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A B S T R A C T

Background: Hospital acquired infection (HAI) and multiple organ dysfunctions (MODS) remain a leading cause
of death in pediatric intensive care unit (PICU) despite the great efforts to control it.
Objective: Our objective was to assess the mRNA of TNFα and BCL2 for prediction of HAI and/or MODS in our
community.
Patients and methods: Fifty children, admitted to PICU, were included in the study after exclusion of cases of end-
stage renal failure, end-stage liver failure and congenital immune deficiency. Serial Blood samples were collected
for complete blood count (CBC) and other routine investigations. Gene expression of (TNFα and BCL2) was
quantified using quantitative real time PCR (qRT-PCR). Centers of disease control (CDC) criteria were used to
detect HAI, and organ failure index (OFI). Pediatric logistic organ dysfunction (PELOD) and pediatric risk of
mortality (PRISM) scores were used for follow up. The results were compared between the group who acquired
HAI and who didn't. Gene expression was tested with a ROC curve to detect its ability to predict HAI.
Main results: The overall complication (HAI and/or MODS) rate was 52%, Complicated cases had a significantly
longer duration of stay in PICU (0.002) and in overall hospital stay (p=0.013) and a higher death rate
(p=0.000). On day1; TNFα, BCL2 and lymphocytic count were lower in patients who developed complications
(p=0.02, p= 0.000 and p=0.04, respectively), all had the ability to predict the complications with AUC (0.7,
0.8 and 0.67 respectively). On day 4: TNFα and BCL2 returned to normal levels while the lymphocytic count still
lower in complicated cases, p= 0.001 and AUC=0.73.
Conclusions: TNFα and BCL2 on admission can predict HAI and MODS (AUC=0.7 and AUC=0.8), but were of
no use in the follow-up, however, the lymphocytic count is a rapid, easy and cheap test to assess the immune
state with a good predictive and follow up values.

1. Background

Nosocomial sepsis and multiple organs dysfunctions (MODS) remain
a major cause of morbidity and mortality in the pediatric intensive care
unit (PICU) [1]. Early detection of patients at risk of sepsis or MODS
would be of great help to provide them with suitable im-
munostimulatory drugs [2].

The immune system is massively activated with any critical insult,
which is called severe inflammatory response syndrome (SIRS) and can
lead to early mortality, then the patient tries to restore the immune

balance by the compensatory anti-inflammatory syndrome (CARS),
however uncontrolled CARS lets the patient be susceptible to infection
and can lead to MODS and late mortality [3]. The CARS response in-
cludes: cutaneous anergy, endotoxin tolerance, lymphocytic apoptosis,
decrease human leucocytic antigens (HLA) and anti-inflammatory
mediator [4,5].

Critically ill neonates, children, and adults who die from nosocomial
sepsis and MODS had prolonged lymphopenia (absolute lymphocyte
count ‹ 1000 cells for more than 7 days) [6].

Apoptosis is not only a marker, but it has been shown to have a
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direct role in immune dysfunction, and that was obvious in murine
studies, where prevention of apoptosis improved survival in sepsis [7].
Quantitative real-time PCR (qRT-PCR) is a new widely used technique
that measures mRNA expression [8] and may detect enhanced lym-
phocyte apoptosis by measuring the mRNA of apoptosis-related bio-
markers to identify patients at higher risk of nosocomial sepsis and
MODS. B-cell lymphoma 2 (BCL2) gene, an anti-apoptotic gene, is one
of the BCL2 group which regulates the intrinsic pathway of apoptosis
[9]. It was used to detect the enhanced lymphocyte apoptosis and
identify patients at higher risk of hospital acquired infection in previous
researches [10–12].

Tumor necrosis factor alpha (TNFα), a proinflammatory cytokine, is
a potent activator of many cell types such as macrophages/monocytes
and NK cells and can induce cell survival or cell death by activation of
the extrinsic pathway of apoptosis [13]. TNFα has been associated with
mortality and hospital acquired infection (HAI) in several inflammatory
situations. In a matched case-control study in Hinrichs, a combination
of three biomarkers– CD3D, IL1B and TNF was the best predictor of
post-operative sepsis in an adult cohort of patients, with a specificity of
90% and a sensitivity of 85% [14].

2. Aim of work

This study aimed to assess the ability of mRNA biomarkers (BCL2
and TNFα) to predict patients at risk of HAI, sepsis and MODS, in our
community.

