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Abstract: Background: Nutritional deficiencies are frequently observed in patients with head and
neck cancer (HNC) undergoing radiation therapy. microRNAs (miRNAs) were found to play an
important role in the development of metabolic disorders throughout regulation of genes involved in
inflammatory responses. This study aimed to explore the correlation between pre-treatment miR-5682
expression and parameters reflecting nutritional deficits in laryngeal cancer (LC) patients subjected
to radiotherapy (RT). Methods: Expression of miR-5682 was analyzed in plasma samples of 56 male
LC individuals. Nutritional status of LC patients was assessed using anthropometric and laboratory
parameters, bioelectrical impedance analysis (BIA) and clinical questionnaires. Results: A high
expression of miR-5682 was associated with significantly lower values of BMI, fat mass, fat-free
mass and plasma albumin at selected periods of RT course. miR-5682 allowed us to distinguish
between patients classified with both SGA-C and low albumin level from other LC patients with 100%
sensitivity and 69.6% specificity (AUC = 0.820; p < 0.0001). Higher expression of studied miRNA
was significantly associated with shorter median overall survival (OS) in LC patients (HR = 2.26;
p = 0.008). Conclusions: analysis of miR-5682 expression demonstrates a potential clinical utility
in selection of LC patients suffering from nutritional deficiencies developing as a consequence of
RT-based therapy.

Keywords: cancer cachexia; malnutrition; radiotherapy; head and neck cancer; miRNA

1. Introduction

Malnutrition is a complex condition characterized by parallel loss of body weight
and muscle mass (with or without corresponding adipose tissue loss), and its severe stage
manifesting as cachexia cannot be completely reversed by normal dietary therapy [1,2].
Cancer malnutrition is defined as an imbalance between protein and energy turnover re-
sulting from decreased food intake and enhanced catabolic condition caused by a tumor [3].
Malnutrition is defined by a weight loss of at least 5% in last 6 months with correspond-
ing depletion of muscle function and systemic inflammatory response [4]. Additionally,
malnutrition or cachexia refers to 70% of all cancer patients, and accounts for up to 22% of
cancer mortality [1]. Head and neck cancer (HNC) is the sixth most commonly diagnosed
neoplasm worldwide, and more than 90% of all HNCs represent squamous cell histology.
HNC include cancers most frequently locating in the region of larynx (30-40%) [5,6]. Ap-
proximately 60% of cases are locally advanced or metastatic laryngeal cancer (LC) (stage
III or IV) at the time of diagnosis [7]. Malnutrition in LC patients is frequently caused by
the both difficulties in food intake and swallowing, due to the anatomic location of the
tumor. Appetite loss and alterations regarding taste and smell senses are also important
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factors predisposing in this group of patients to the development of malnutrition [4]. Con-
versely, in 20.2-32.2% of therapy naive LC patients, cancer-related malnutrition or cachexia
is diagnosed [2,8]. Critical weight loss (CWL), defined either as an unintentional loss of
>5% of body weight in a one month or > 10% within last six months, occurs in 20-50%
of LC cases, and negatively affects patients’ survival [9,10]. Moreover, the percentage of
patients with CWL may increase to 72-88% as a consequence of therapy, mainly of radiation
therapy [10,11].

The immune system seems to play a leading role in the development of cancer-related
malnutrition and cachexia by the overproduction of various inflammatory mediators
(e.g., TNF-«, IL-1p3, IL-6, INFy). The concentration of pro-inflammatory cytokines grad-
ually increases during the cancer course, and can be also intensified by applied therapy,
mainly radiotherapy (RT) [12]. Specifically, RT-caused toxicity and therapy complica-
tions are commonly observed in malnourished LC patients, and affect either development
of malnutrition or accelerate its progression toward severe malnutrition or even cause
cachexia [11]. Malnutrition can be observed in 44-88% of HNC patients who received RT or
chemoradiotherapy (C-RT) [13]. The negative impact of malnutrition on patients’ clinical
picture and therapy outcomes encourages us to investigate biomarkers that could allow
for early detection of malnutrition at its initial stage, and then the selection of patients at
nutritional risk. Short (approximately 22 nucleotides in length), non-coding RNAs known
as microRNAs (miRNAs) involved in the post-translational control of genes participating
in the regulation of inflammatory response, metabolic conditions and therapy response are
the promising candidate biomarkers reflecting malnutrition in HNC [14]. Several miRNAs,
including miR-3184-3p, miR-423-3p, miR-1296-5p, miR-345-5p, miR-199a-3p, miR-423-5p,
miR-532-5p and let-7d-3p were identified as regulators of myogenesis, muscle metabolism,
and inflammatory course in cancer cachexia [15]. According to the bioinformatics (miRPath
v4.0), miR-5682 is involved in the regulation of expression of genes involved in protein
digestion and absorption process (KEGG term: hsa04974). By downregulation of ESL gene
and COL gene family, the studied miRNA can lead to decrease in absorption of dietary
proteins and, thus, participating in protein depletion (e.g., in the muscle tissue) under the
malnutrition process. Additionally, for Wikipathays analysis, the top enrichment terms are
as follows: factors and pathways affecting insulin-like growth factor (IGF1)-Akt signaling,
PI3K-Akt signaling pathway, and Inflammatory response pathway. Based on the other
bioinformatics tool (using TargetScan Human 7.2), it can be postulated that miR-5682 could
potentially participate in the regulation of the following genes regulating inflammatory
response: TNFRSF1A, TNFRSF11A, TNFSF18, TNFRSF9, ILIRAP, IL1B, IL6ST, IRAKS,
NFKBIA, TLR4. In the present study, we investigated the relationship between expression
ofmiR-5682 and presence of nutritional disorders in patients subjected to RT-based ther-
apy due to advanced LC. The secondary objective was to evaluate the prognostic role of
miR-5682 in this group of patients.

