, Ha-
000pOT, MOBBIIIAET YYBCTBUTEIBHOCTD IKCIIPECCUN
reHa GTF2F2 x BausHHui0 nanHoro (aktopa. B To
ke BpeMst, nHruoupoBanue IRE1l waMIIMUpyeT r11-
TTOKCHYECKYI0 peryismnuio skcnpeccun reHa TCF3
B KJIeTKax rHoMbl. [Tokaszano, yto yruerenue IRE1
B KJETKax IJMOMBl HMEET pPa3HOHANpPaBICHHOE
BIIMSIHUE HAa TMIIOKCHMUYECKYIO PETYJISLHNIO SKCIIpec-
CHH HMCCJIEAYEMBbIX T'€HOB, OJHAKO, HU B OJHOM M3
Clly4yaeB I'MIIOKCHS HE HUBENUpPYyeT 3G PEeKT yraere-
uus IRE1 Ha ux skcnipeccutro. HaoGopor, B ciryuae
SNAI2, GTF2F2 u MEST ycnoBust THTIOKCUU YCH-
nuBaroT 3¢ dext yruerenus IREl Ha mux skxcmpec-
CHIO B KJIETKAX TJINOMBI.

Knrouesbie cuoBa: skcrpeccuss MPHK,
MYBL1, TCF3, TCF8, SNAI2, GTF2B, GTF2F2,
MEST, yruerenue IREI1, rumnokcus, KJICTKUA TIHO-
MBL.
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