3. Patient and method

This is a cohort study, carried out in the Pediatric Intensive Care
Unit (PICU) in Benha University Hospital in cooperation with the
Medical Biochemistry and Molecular Biology Department, Faculty of
Medicine, Benha University, during the period from April 2017 to
October 2017.

Inclusion criteria: all patients admitted to PICU between 2 and 12
years old.

Exclusion criteria:

• End-stage renal disease requiring chronic dialysis therapy.
• End-stage liver disease: cirrhosis with evidence of portal hyperten-
sion,
• Congenital immunodeficiency.
• Readmitted cases.
• Referred patients.
• Patients stayed less than 48 h in PICU and 4 days in hospital (dis-
charged, died or referred).

HAI was defined according to CDC criteria [15], as a localized or
systemic condition resulting from an adverse reaction to the presence of
an infectious agent or its toxin that was not present on admission to the
hospital. An infection was considered an HAI if all elements of a CDC
criterion were not present during the period of admission but were all
present on or after the 3rd day of hospital admission.

Pediatric logistic organ dysfunction (PELOD), organ failure index
(OFI) scores were used to estimate the severity of cases of MODS in
PICUs and to describe correctly the clinical course of illnesses observed
in critically ill children [16]. Routine investigations were conducted to
all cases on admission.

Approval of the study was obtained from the Ethical Committee of
Scientific Research, Faculty of Medicine, Benha University. Written
informed consent was taken from the parents of each child.

The work has been reported in line with the STROCSS criteria [17].

3.1. Sampling

Two venous blood samples (1mL each) were taken from each

subject at the first and the fourth days of their hospital admission.
Venous blood samples were taken on (EDTA), mixed well, stored at
−80 °C for further assessment of TNFα and BCL2 gene expression as
follow:

3.2. Quantitation of gene expression by real-time PCR

Gene expression was assessed by quantitative Real-Time PCR
assay (qRT-PCR):

1. Total RNA Extraction: Total RNA Extraction was performed using
100 μl EDTA whole blood specimen of each subject via purelink
RNA Mini kit (Life technologies) according to the manufacturer in-
structions.

2. Ultraviolet Spectrophotometric Quantification of RNA by na-
nodrop 2000 Spectrophotometer (Thermo Fisher Scientific,
Wilmington, USA). To ensure significance, A260 readings should
be > 0.15. An absorbance of 1 unit at 260 nm corresponds to 40 μg
RNA/ml. The ratio between the absorbance values at 260 and
280 nm gives an estimate of RNA purity; pure RNA has an absor-
bance ratio (260/280) of 1.9–2.3 [18].

3. Relative quantitation of mRNA of the respective genes by real-time
PCR using syber green reagents on 2 steps:

3.2.1. The first step qRT-PCR
The first step qRT-PCR was for conversion of RNA into com-

plementary DNA (cDNA) in a Veriti™ Thermal Cycler (Applied
Biosystems), using High-Capacity cDNA Reverse Transcription kit
(Applied Biosystem, Foster City, USA). The RT master mix for reverse
transcription of each subject contained 2 μl RT buffer (10X), 0.8 μl
dNTPs mix (25X), 2 μl RT random primers (10X), 1 μl MultiScribe™
Reverse Transcriptase, 1 μl RNase inhibitor, 4.2 μl nuclease-free water.
Then the PCR mix for reverse transcription of RNA into cDNA included
10 μl RTmaster mix (2X) and 10 μl Extracted RNA. The Thermal cycling
conditions for RNA reverse transcription were primer annealing at 25 °C
for 10min, reverse transcription for at 42 °C for 15min and inactivation
at 85 °C for 5min.

3.2.2. The second step qRT-PCR
The second step qRT-PCR was for quantitation of CD203c and ST2L

gene expression in a Stepone real time PCR system (Applied Biosystem,
Singapore). Singleplex reactions were done. Non-templete controls
were included in each run. This step was performed using SensiFAST™
Sybr Hi-Rox Kit (Bioline Reagents Ltd, United Kingdom). Human β-
actin was the endogenous control housekeeping gene. Melting curve
analysis was done in each run to confirm the specificity of real-time
PCR assay. The primers used were as follow: BCL2 (271bp); FP:
5′-GCCAGCTGCACCTGACGCCCTTC-3′, RP:5′-CCGCATGCTGGGGCCGT
ACAGTT-3' [10], TNFα (138bp); FP: 5′-CTCCTACCCGAACAAGG
TCA-3′, RP: 5′-CGGTCACCCTTCTCCAACT-3' [19] and β-actin (160bp);
FP: 5′-GAATCCACTGGCGTCTTCAC-3′, RP: 5′-CGTTGCTGACAATCTTG
AGAGA-3' [19].