2. Material and Methods
2.1. Study Group

The study group included 56 surgically treated male LC patients (mean age: 66 years)
with a locally advanced or advanced stage of the disease. All study participants were
treated by an RT-based therapy regimen between 2014 to 2017 at the Department of Oncol-
ogy of the Medical University of Lublin. The specific inclusion criteria for the study were
defined as follows: age > 18 years, male gender, histopathologically confirmed cancer in
the larynx, locally advanced or advanced stage of the disease according to the TNM classifi-
cation (8th edition: III-1V), treatment protocol based on intensity-modulated radiotherapy
(IMRT) technique, with or without sequential and/or simultaneous chemotherapy, and
receiving the complete radiation dose (7 weeks of treatment). The exclusion criteria were
as follows: autoimmune diseases, presence of any concomitant cancer or previous cancer,
poor performance status, withdrawal from RT due to severe toxicity. The International
Statistical Classification of Diseases and Related Health Problems (ICD) scale for assessment
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of alcohol consumption was used. The patient’s performance status (PS) was evaluated
according to the Eastern Cooperative Oncology Group (ECOG-WHO) scale. The study
protocol was approved by the Bioethical Commission at the Medical University of Lublin
(no of consent: KE-0254/64/2017). Before the enrolment to the study group, all patients
signed informed consent. Detailed characteristics of study group are presented in Table 1.

Table 1. Detailed characteristics of the studied group.

Factor n =56 (%)
Median (range) 65 (42-87)
Age [years] >65 42 (75%)
<65 14 (25%)
T1 2 (3.6%)
T2 12 (21.4%)
T stage e 20 (35.7%)
T4 22 (39.3%)
NO 28 (50%)
N1 10 (17.9%)
Nstage N2 16 (28.6%)
N3 2 (3.6%)
Mx 2 (3.6%)
M stage MO 52 (92.9%)
M1 2 (3.6%)
I 26 (46.4%)
Disease stage (TNM) IVA 26 (46.4%)
IVB 4(7.1%)
<1 52 (92.9%)
Performance status (PS) 1 4(7.1%)
Surgery + RT 33 (58.9%)
Type of treatment Surgery + C-RT 23 (41.1%)
. Yes 32 (57.1%)
Alcohol consumption No 24 (42.9%)
Smoker 42 (75%)
Non-smoker 14 (25%)
Smoking status
Current smoker 40 (95.2%)
Former smoker 2 (4.8%)
Relative expression of Mean + SD 295+ 1.56
miRNA-5682 median (range) 1.29 (0.01-18.19)

Abbreviations: C-RT—chemoradiotherapy; ECOG—Eastern Cooperative Oncology Group; M—metastatic spread;
N—Ilymph node involvement; RT—radiotherapy; SD—standard deviation; T—tumor site and size; TNM tumor,
node, and metastasis staging.

2.2. Treatment Protocol

All of the patients were treated with the IMRT-based technique using the ONCOR
(Siemens) linear accelerator. A total of 54-70 Gy (~2 Gy daily) doses were administrated.
The group with advanced cancer received 35 fractions of irradiation on tumors and enlarged
lymph nodes (total 70 Gy). Post-surgical patients with volume risk received 33 fractions of
irradiation for a total dosage of 66 Gy. The groups with an average and low risk received
irradiation doses of 60 and 54 Gy, respectively. Elective lymph nodes were treated with
either 54 or 60 Gy. Selected patients received cisplatin and 5-fluorouracil, in addition to
IMRT in 14 cycles of chemotherapy (C-RT). The entire therapy regimen lasts 7 weeks in all
scheduled patients.
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2.3. Nutritional Status Assessment

The nutritional status of the patients was evaluated using anthropometric parameters
(body mass, body mass index (BMI)), laboratory testing, and bioelectrical impedance
analysis (BIA) for each patient on the same day (from 24 to 48 h before the start of
RT). Moreover, according to the SGA questionnaire, participants were divided into three
groups: well-nourished (SGA-A), moderately malnourished (SGA-B), and severely mal-
nourished (SGA-C). Furthermore, the prediction risk of malnutrition was assessed using
the NRS-2002. Nutritional risk index (NRI) was calculated using the following formula:
NRI = [1.519 X serum albumin (g/L)] + 41.7 X (current weight/usual weight) in order
to assess malnutrition risk. According to the NRI score, patients were divided into four
groups: no risk (>100), mild risk (97.5-100), moderate risk (83.5-97.5), and severe risk
(<83.5) of malnutrition. A weight loss of >5% since the start of RT to week IV or >6.25% to
week VII was defined as critical weight loss (CWL). During laboratory examination, the
serum concentration of albumin, prealbumin, total protein (ITP), transferrin, and C-reactive
protein (CRP) was analyzed. Anthropometrical parameters included body mass index
(BMI), body weight, and weight loss during the RT course.

2.4. Bioelectrical Impendence Analysis

Body composition parameters were obtained from BIA before, during and after the
commencement of RT (week L, IV and VII). ImpediMed bioimpedance analysis SFB7 BioImp
v1.55 device (Pinkenba, QLD, Australia) was used for BIA. The following parameters
reflecting patients’ nutritional status were obtained from BIA: fat-free mass (FFM) and fat
mass (FM). Fat-free mass index (FFMI) and the normalized fat-free mass index (nFFMI)
were calculated using the following formula: FFMI [kg/ m?] = FFM [kgl/ (height [m])%;
nFFMI [kg/m?] = FFMI [kg/m?] + 6.1 x (1.8 — height [m]).

2.5. miRNA Expression Analysis

A total of 5 mL of whole blood was collected from all patients before the initiation of
RT. Then, plasma samples were collected and stored at —80 °C until the miRNA isolation.
miRNeasy Serum/Plasma Kit (Qiagen, Hilden, Germany) was used for miRNA purification
from 200 pL of plasma according to the manufacturer’s protocol. Purified miRNA were
reverse transcribed into complementary DNA (cDNA) with a dedicated kit (TagMan
Advanced miRNA cDNA Synthesis Kit, Thermo Fisher Scientific, Waltham, MA, USA).
The amplification of targeted sequences was performed on a StepOnePlus device (Applied
Biosystems, Foster City, CA, USA) using TagMan Fast Advanced Master Mix (Thermo
Fisher Scientific, Waltham, MA, USA) and TagMan Advanced miRNA Assay probes (Assay
name: hsa-miR-5682; Assay ID: 480144_mir; Thermo Fisher Scientific, Waltham, MA, USA)
(Figure S1). Each sample was analyzed in triplicate. The expression level of miR-5682 was
normalized on miR-26a-3p (internal reaction control) using 27AACt gand 27AC formulas.

2.6. Statistical Analysis

MedCalc v.15.8 computer software (MedCalc Software, Oostende, Belgium) was used
in order to perform statistical analysis and generate figures. Results demonstrating p < 0.05
were considered statistically significant. Comparisons of the expression of the studied
miRNA depending on clinical-demographic factors and nutritional status were analyzed
by the U Mann-Whitney or the Kruskal-Wallis tests. Correlation between the miR-5682
expression, clinical-demographic factors, and nutritional status of patients were performed
with Spearman’s rank correlation. Receiver operating curves (ROC) were used to determine
the cut-off points and evaluate the diagnostic accuracy of miR-5682 in the detection of
nutritional disorders in the studied patients. Kaplan-Meier estimator and Cox logistic
regression models (with the calculation of the hazard ratio (HR) with 95% CI) were applied
to assess factors affecting patients’ survival.
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3. Results
3.1. Nutritional Assessment

Before RT, among the studied individuals, patients with moderate (SGA-B; 39.3%) and
severe (SGA-C; 46.4%) malnutrition according to SGA scale predominated, and 39.3% of pa-
tients demonstrated CWL. In turn, after completion of the treatment (week VII), 18 patients
with moderate (SGA-B; 32.1%) and 38 patients with severe malnutrition (SGA-C; 67.9%)
were reported based on the SGA evaluation. We recorded that, of eight patients who were
diagnosed as well-nourished (SGA-A) before RT, all of them were then found malnourished.
Two of them were diagnosed moderately malnourished (SGA-B; 25%), whereas six others
were severely malnourished (SGA-C; 75%) after the completion of treatment. Moreover,
6 out of 22 patients (27.3%) classified to SGA-B group prior to treatment were qualified to
SGA-C after the completion of RT. In addition, 75% of patients had moderate and 10.7%
had severe risk of malnutrition, as evidenced by NRI assessment. On the other hand, only
28.6% of patients had higher risk of nutritional disorders (defined as NRS > 3) according
to NRS-2002. Severely malnourished (SGA-C) patients had significantly lower plasma
albumin concentration measured at week I compared to moderately (SGA-B) and well-
nourished (SGA-A) patients (median: 3.22 vs. 3.31 vs. 3.82; p = 0.0001, respectively). After
completion of the treatment, we observed non-significantly higher albumin concentrations
in the SGA-C group compared to moderately malnourished patients. After the RT course,
patients in SGA-C group had insignificantly higher plasma albumin concentration, in
contrast to SGA-B individuals (median: 3.11 vs. 3.21; p = 0.293). We also recorded that, prior
to the RT, plasma albumin concentration was within the normal range in 44/56 (78.6%)
patients; however, after the completion of RT, this percentage decreased to 20/56 (35.7%);
p < 0.001. Detailed nutritional characteristics of patients are summarized in Table 2.

Table 2. Baseline nutritional characteristics of the male LC patients.

Factor n =56 (%)
. Mean + SD, 64.73 + 11.83
Weight kgl median (range) 64.75 (43-91)
Mean=+ SD 22.99 +4.32
Body mass index (BMI) median (range) 18.5 (14.53-34.37)
[kg/m?] >18.5 44 (78.6%)
<18.5 12 (21.4%)
Subjective Global Assessment A 8 (143 ﬁo)
(SGA) B 22 (39.3%)
C 26 (46.4%)
2 40 (71.4%)
Nutritional Risk Score 3 12 (21.4%)
(NRS-2002) 4 2 (3.6%)
5 2 (3.6%)
. . Yes 22 (39.3%)
Critical weight loss (CWL) No 34 (60.7%)
Mild 8 (14.3%)
Nutritional Risk Index (NRI) Moderate 42 (75%)
Severe 6 (10.7%)
Mean + SD 18.59 + 8.05
FM [kgl median (range) 18.48 (7.27-34.25)
Mean + SD 4821 £ 6.72
FFM [kgl median (range) 46.79 (30.31-60.64)
FFMI [kg/m?] Mean + SD 16.85 £ 2.13

median (range)

16.59 (11.55-20.99)
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Table 2. Cont.

Factor n =56 (%)
coma M A
i
Transferrin [g/L] mlz(ljﬁzﬁ (irasnlge) 2.2433( 1i2(1354§ |

Abbreviations: BMI—body mass index; CRP—C-reactive protein; C-RT—chemoradiotherapy; FFM—fat-free
mass; FFMI—fat-free mass index; FM—fat mass; nFFMI—normalized fat-free mass index; CWL—critical weight
loss; ECOG—Eastern Cooperative Oncology Group; M—metastatic spread; N—lymph node involvement;
NRI—nutrition risk index; NRS-2002—Nutritional Risk Screening 2002; RT—radiotherapy; SD—standard devi-
ation; SGA—subjective global assessment; T—tumor site and size; TNM tumor, node, and metastasis staging;
TP—total protein.

3.2. Relationship between Expression of miR-5682 and Nutritional Status of LC Patients

We examined the relationship between the studied miRNA levels and the clinical
and demographic factors of LC male patients. We only noticed that patients with poorer
performance status according to the ECOG-WHO (>1) had significantly higher expression
of miR-5682 compared to the others (median: 1.08 vs. 5.94; p = 0.015) (Table S1).

In order to compare the nutritional status of LC patients at different RT- measurement
points according to the miR-5682 expression, patients were divided into the two following
groups, depending on median miRNA expression (median: 1.29) measured prior to RT:
with either low (<1.29) or high (>1.29) miRNA expression. In our study 28 patients had
low and 28 had high expression of studied miRNA (Table 3). Individuals who had low
miR-5682 expression level presented significantly higher BMI before the commencement of
RT (week I) (median: 23.78 vs. 21.96 kg/ m?; p = 0.018), at the fourth week (IV) of treatment
(median: 22.67 vs. 19.82 kg/m?; p = 0.009), and after the completion of therapy (week
VII) (median: 21.77 vs. 18.84 kg/m?; p = 0.023) compared to subjects with a high miRNA
level. Patients with greater FM at week I had significantly lower expression of the studied
miRNA compared to males with lower FM values (median: 23.5 vs. 14.26 kg; p = 0.027).
Moreover, patients with low miR-5682 expression had significantly greater FM measured
at the IVth week of the treatment (median: 20.47 vs. 14.02 kg; p = 0.011). In addition, male
subjects with low expression of miR-5682 had significantly greater FFM values measured
both at the IVth week of RT (median: 50.47 vs. 42.51 kg; p = 0.011) and after the completion
of treatment (VII) (median: 53.41 vs. 44.91 kg; p = 0.009), comparing between patients
whose miR-5682 expression level was higher. Patients with high expression of the miRNA
had higher median FFMI value measuring at the IVth week of RT (17.07 vs. 15.04 kg/m?;
p = 0.006) and after the end of treatment (week VII) (18.56 vs. 15.04 kg/ m?; p =0.038). LC
patients with low miRNA expression also demonstrated greater nFFMI values during the
therapy course (week IV) and after the completion of treatment (week VII), in contrast to
other patients, whose miR-5682 expression level was high (median: 17.07 vs. 15.04 kg/ m?;
p =0.006 and 19.11 vs. 15.68 kg/m?; p = 0.005, respectively).