The Singleplex PCR reaction mix for quantitation of gene expression
contained 10 μl Maxima SYBR Green qPCR (2X, no ROX), 0.05 μl ROX
solution, 1 μl FP, 1 μl RP, 2 μl cDNA and up to 20 μl nuclease-free
water. The Real time thermal cycler conditions were as follow; initial
denaturation for 10 m at 95 °C, 45 cycle; denaturation at 95 °C for 15s,
annealing at 52 °C for 30s and extension at 72 °C for 30s.

3.3. Data analysis

According to the RQ manager program, the data were produced as
sigmoid shaped amplification plots in which the cycle number was
plotted against fluorescence (when using linear scale). The samples of
the control group were used as calibrators so the expression levels were
set to 1. The relative quantities of human BCL2 and TNFα genes were
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normalized against the relative quantities of the endogenous control
(human β-actin) so gene fold expression changes were calculated using
the equation 2−ΔΔCT [20]. As shown in Figs. 1 and 2.

3.4. Statistics

The data were coded, entered and processed on the computer using
SPSS (version 24). The results were represented in tabular and dia-
grammatic forms then interpreted. Cases were grouped and compared
as follows: HAI vs. no HAI. Mean, standard deviation, frequency, and
percentage were used as descriptive statistics.

Comparisons between groups were made using student-t test for
continuous variables and the Chi-Square test (Χ2) for categorical data.
Values of p < 0.05 were considered statistically significant.

Receiver operating characteristics (ROC) curve and areas under the

curve (AUC) were calculated for each marker, as well as p-values that
test the null hypothesis that the area under the curve equals 0.50.
Correlations were performed using Pearson coefficient.

4. Results

This cohort study was conducted on 50 children admitted to PICU,
who survived the early death (72 hr), samples were collected in the 1st

and 4th days of admission, patients were divided into two groups ac-
cording to their outcome; the first group (complicated), included chil-
dren who acquired HAI and/or MODS and second group (Non-com-
plicated) includes children who passed the critical insult without any
complications.

Clinical data of those patients are described in Table 1 and Char-
acters of complicated cases are described in Table 2.

Fig. 1. Amplification plot of the target genes (BCL2; blue curve, TNFα; green curve, β-actin; purple curve and non-template control; brown line). (For interpretation
of the references to colour in this figure legend, the reader is referred to the Web version of this article.)

Fig. 2. Gene expression plot of target genes nor-
malized to β-actin gene as an endogenous reference
gene (Blue bars indicate BCL2, Brown bars indicate
TNFα however, β-actin had no bars in the graph).
Comp: complicated, d: day. (For interpretation of the
references to colour in this figure legend, the reader
is referred to the Web version of this article.)
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4.1. Evaluation of gene expression of BCL2 and TNFα for prediction of
complications (HAI & MODS)

Comparison between gene expression in both groups in the 1st and
4th days of admission are presented in Fig. 3 and Fig. 4

The Area under the receiver operating characteristic (ROC)
curve for predicting complications, Fig. 5: Gene expression and
lymphocytic count were tested with ROC curve to detect its ability to
predict complication. In the 1st day: lymphocytic count, TNFα and BCL2
were significant, while in the 4th day: only lymphocytic count was
significant. The results of statistically significant AUC were as fol-
lowing:

BCL2 day 1: AUC=0.8, At cut off value of (1.56), sens.= (76.9)
specif. =(70.8).

TNFα day 1: AUC=0.7, At cut off value of (1.53), sens.= (66.7)
specif. =(84.6).

Lymph. day 1: AUC=0.67, At cut off value of (2.55), sens.= (58.3)
specif. =(76.9).

Lymph. day 4: AUC=0.734, AT cut off value of (2.1), sens.=(66.7)
specif.=(76.1).

Table 1
Clinical characteristics of the 50 patients regarding occurrence of complica-
tions.