Genes 2024, 15, 556 7 of 14

Table 3. Differences in nutritional status between patients with high and low expression of miR-5682
measured at the different points of RT-based therapy (weeks: I, IV and VII).

miR-5682 Expression

Measurement

Low

Factor (Week) Medliilr%l(lIQR) Median (IQR) g
(n =28) (n=28)

I 62 (54-72) 68 (59.5-71.5) 0.455

Weight [kg] v 60.5 (52-68) 65 (55.5-67.75) 0.323
VII 56 (51-66) 62 (54.25-68) 0.285

-1V 4.58 (1.49-10.52) 3.38 (1.92-8.69) 0.947

Wetlri};fﬂlr‘:sz &‘;:}ng IV-VII 3.84 (2-7.69) 3.92 (1.59-9.37) 0.818
-VII 6.27 (3.70-13.64) 4.35 (2.08-11.94) 0.512
I 21.96 (17.96-23.46) 23.78 (22.36-26.51) 0.018*
BMI [kg/m?] v 19.82 (18.31-22.98) 22.67 (20.89-23.53) 0.009 *
VII 18.84 (16.79-23.11) 21.77 (19.56-24.09) 0.023 *
I 14.26 (9.63-22.29) 23.50 (18.35-31.30) 0.027 *
FM [kg] v 14.02 (10.74-22.59) 20.47 (13.35-23.82) 0.011 *
VII 13.46 (12.56-20.78) 14.81 (11.37-18.49) 0.857

I 24.76 (21.97-29.36) 30.07 (24.12-34.61) 0.101

FM [%] v 24.46 (20.73-35.04) 32.63 (23.55-37.27) 0.344
VII 25.08 (22.77-28.54) 24.29 (18.91-25.61) 0.071

I 46.60 (42.71-53.47) 47.57 (44.98-53.7) 0.212

FFM [kg] v 42,51 (39.75-46.29) 50.47 (42.78-52.03) 0.011 *
VII 44.91 (38.57-47.79) 53.41 (44.44-55.36) 0.009 *

I 75.19 (70.66-82.13) 69.80 (65.15-75.88) 0.076

FFM [%] v 75.71 (64.56-79.73) 67.65 (64.93-75.11) 0.149
VII 75.04 (71.05-77.82) 75.68 (74.64-80.29) 0.071

I 16.59 (15.98-17.32) 16.64 (15.37-18.57) 0.533

FFMI [kg/m?] v 15.04 (13.67-16.21) 17.07 (15.04-18.69) 0.006 *
VII 15.04 (14.28-16.62) 18.56 (16.5-18.92) 0.038 *

I 17.20 (16.57-18.46) 17.61 (15.93-18.81) 0.446

nFFMI [kg/m?] \Y 15.6 (14.22-16.88) 17.50 (15.68-19.54) 0.019 *
VII 15.68 (13.91-16.50) 19.11 (17.36-19.65) 0.005 *

CRP [mg/L] I 5.69 (1.55-7.22) 3.98 (1.25-11.86) 0.047 *
I 6.63 (6.30-7.10) 6.59 (6.10-6.84) 0.309

TP [g/L] v 6.61 (6.18-7.24) 6.51 (6.42-6.82) 0.667
VII 6.17 (5.58-7.04) 6.67 (6.58-6.77) 0.085

I 3.22 (3.11-3.3) 3.37 (3.26-3.45) 0.094

Albumin [g/dL] Y 3.13 (2.94-3.49) 3.4 (3.22-3.46) 0.183
VII 2.98 (2.8-3.25) 3.39 (3.07-3.5) 0.015*

*—statistically significant results. Abbreviations: BMI—body mass index; CRP—C reactive protein; FFM—fat-free
mass; FFMI—fat-free mass index; FM—fat mass; nFFMI—normalized fat-free mass index; IQR—interquartile
range; TP—total protein.
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Regarding the laboratory testing, patients with low miR-5682 expression had signifi-
cantly higher plasma albumin concentration after the VIIth week of treatment, in contrast to
the male with high miR-5682 expression (median: 3.39 vs. 2.98 g/dL; p = 0.015) and lower
plasma CRP concentration before the treatment (median: 3.98 vs. 5.69 mg/L; p = 0.047)
(Table 3).

Patients with both mild and severe malnutrition, as defined by SGA assessment,
showed significantly higher level of miR-5682 expression compared to well-nourished
patients (median: 1.55 vs. 0.88; p = 0.045). Moreover, male subjects with CWL had
significantly higher miR-5682 expression compared to patients with a lack of CWL (median:
1.37 vs. 0.52; p = 0.039) (Table 4).

Table 4. Comparisons of the relative expression of miR-5682 depending on values of parameters
reflecting patients’ nutritional status.

. Comparisons
Nutritional Parameters
Median (IQR) p
A 1.06 (0.41-2.35)
0.302
BorC 1.32 (0.32-4.32)
SGA
AorB 0.88 (0.32-2.34)
0.045*
C 1.55 (0.52-4.41)
A 1.06 (0.41-2.35)
SGA B 0.88 (0.22-2.34) 0.128 #
C 1.55 (0.52-4.41)
<3 1.38 (0.6-3.82)
NRS-2002 0.309
>3 0.91 (0.21-2.89)
Yes 1.37 (0.88-3.39)
CWL 0.039 *
No 0.52 (0.20-4.24)
>5 1.34 (0.81-2.74)
CRP [mg/L] 0.238
<5 0.85 (0.2-4.24)
>10 1.27 (0.52-1.37)
CRP [mg/L] 0.472
<10 1.49 (0.24-4.24)
) Yes 1.32 (0.81-4.67)
Weight loss 5% 0.373
No 1.10 (0.24-2.74)
. Yes 0.81 (0.22-4.99)
Weight loss 10% 0.791
No 1.31 (0.39-3.39)

*—statistically significant results; #—result calculated by Kruskal-Wallis test. Abbreviations: CRP—C reactive
protein; CWL—Critical Weight Loss; IQR—interquartile range; NRS-2002—Nutritional Risk Screening 2002;
SGA—Patient-Generated Subjective Global Assessment.