Variable Complicated
(n.= 26)

Non-
complicated
(n.= 24)

p

n. (%) or mean ± SD
Socio-demographic
Sex: Male 12 (46.2%) 14 (58.3%) 0.39
Age (years) 5.46 ± 2.72 3.75 ± 1.98 0.01∗

Etiological
admission
cause

Sepsis# 12 (46.2%) 12 (50%) 0.02∗

Medical 4 (15.4%) 10 (41.7%)
Surgery &
trauma

10 (38.5%) 2 (8.3%)

Past History
Previous PICU admission 14 (53.8%) 2 (8.3%) 0.001∗∗

Comorbidities Cromosomal
anomaly†

8 (30.8%) 2 (8.3%) 0.000∗∗

Medical‡ 8 (30.8%) 0 (0%)
Development-delay 12 (46.2%) 4 (16.7%) 0.03∗

PELOD 7.54 ± 8.33 2.92 ± 4.78 0.02∗

OFI 1.92 ± 0.744 0.58 ± 0.776 0.000∗∗

Treatments & invasive devices
Ventilator 22 (84.6%) 0 (0%) 0.000∗∗

Blood transfusion 18 (69.2%) 4 (16.7%) 0.000∗∗

Central line 10 (36.5%) 6 (25%) 0.30
Urinary catheter 8 (30.8%) 2 (8.3%) 0.048∗

Corticosteroids 6 (23.1%) 8 (33.3%) 0.42
Antibiotics 26 (100%) 14 (100%) 1
Biological data 1st day
Hemoglobin (g/dl) 10.7 ± 1.6 10 ± 1.5 0.128
Platelets (109/L) 262 ± 130 206 ± 137 0.145
WBCs (109/L) 15 ± 10.7 14.7 ± 9 0.89
Lymphocytes (109/L) 2.1 ± 1.4 3 ± 1.5 0.042∗

Neutrophils (109/L) 12.2 ± 10.1 10.9 ± 7.8 0.611
C reactive protein (mg/L) 60.7 ± 67 31.16 + 40.09 0.067
Biological data 4th day
Hemoglobin (g/dl) 11.3 ± 2 10.2 ± 1.7 0.03∗

Platelets (109/L) 158 ± 101 246 ± 102 0.004∗∗

WBCs (109/L) 13.1 ± 6.7 10.3 ± 4.5 0.091
Lymphocytes (109/L) 2.1 ± 2 3.7 ± 2.4 0.012∗

Neutrophils (109/L) 10.3 ± 6.7 6 ± 4 0.009∗∗

C reactive protein (mg/L) 74.5 ± 52.6 19 ± 21.7 0.000∗∗

Outcome
Stay in PICU (days) 23.08 ± 26.97 4.92 ± 2.74 0.002∗∗

Stay in hospital (days) 31.54 ± 32.27 14 ± 7.66 0.013∗

Death 20 (76.9%) 0 (0%) 0.000∗∗

PICU: pediatric intensive care unit, #: any infectious disease, †: Cromosomal
anomaly as Down syndrome, neuro-metabolic disorder), ‡: Medical as heart
failure, bronchial asthma, epilepsy, otitis media, post-Corrosive, PELOD: pedia-
tric logistic organ dysfunction, OFI: organ failure index, WBCs: white blood cells.

Table 2
Characteristics of complications.

Number of complicated patients 26 (52%) n.(%) or median (range)

Patients had HAI 14 (28%)
Delay of HAI (days) 7 (4–10)
Number of HAI attacks
1 HAI attack 6 (42.9%)
≥ 2 HAI attacks 8 (57.1%)
Type of 1st HAI attack
Pneumonia 8 (57.1%)
Meningitis 2 (14.3%)
Device or wound associated 4 (28.6%)
Causative organism
Gram –ve bacilli 5 (36%)
Klebsiella 3 (21%)
Staph aureus 1 (7%)
Undetermined 5 (36%)
Death rate 8 (57.1%)

Patients with rapid deterioration & MODS 12 (24%)
Delay of MODS/day 4 (3–5)
Death rate 12 (100%)
Death at day 8 (4–11)

Fig. 3. Comparison of BCL2 gene expression levels in individual patients
between day 1 and day 4 for complicated and non-complicated patients.
On day 1 sample, BCL2 is statistically lower in the HAI group than the non-HAI
group (HAI/no HAI: 1.02 ± 0.7/14.50 ± 9.5, p < 0.001), While on day 4
sample, no statistical difference was observed (HAI/no HAI: 10.05 ± 6.8/
11.18 ± 7.34, p < 0.06).