3.3. Correlation between miR-5682 Expression and Parameters Reflecting Nutritional Status

We recorded that miR-5682 expression negatively correlated with BMI at all analyzed
measurement points, as follows: I — rho = —0.270; p = 0.044, IV — rho = —0.331; p = 0.012
and VII — rho = —0.337; p = 0.011. A statistically significant negative correlation was also
found between the FM after the IVth week of RT and miR-5682 (rtho = —0.357; p = 0.015) and
a negative correlation between FFM and studied miRNA was found after the VIIth week of
the treatment (rho = —0.335; p = 0.022). A similar significant correlation was observed for
nFFMI after the VIIth week of RT (tho = —0.440; p = 0.002). Moreover, miR-5682 expression
negatively correlated with the both TP and albumin concentration at the VIIth measurement
point (tho = —0.333; p = 0.018 and rho = —0.442; p = 0.001, respectively). There was also a
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significant positive correlation between SGA scoring and miRNA expression (rho = 0.268;
p = 0.045) (Table S2).

3.4. Diagnostic Usefulness of the Assessment of mi-5682 Expression in Predicting Nutritional
Disorders and Its Prognostic Value

Before the commencement of RT (week I), expression level of miR-5682 allowed to
distinguish between patients demonstrating simultaneous presence of SGA-C score and
plasma albumin concentration <3.2 g/dL and other LC individuals with 100% sensitivity
and 69.6% specificity (AUC = 0.820; cut-off > 0.16; p < 0.0001) (Figure 1).

100 |-
B AUC =0.82
| sensitivity=100%
| specificity=69.6%
cutt off>0.16
80 - b < 0.0001
60 -
=
E B
= |
C
© B
w
40 -
20
0 I ] ] 1 I ] ] ] I ] ] ] I ] ] ] I ] ] ] I
0 20 40 60 80 100

100-Specificity

Figure 1. Diagnostic accuracy of miR-5682 conducted by ROC analysis with an AUC calculation. A
test for distinguish between patients qualified as severely malnourished (C group according to the
SGA scale) with corresponding low plasma albumin concentration and other patients.

The univariate survival analysis (Kaplan—-Meier log-rank test) demonstrated that
patients with N > 1 category and LC individuals with the M1 category had a significantly
higher (approximately 5.5- and 15-fold, respectively) risk of an early death incidence
(HR =5.49; p = 0.006 and HR = 14.54; p < 0.001, respectively) compared to other patients.
Moreover, patients with a high expression level of miR-5682 had significantly shorter
median overall survival (OS) in contrast to the individuals demonstrating low miRNA
expression (median OS: 38 months vs. 15 months; HR = 2.26; p = 0.008) (Figure 2). The
multivariate analysis (Cox proportional hazard model) selected N > 1 stage (HR = 19.13;
p =0.013), C-RT (HR = 8.65; p = 0.016) and a high miR-5682 expression level (HR = 3.82;
p = 0.012) were unfavorable dependent factors affecting patients” survival. The results
for overall survival analysis including univariate and multivariate model are presented
in Table 5.
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Figure 2. Kaplan-Meier estimator analysis presenting the relationship between miR-5682 expression
level and overall survival of LC patients.

Table 5. Significant parameters affecting OS of LC patients selected by uni- and multivariate analysis.

F Univariate Analysis Multivariate Analysis
actor
HR [95%CI] p HR [95%CI] P
Smoking history (yes) - NS
5.49 . 19.13 .
N stage (N1-3) [0.23-133.10] 0.006 [176-19657] 013
14.54 .
M stage (M1) [0.08-2505.86] <0.0001 - NS
8.65
Treatment (concurrent C-RT) - NS [1.52-49.37] 0.016 *
Relative expression of . 3.82 .
miR-5682 (high) 2.26 [1.14-4.52] 0.008 [133-10.93] 0.012

*—statistically significant results. ~Abbreviations: Cl—confidence interval; C-RT—chemoradiotherapy;
HR—hazard ratio; M—metastatic spread; N—lymph node involvement; NS—non-significant.

4. Discussion

Nutritional deficiencies are commonly diagnosed in HNC patients, and they are
exposed most frequently in LC individuals [16]. In addition, a specific tumor localization
spreading in the area of larynx directly impedes patients’ oral ingestion and alter appetite
and taste senses [17]. Moreover, malnutrition is a common problem in HNC patients who
undergo radiation therapy [18]. Nutritional deficits negatively affect not only both the
patient’s survival and quality of life, but they also lead to a higher risk of manifestation of
adverse effects of the treatment [17]. Treatment-related toxicity and the development of
tumor-promoting inflammation are believed as the leading mechanisms involved in the
development of nutritional deficiencies in RT-treated HNC patients.
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Recent studies evidenced that weight loss is a frequent event emerging as a result of
RT, and it can be found even in 57% of LC cases [19]. Moreover, pre-treatment BMI values
in LC patients were found higher compared to those measured after the completion of
RT (23.7 kg/m? vs. <20 kg/m?; p = 0.05) [10]. In the another study, in 44% of patients
with LC weight loss of at least 5% of the initial body mass was reported after completion
of RT. In total, 15% of the reported patients lost more than 10% of initial body weight as
a consequence of RT [19]. Currently, systemic inflammation is considered as a leading
mechanism contributing to development of nutritional disorders in cancer patients [20].
It was also recorded that RT-based therapy and its side-effects can promote inflammatory
response by the overproduction of pro-inflammatory agents. Specifically, increased levels
of pro-inflammatory cytokines (e.g., IL-6, TNF-«, INF-y) cause a gradual loss of adipose
and muscle tissue. Taking into consideration above-mentioned clinical challenges, the
investigation of reliable markers allowing for early detection of malnutrition in RT-treated
patients seems to be an urgency. Among the prospective biomarkers reflecting nutritional
deficits in cancer patients, miRNAs play a key role in the regulation of genes encoding
proteins that control the metabolism of adipocyte and muscle cells. They also regulate
inflammatory response; hence, miRNAs are believed as adequate biomarkers reflecting
malnutrition in cancer [21]. However, miRNAs have not been widely verified and accepted
as clinical diagnostic standards so far. According to the literature data, miR-29a, miR-21 and
miR-155, for instance, can play a putative role in the regulation of systemic inflammation
accompanying either malnutrition or cachexia [22,23]. Nevertheless, in the routine diag-
nostics of cancer patients the subjective tools (SGA, NRS questionnaires), anthropometric
measurements and laboratory parameters (albumin, CRP) are constantly used.