Fig. 4. Comparison of TNFα gene expression levels in individual patients
between day 1 and day 4 for complicated and non-complicated patients.
On day1 sample, TNFα was statistically higher in non HAI group, (HAI/no HAI:
1.01 ± 0.6/1.71 ± 1.13, p < 0.02). While on day 4 sample, there was no
statistical difference between groups (HAI/no HAI: 1.02 ±0.59/1.05± 0.64,
p = 0.64).
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4.2. Correlations between gene expression and indicators of disease severity

Pearson correlations were performed between genes expression and
indicators of disease severity as OFI, PELOD, length of stay in PICU and
length of stay in the hospital and described in Table 3.

We observed no statistical difference in gene expression of BCL2 or
TNFα in patients regarding their sex, age or body mass index.

5. Discussion

The immune response activation (or deactivation) can significantly
affect the outcome in sepsis, trauma or any medical condition, and may
vary between individuals. In patients with a similar infection, there is
great variability reported in the clinical profiles and outcomes. The risk
of HAI, MODS and their outcomes are influenced by host predisposi-
tion, this may be explained by genetic variability between patients
[13].

Genetic studies might allow for earlier differentiation between pa-
tients with immune-inflammatory response to either infection or
trauma, allowing for more focused and timely treatment. Molecular
profiles can identify a good versus a poor immune response, and enable
us to detect patients at risk of HAI, sepsis and MODS.

In this pilot study, we aimed to evaluate mRNA biomarkers of BCL2
and TNFα as tools for monitoring the immune response in critically ill
children in our community.

Previous studies were conducted to assess the risks of HAI or MODS
in critically ill patients, In our cohort, After exclusion of patients died in
the first 3 days of admission, we found 2 patients categories: 1- Patients
who passed the critical illness and fully recovered. 2- Patients had HAI
once or more or who even progressed to MODS and died.

As immune dysregulation is the most important pathogenic me-
chanism underlying both HAI and MODS [13,21,22] and because of the
small number of patients in this pilot study, we grouped patients who
had HAI and MODS together, hoping that further studies would be with
large numbers for a better analysis.

In our study, 28% of patients fulfilled the CDC criteria for the di-
agnosis of HAI, pneumonia was the most common cause of the 1st HAI

attacks, blood culture was positive in 64.3% of them and the most
common organisms were Gram negative bacilli, Klebsiella and staphy-
lococci. Twenty-four percent of patients developed septic shock, MODS
and died. In previous studies, HAI rate ranged from 30% to 55% and
pneumonia was the most common HAI. Blood culture positive results
ranged from 35% to 55%, the most commonly isolated species were:
Klebsiella pneumoniae, Pseudomonas, Acinetobacter, and Staphylococcus
aureus [12,23–25].

We observed that surgical patients were more liable to HAI than
medical and septic patients, but in previous studies, the risk was equal,
with a minimal increase in complications in septic patients [12,23–25].

We observed that the history of previous PICU admission, delayed
developmental milestones and chromosomal abnormality were asso-
ciated with higher rates of complications. Also, Perronet et al., observed
that children who developed HAI were more likely to have genetic or
chromosomal abnormalities [12]. These risks need further assessment
in a large numbered studies.

In our study, lymphocytic count was significantly lower in the pa-
tients complicated with HAI and/or MODS than the other patients in
the 1st day of admission and the difference increased by the 4th day. In
previous studies, persistent lymphopenia was highly predictive of
mortality in medical [26,27], septic [28], and traumatic patients [29].

Fig. 5. ROC curves of lymphocytes, BCL2 and TNFα in 1st and 4th days for prediction of complication.

Table 3
Pearson correlations between gene expression and PELOD, OFI, ICU and hospital length of stay.

1st day 4th day

OFI PELOD Length of stay in PICU Length of stay in hospital OFI PELOD Length of stay in PICU Length of stay in hospital

BCL2 0.565** 0.257 0.286* 0.236 0.229 0.118 0.272 0.321
TNFα 0.394** 0.232 0.038 0.086 0.265 0.171 0.217 0.258
Lymph. 0.457** 0.516** 0.211 0.234 0.393** 0.412** 0.05 0.01

*: p < 0.05, **: p < 0.01.
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The lymphocytic count is a rapid, easy and cheap test to assess the
immune state with a good predictive and follow up values.