It should be noted that in the available literature data, there is a lack of studies
evaluating the relationship between miR-5682 expression and nutritional status of cancer
patients. We have only found that miR-5682 plays an important role in the regulation
of inflammatory responses via modulation of the interleukin 17 (IL-17) pathway [24].
Furthermore, it has been confirmed that IL-17 activates the JAK/STAT3 signaling pathway
during progression of muscle atrophy, and its high level also promotes inflammation in
visceral adipose tissue (VAT) and initiates lipolysis [25,26]. These observations seem to
partly meet results of bioinformatics findings.

Regarding the identified miRNAs as putative biomarkers of malnutrition, miR-130a
was examined in plasma samples of 70 patients with HNC, including 38 individuals (54.3%)
with tumor of the larynx. Patients with a decreased expression of miR-130a demonstrated
an increased body mass before RT compared to individuals with higher expression of this
miRNA (68.3 vs. 60.5 kg; p = 0.036). Additionally, a lower level of miR-130a expression
was related to a greater loss of body weight during treatment course [27]. In another study,
lower expression of miR-511-3p was observed in severely malnourished (according to SGA
scale) HNC patients (0.93 vs. 6.27; p = 0.0001). Additionally, this miRNA significantly
correlated with BMI (p = 0.013), albumin (p = 0.009), CRP (p = 0.004), FFM (p = 0.015), FEMI
(p = 0.049) and NRI (p = 0.0004) in HNC patients undergoing RT [28]. We observed higher
miR-5682 expression in LC subjects with severe malnutrition (SGA-C) compared to mildly
malnourished and well-nourished ones (SGA-A+B) (1.55 vs. 0.88; p = 0.045). In the study
conducted on a group of 56 men with HNC, the expression of miR-181a in plasma was
analyzed. Patients with high miR-181a level were characterized by lower FM (median:
39.15 vs. 47.01 kg; p = 0.003) and FFM (median: 14.03 vs. 45.99 kg; p = 0.01) after the seventh
week of RT [29]. In our study, parameters obtained from BIA (FM, FFM, FFM, nFFMI) were
recorded significantly reduced at different measurement points in patients demonstrating
higher expression level of miR-5682. The occurrence of nutritional deficiencies in HNC
patients was associated with the low blood concentration of albumin and CRP [30]. We
noticed a lower albumin concentration in patients with higher miR-5682 expression mea-
sured after completion of the treatment. Additionally, we recorded significant correlation
between miR-5682 expression and BMI, FM, FFM, nFFMI, TP and albumin. Analysis of
miRNAs can be used as a valuable tool for distinguish between well-nourished patients
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and individuals suffering from nutritional deficiencies [27,28]. ROC analysis for miR-5682
allowed us to distinguish between SGA-C patients with a corresponding presence of low
plasma albumin level (<3.2 g/dL) and other individuals with sensitivity of 100% and
specificity of 69.6% (AUC = 0.820). Focusing on a prognostic value of different miRNAs
in HNC, patients with lower expression of miR-130a had significantly shorter OS in con-
trast to those with higher miRNNA expression (median OS: 32.5 vs. 38 months; HR = 2.582;
p =0.087) [27]. Zhang et al. reported that higher expression of miR-23a was significantly
related to shorter 5 year OS compared to LC patients demonstrating lower expression of this
miRNA (HR =7.41; p < 0.001) [31]. Additionally, high expression of miR-149 was found to
be associated with shorter OS in LC patients [32]. Ding et al. also noted that LC patients
with high expression ofmiR-195 had longer OS compared to the other patients (median
OS: 57 vs. 39 moths; p = 0.015) [33]. We observed that males with high expression level
of miR-5682 had significantly shorted OS compared to individuals with low expression
(median OS: 15 vs. 38 months; HR = 2.26; p = 0.008).

5. Conclusions

Our study includes some limitations: the retrospective manner of the analysis, a small
sample size, and only male patients were recruited to study. The patients included in
the study are quite homogeneous in tumor stage and type of the treatment. Moreover,
we use only CRP plasma concentrations in order to assess the inflammation response.
Nevertheless, an analysis of miR-5682 expression demonstrates a potential clinical utility in
selection of LC patients suffering from nutritional deficiencies developing as a consequence
of RT-based therapy.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/genes15050556/s1, Table S1: Differences in miR-5682 expression
among patients with different clinical-demographic features; Table S2: Correlation between demo-
graphic, clinical and nutritional variables and the relative expression of miR-5682; Figure S1: Ct
values of internal control (miR-26-3p) and miR-5682 in studied patients.

Author Contributions: Conceptualization, M.M. (Marcin Mazurek), A.B., TM.-M. and T.P; Data
curation, M.M. (Marcin Mazurek), M.M. (Mirostaw Maziarz) and T.P; Investigation, A.B. and M.M.
(Mirostaw Maziarz); Methodology, M.M. (Marcin Mazurek), T.M.-M. and T.P.; Validation, M.M.
(Mirostaw Maziarz); Writing—original draft, M.M. (Marcin Mazurek), A.B. and T.P.; Writing—review
and editing, A.B., TM.-M. and T.P. All authors have read and agreed to the published version of
the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: The study was conducted in accordance with the Declaration
of Helsinki, and approved by the Bioethical Commission at Medical University in Lublin (no KE-
0254/64/2017, the year 2017).

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available in this article and
Supplementary Materials.

Conflicts of Interest: The authors declare no conflicts of interest.

References

1. Setiawan, T.; Sari, LN.; Wijaya, Y.T,; Julianto, N.M.; Muhammad, J.A.; Lee, H.; Chae, ]. H.; Kwon, H.Y. Cancer cachexia: Molecular
mechanisms and treatment strategies. J. Hematol. Oncol. 2023, 16, 54. [CrossRef]

2. Ni,J; Zhang, L. Cancer cachexia: Definition, staging, and emerging treatments. Cancer Manag. Res. 2020, 12, 5597-5605. [CrossRef]
[PubMed]

3. Loumaye, A.; Thissen, J.-P. Biomarkers of cancer cachexia. Clin. Biochem. 2017, 50, 1281-1288. [CrossRef] [PubMed]

4. Muthanandam, S.; Muthu, J. Understanding Cachexia in Head and Neck Cancer. Asia-Pacific |. Oncol. Nurs. 2021, 8, 527-538.