TNFα, the proinflammatory cytokine, is tightly related to regulation
of host innate immunity, inflammation, and apoptosis. In a previous
study, TNFα response<200 pg/mL throughout 7 days after positive
culture was associated with persistent nosocomial infection, while re-
covery above 200 pg/mL was associated with resolution of infection
(p < 0.05) [30]. Low TNF-alpha concentration in patients with severe
acute pancreatitis predicts the development of MODS and fatal outcome
in another study [13]. On the other hand, there was no statistical dif-
ference between groups (HAI vs. no HAI) in their TNFα in Perronet
study [12]. In another study, TNF-alpha levels were higher in non-
survivors [31]. In our study, TNF-alpha gene expression was lower in
the group acquired HAI or MODS but no statistical difference observed
in the 4th day sample. This difference can be explained as TNF-alpha is
released in the circulation in the first few hours and rapidly disappears
after that [13].

Lymphocytic apoptosis is recognized as the core feature of the cri-
tical illness induced immunoparalysis. Apoptosis is regulated by a wide
group of pro-apoptotic and anti-apoptotic genes, BCL2 (the anti-apop-
totic gene) was used to detect the enhanced lymphocyte apoptosis and
identify patients at higher risk of HAI in previous studies in children
and adults [10–12]. In our study, lower levels of BCL2 associated with
HAI and worse outcome but its level returned to its normal level by the
4th day.

We observed that up-regulation of apoptosis and down-regulation of
proinflammatory markers, which are major elements of CARS, were
associated with HAI and MODS.

To our knowledge, this is the first study of mRNA biomarkers to
detect the acquired immune suppression in critically ill children in our
community. This study provides a new evidence that immune sup-
pression can be measured. This finding requires confirmations in larger
studies and by assessing other mRNA biomarkers which affect the im-
mune response.

6. Conclusion

Nosocomial sepsis and MODS remain a major cause of morbidity
and mortality in PICU. Early detection of patients at risk would be of
great help to provide them with the suitable immunomodulators.
Lymphocytic apoptosis is one of the causes of immunosuppression in
critically ill patients. Our results showed that patients who developed
HAI and/or MODS had a lower lymphocytic count, lower levels of BCL2
(the anti-apoptotic gene) and lower level of TNFα (the proinflammatory
cytokine). TNFα and BCL2 on admission can predict HAI and MODS
(AUC=0.7 and AUC=0.8), but were of no use in the follow-up,
however, the lymphocytic count is a rapid, easy and cheap test to assess
the immune state with a good predictive and follow up values.

Limitations

Small sample size, heterogeneous population not classified by
etiological causes.

Recommendations

Further studies should classify patients according to their outcomes
in grades and their causes of admission as surgical, medical and sepsis,
with larger numbers of patients for a sufficiently powered study.

Provenance and peer review

Not commissioned, externally peer reviewed.

Ethical approval

Approval of the study was obtained from the Ethical Committee of
Scientific Research, Faculty of Medicine, Benha University. Written
informed consent was taken from the parents of each child.

Sources of funding

This research did not receive any specific grant from funding
agencies in the public, commercial, or not-for-profit sectors.

Author contribution

Authors contributed equally in the study.

Conflicts of interest

No conflicts of interest.

Trial registration number

ChiCTR1800018506.

Guarantor

The corresponding author.

Appendix A. Supplementary data

Supplementary data to this article can be found online at https://
doi.org/10.1016/j.amsu.2018.10.024.

References

[1] J.A. Carcillo, Critical illness stress-induced immune suppression, in: J.L. Vincent
(Ed.), Intensive Care Medicine, Springer, Berlin, 2007, pp. 218–227 ISBN 978-3-
540-49433-1.

[2] F. Venet, A.C. Lukaszewicz, D. Payen, R. Hotchkiss, G. Monneret, Monitoring the
immune response in sepsis: a rational approach to administration of im-
munoadjuvant therapies, Curr. Opin. Immunol. 25 (2013) 477–483, https://doi.
org/10.1016/j.coi.2013.05.006.

[3] J.G. Moreland, The immune system in critical illness and injury, in: D. Wheeler,
H. Wong, T. Shanley (Eds.), Pediatric Critical Care Medicine, second ed., Springer
Ltd, London, 2014ISBN 978-1-4471-6362-6.

[4] N.S. Ward, B. Casserly, A. Ayala, The Compensatory Anti-inflammatory Response
syndrome (CARS) in critically ill patients, Clin. Chest Med. 29 (4) (2008) 617,
https://doi.org/10.1016/j.ccm.2008.06.010 viii.

[5] R. Hotchkiss, S. Osmon, K. Chang, T. Wagner, Coopersmithc, I. Karl, Accelerated
lymphocyte death in sepsis occurs by both the death receptor and mitochondrial
pathways, J. Immunol. 174 (8) (2005) 5110–5118, https://doi.org/10.4049/
jimmunol.174.8.5110.

[6] K. Felmet, M. Hall, R. Clark, R. Jaffe, J. Carcillo, Prolonged lymphopenia, lymphoid
depletion, and hypoprolactinemia in children with nosocomial sepsis and multiple
organ failure, J. Immunol. 174 (6) (2005) 3765–3772, https://doi.org/10.4049/
jimmunol.174.6.3765.

[7] R. Hotchkiss, P. Swanson, C. Knudson, K. Chang, J. Cobb, D. Osborne, et al.,
Overexpression of Bcl-2 in transgenic mice decreases apoptosis and improves sur-
vival in sepsis, J. Immunol. 162 (1999) 4148–4156.

[8] Q. Liu, X. Qi, H. Yan, L. Huang, G. Nie, X. Zhang, Reference gene selection for
quantitative real-time reverse-transcriptase PCR in annual ryegrass (lolium multi-
florum) subjected to various abiotic stresses, Molecules 23 (1) (2018) 172, https://
doi.org/10.3390/molecules23010172.

[9] J. Hardwick, L. Soane, Multiple functions of BCL-2 family proteins, Cold Spring
Harbor Perspectives in Biology 5 (2) (2013), https://doi.org/10.1101/cshperspect.
a008722 a008722-a008722.

[10] S. Weber, J. Schewe, L. Lehmann, S. Müller, M. Book, S. Klaschik, et al., Induction of
Bim and Bid gene expression during accelerated apoptosis in severe sepsis, Crit.
Care 12 (2008) R128, https://doi.org/10.1186/cc7088.

[11] F. Turrel-Davin, C. Guignant, A. Lepape, B. Mougin, G. Monneret, F. Venet,
Upregulation of the pro-apoptotic genes BID and FAS in septic shock patients, Crit.
Care 14 (4) (2010) R133, https://doi.org/10.1186/cc9181.

[12] E. Peronnet, K. Nguyen, E. Cerrato, R. Guhadasan, f Venet, J. Textoris, et al.,
Evaluation of mRNA biomarkers to identify risk of hospital acquired infections in
children admitted to paediatric intensive care unit, PloS One 11 (3) (2016)
e0152388, , https://doi.org/10.1371/journal.pone.0152388.

A.N. El Shazly et al. Annals of Medicine and Surgery 36 (2018) 122–128

127

https://doi.org/10.1016/j.amsu.2018.10.024
https://doi.org/10.1016/j.amsu.2018.10.024
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref1
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref1
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref1
https://doi.org/10.1016/j.coi.2013.05.006
https://doi.org/10.1016/j.coi.2013.05.006
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref3
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref3
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref3
https://doi.org/10.1016/j.ccm.2008.06.010
https://doi.org/10.4049/jimmunol.174.8.5110
https://doi.org/10.4049/jimmunol.174.8.5110
https://doi.org/10.4049/jimmunol.174.6.3765
https://doi.org/10.4049/jimmunol.174.6.3765
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref7
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref7
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref7
https://doi.org/10.3390/molecules23010172
https://doi.org/10.3390/molecules23010172
https://doi.org/10.1101/cshperspect.a008722
https://doi.org/10.1101/cshperspect.a008722
https://doi.org/10.1186/cc7088
https://doi.org/10.1186/cc9181
https://doi.org/10.1371/journal.pone.0152388


[13] M. Surbatovic, M. Veljovic, J. Jevdjic, N. Popovic, D. Djordjevic, S. Radakovic,
Immunoinflammatory Response in Critically Ill Patients: Severe Sepsis And/or
Trauma, Hindawy, 2013362793https://doi.org/10.1155/2013/362793.