[CrossRef] [PubMed]


https://www.mdpi.com/article/10.3390/genes15050556/s1
https://www.mdpi.com/article/10.3390/genes15050556/s1
https://doi.org/10.1186/s13045-023-01454-0
https://doi.org/10.2147/CMAR.S261585
https://www.ncbi.nlm.nih.gov/pubmed/32753972
https://doi.org/10.1016/j.clinbiochem.2017.07.011
https://www.ncbi.nlm.nih.gov/pubmed/28739222
https://doi.org/10.4103/apjon.apjon-2145
https://www.ncbi.nlm.nih.gov/pubmed/34527782

Genes 2024, 15, 556 13 of 14

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.
25.
26.
27.

28.

Attar, E.; Dey, S.; Hablas, A; Seifeldin, I.A.; Ramadan, M.; Rozek, L.S.; Soliman, A.S. Head and neck cancer in a developing
country: A population-based perspective across 8 years. Oral Oncol. 2010, 46, 591-596. [CrossRef]

Igissin, N.; Zatonskikh, V.; Telmanova, Z.; Tulebaev, R.; Moore, M. Laryngeal Cancer: Epidemiology, Etiology, and Prevention: A
Narrative Review. Iran. J. Public Health 2023, 52, 2248-2259. [CrossRef]

Santos, A.; Santos, I.C.; Fonseca, P. Impact of Nutritional Status on Survival in Head and Neck Cancer Patients After Total
Laryngectomy Impact of Nutritional Status on Survival in Head and Neck Cancer. Nutr. Cancer 2022, 74, 1252-1260. [CrossRef]
[PubMed]

Kwon, M.; Kim, R.B.; Roh, J.-L.; Lee, S.-W.; Kim, S.-B.; Choi, S.-H.; Nam, S.Y.; Kim, S.Y. Prevalence and clinical significance of
cancer cachexia based on time from treatment in advanced-stage head and neck squamous cell carcinoma. Head Neck 2017, 39,
716-723. [CrossRef]

Jager-Wittenaar, H.; Dijkstra, P.U.; Vissink, A.; Van Der Laan, B.EA.M.; Van Oort, R.P; Roodenburg, ].L.N. Critical weight loss in
head and neck cancer—Prevalence and risk factors at diagnosis: An explorative study. Support. Care Cancer 2007, 15, 1045-1050.
[CrossRef]

Yurut-Caloglu, V.; Caloglu, M.; Turkkan, G. The importance of weight loss during definitive radiotherapy in patients with
laryngeal carcinoma. J. Cancer Res. Ther. 2022, 18, 638-643. [CrossRef]

Langius, ].A.E.; Twisk, J.; Kampman, M.; Doornaert, P.; Kramer, M.H.H.; Weijs, PJ.M.; Leemans, C.R. Prediction model to predict
critical weight loss in patients with head and neck cancer during (chemo)radiotherapy. Oral Oncol. 2016, 52, 91-96. [CrossRef]
[PubMed]

Cao, Z.; Zhao, K; Jose, L.; Hoogenraad, N.J.; Osellame, L.D. Biomarkers for Cancer Cachexia: A Mini Review. Int. ]. Mol. Sci. 2021,
22,4501. [CrossRef] [PubMed]

Gorenc, M.; Kozjek, N.R,; Strojan, P. Malnutrition and cachexia in patients with head and neck cancer treated with
(chemo)radiotherapy. Rep. Pract. Oncol. Radiother. 2015, 20, 249-258. [CrossRef] [PubMed]

Article, R. The role of microRNA in cancer cachexia and muscle wasting: A review article. Caspian J. Intern. Med. 2021, 12, 124-128.
[CrossRef] [PubMed]

Narasimhan, A.; Ghosh, S.; Stretch, C.; Greiner, R.; Bathe, O.F,; Baracos, V.; Damaraju, S. Small RNAome profiling from human
skeletal muscle: Novel miRNAs and their targets associated with cancer cachexia. J. Cachexia. Sarcopenia Muscle 2017, 8, 405-416.
[CrossRef]

Grobbelaar, E.J.; Owen, S.; Torrance, A.D.; Wilson, J.A. Nutritional challenges in head and neck cancer. Clin. Otolaryngol. Allied
Sci. 2004, 29, 307-313. [CrossRef] [PubMed]

Kristensen, M.B.; Isenring, E.; Brown, B. Nutrition and swallowing therapy strategies for patients with head and neck cancer.
Nutrition 2020, 69, 110548. [CrossRef] [PubMed]

Hunter, M.; Kellett, ].; Toohey, K.; D’Cunha, N.M.; Isbel, S.; Naumovski, N. Toxicities Caused by Head and Neck Cancer
Treatments and Their Influence on the Development of Malnutrition: Review of the Literature. Eur. |. Investig. Health Psychol.
Educ. 2020, 10, 935-949. [CrossRef] [PubMed]

Langius, ].A.E.; Doornaert, P.; Spreeuwenberg, M.D.; Langendijk, J.A.; Leemans, C.R.; van Bokhorst-de van der Schueren, M.A.E.
Radiotherapy on the neck nodes predicts severe weight loss in patients with early stage laryngeal cancer. Radiother. Oncol. ]. Eur.
Soc. Ther. Radiol. Oncol. 2010, 97, 80-85. [CrossRef]

De Matos-Neto, E.MM.; Lima, ].D.C.C.; de Pereira, W.O.; Figuerédo, R.G.; Riccardi, D.M.D.R.; Radloff, K.; das Neves, R.X.; Camargo,
R.G.; Maximiano, L.F.; Tokeshi, E; et al. Systemic Inflammation in Cachexia—Is Tumor Cytokine Expression Profile the Culprit?
Front. Immunol. 2015, 6, 629. [CrossRef]

Santos, ].M.O.; Da Silva, S.P,; Gil Da Costa, R.M.; Medeiros, R. The emerging role of micrornas and other non-coding rnas in
cancer cachexia. Cancers 2020, 12, 1004. [CrossRef]

Fabbri, M.; Paone, A.; Calore, F,; Galli, R.; Gaudio, E.; Santhanam, R.; Lovat, F,; Fadda, P,; Mao, C.; Nuovo, G.J.; et al. MicroRNAs
bind to Toll-like receptors to induce prometastatic inflammatory response. Proc. Natl. Acad. Sci. USA 2012, 109, E2110-E2116.
[CrossRef]

Yehia, R.; Schaalan, M.; Abdallah, D.M.; Saad, A.S.; Sarhan, N.; Saleh, S. Impact of TNF-a Gene Polymorphisms on Pancreatic and
Non-Small Cell Lung Cancer-Induced Cachexia in Adult Egyptian Patients: A Focus on Pathogenic Trajectories. Front. Oncol.
2021, 11, 783231. [CrossRef]

Liu, Z.; Song, Y.-N.; Chen, K.-Y,; Gao, W.-L.; Chen, H.-].; Liang, G.-Y. Bioinformatics prediction of potential mechanisms and
biomarkers underlying dilated cardiomyopathy. World J. Cardiol. 2022, 14, 282-296. [CrossRef] [PubMed]

Ying, L.; Yao, Y.; Lv, H,; Lu, G.; Zhang, Q.; Yang, Y.; Zhou, J. IL-17A contributes to skeletal muscle atrophy in lung cancer-induced
cachexia via JAK2/STAT3 pathway. Am. J. Physiol. Cell Physiol. 2022, 322, C814-C824. [CrossRef]

Wu, Q,; Liu, Z; Li, B,; Liu, Y.-E.; Wang, P. Inmunoregulation in cancer-associated cachexia. J. Adv. Res. 2024, 58, 45-62. [CrossRef]
Powrézek, T.; Mlak, R.; Brzozowska, A.; Mazurek, M.; Golebiowski, P.; Matecka-Massalska, T. MiRNA-130a significantly improves
accuracy of SGA nutritional assessment tool in prediction of malnutrition and cachexia in radiotherapy-treated head and neck
cancer patients. Cancers 2018, 10, 294. [CrossRef]

Mazurek, M.; Mlak, R.; Homa-mlak, I.; Powrézek, T.; Brzozowska, A.; Kwasniewski, W.; Opielak, G.; Matecka-massalska, T.
Low miR-511-3p Expression as a Potential Predictor of a Poor Nutritional Status in Head and Neck Cancer Patients Subjected to
Intensity-Modulated Radiation Therapy. J. Clin. Med. 2022, 11, 805. [CrossRef]


https://doi.org/10.1016/j.oraloncology.2010.05.002
https://doi.org/10.18502/ijph.v52i11.14025
https://doi.org/10.1080/01635581.2021.1952446
https://www.ncbi.nlm.nih.gov/pubmed/34278898
https://doi.org/10.1002/hed.24672
https://doi.org/10.1007/s00520-006-0212-9
https://doi.org/10.4103/jcrt.JCRT_727_20
https://doi.org/10.1016/j.oraloncology.2015.10.021
https://www.ncbi.nlm.nih.gov/pubmed/26564309
https://doi.org/10.3390/ijms22094501
https://www.ncbi.nlm.nih.gov/pubmed/33925872
https://doi.org/10.1016/j.rpor.2015.03.001
https://www.ncbi.nlm.nih.gov/pubmed/26109912
https://doi.org/10.22088/cjim.12.2.124
https://www.ncbi.nlm.nih.gov/pubmed/34012527
https://doi.org/10.1002/jcsm.12168
https://doi.org/10.1111/j.1365-2273.2004.00850.x
https://www.ncbi.nlm.nih.gov/pubmed/15270813
https://doi.org/10.1016/j.nut.2019.06.028
https://www.ncbi.nlm.nih.gov/pubmed/31563019
https://doi.org/10.3390/ejihpe10040066
https://www.ncbi.nlm.nih.gov/pubmed/34542427
https://doi.org/10.1016/j.radonc.2010.02.017
https://doi.org/10.3389/fimmu.2015.00629
https://doi.org/10.3390/cancers12041004
https://doi.org/10.1073/pnas.1209414109
https://doi.org/10.3389/fonc.2021.783231
https://doi.org/10.4330/wjc.v14.i5.282
https://www.ncbi.nlm.nih.gov/pubmed/35702326
https://doi.org/10.1152/ajpcell.00463.2021
https://doi.org/10.1016/j.jare.2023.04.018
https://doi.org/10.3390/cancers10090294
https://doi.org/10.3390/jcm11030805

Genes 2024, 15, 556 14 of 14

29.

30.

31.

32.

33.

Powrézek, T.; Brzozowska, A.; Mazurek, M.; Mlak, R.; Sobieszek, G.; Matecka-Massalska, T. Combined analysis of miRNA-181a
with phase angle derived from bioelectrical impedance predicts radiotherapy-induced changes in body composition and survival
of male patients with head and neck cancer. Head Neck 2019, 41, 3247-3257. [CrossRef]

Magnano, M.; Mola, P.; Machetta, G.; Maffeis, P.; Forestiero, I.; Cavagna, R.; Artino, E.; Boffano, P. The nutritional assessment of
head and neck cancer patients. Eur. Arch. Oto-Rhino-Laryngol. 2015, 272, 3793-3799. [CrossRef]

Zhang, X.-W,; Liu, N.; Chen, S.; Wang, Y.; Zhang, Z.-X.; Sun, Y.-Y.; Qiu, G.-B.; Fu, W.-N. High microRNA-23a expression in
laryngeal squamous cell carcinoma is associated with poor patient prognosis. Diagn. Pathol. 2015, 10, 22. [CrossRef] [PubMed]
Xu, Y,; Lin, Y.-P; Yang, D.; Zhang, G.; Zhou, H.-E. Clinical Significance of miR-149 in the Survival of Patients with Laryngeal
Squamous Cell Carcinoma. BioMed Res. Int. 2016, 2016, 8561251. [CrossRef] [PubMed]

Ding, D.; Qi, Z. Clinical significance of miRNA-195 expression in patients with laryngeal carcinoma. . BUON 2019, 24, 315-322.

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


https://doi.org/10.1002/hed.25830
https://doi.org/10.1007/s00405-014-3462-z
https://doi.org/10.1186/s13000-015-0256-6
https://www.ncbi.nlm.nih.gov/pubmed/25879432
https://doi.org/10.1155/2016/8561251
https://www.ncbi.nlm.nih.gov/pubmed/27403438

	Introduction 
	Material and Methods 
	Study Group 
	Treatment Protocol 
	Nutritional Status Assessment 
	Bioelectrical Impendence Analysis 
	miRNA Expression Analysis 
	Statistical Analysis 

	Results 
	Nutritional Assessment 
	Relationship between Expression of miR-5682 and Nutritional Status of LC Patients 
	Correlation between miR-5682 Expression and Parameters Reflecting Nutritional Status 
	Diagnostic Usefulness of the Assessment of mi-5682 Expression in Predicting Nutritional Disorders and Its Prognostic Value 

	Discussion 
	Conclusions 
	References