[14] C. Hinrichs, K. Kotsch, S. Buchwald, M. Habicher, N. Saak, H. Gerlach, et al.,
Perioperative gene expression analysis for prediction of postoperative sepsis, Clin.
Chem. 56 (2010) 613–622, https://doi.org/10.1373/clinchem.2009.133876.

[15] Centers for disease control and prevention/national healthcare safety network
(CDC/NHSN). Surveillance definitions for specific types of infections, Available
http://www.cdc.gov/nhsn/pdfs/pscmanual/17pscnosinfdef_current.pdf.2017.

[16] S. Leteurtre, A. Martinot, A. Duhamel, F. Proulx, B. Grandbastien, J. Cotting, et al.,
Validation of the pediatric logistic organ dysfunction (PELOD) score: cross sec-
tional, observational, multicentre study, Lancet 262 (2003) 192–197.

[17] R.A. Agha, M.R. Borrelli, M. Vella-Baldacchino, R. Thavayogan, D.P. Orgillfor the
STROCSS Group, The STROCSS statement: strengthening the reporting of cohort
studies in surgery, Int. J. Surg. 46 (2017) 198–202.

[18] W.W. Wilfinger, K. Mackey, P. Chomczynski, Effect of pH and ionic strength on the
spectrophotometric assessment of nucleic acid purity, Biotechniques 22 (474–6)
(1997) 478–481.

[19] G. Shang, L. Liu, Y. Qin, IL-6 and TNF-α promote metastasis of lung cancer by
inducing epithelial-mesenchymal transition, Oncol Lett 13 (2017) 4657–4660,
https://doi.org/10.3892/ol.2017.6048.

[20] K. Livak, T. Schmittgen, Analysis of relative gene expression data using real-time
quantitative PCR and the 2−ΔΔCT method, Methods 25 (4) (2001) 402–408.

[21] B.A. Mizock, The multiple organ dysfunction syndrome, Disease-a-Month 55 (8)
(2009) 476–526, https://doi.org/10.1016/j.disamonth.2009.04.002.

[22] C. Antoniades, P. Berry, J. Wendon, D. Vergani, The importance of immune dys-
function in determining outcome in acute liver failure, J. Hepatol. 49 (5) (2008)
845–861 https://doi.org/10.1016/j.jhep.2008.08.009.

[23] E. Cole, R. Davenport, K. Willett, K. Brohi, The burden of infection in severely in-
jured trauma patients and the relationship with admission shock severity, J. Trauma
and Acute Care Surg. 76 (3) (2014) 730–735, https://doi.org/10.1097/ta.
0b013e31829fdbd7.

[24] R. Taylor, J. O'Brien, S. Trottier, L. Manganaro, M. Cytron, M. Lesko, et al., Red
blood cell transfusions and nosocomial infections in critically ill patients*, Crit.
Care Med. 34 (9) (2006) 2302–2308, https://doi.org/10.1097/01.CCM.
0000234034.51040.7F.

[25] N. Le, W. HF, P. Vu, D. Khu, H. Le, B. Hoang, et al., High prevalence of hospital-
acquired infections caused by gram-negative carbapenem resistant strains in
Vietnamese pediatric ICUs, Medicine 95 (27) (2016) e4099, https://doi.org/10.
1097/MD.0000000000004099.

[26] J. Curbelo, S. Luquero Bueno, J. Galván-Román, M. Ortega-Gómez, O. Rajas,
G. Fernández-Jiménez, et al., Inflammation biomarkers in blood as mortality pre-
dictors in community-acquired pneumonia admitted patients: importance of com-
parison with neutrophil count percentage or neutrophil-lymphocyte ratio, PloS One
12 (3) (2017) e0173947, , https://doi.org/10.1371/journal.pone.0173947.

[27] A. Pontiroli, L. Loreggian, M. Rovati, E. De Patto, L. Folini, F. Raveglia, et al.,
Length of hospitalization is associated with selected biomarkers (albumin and
lymphocytes) and with co-morbidities: study on 4000 patients, Biomarker Res. 5 (1)
(2017), https://doi.org/10.1186/s40364-017-0091-x.

[28] A. Drewry, N. Samra, L. Skrupky, B. Fuller, S. Compton, R. Hotchkiss, Persistent
lymphopenia after diagnosis of sepsis predicts mortality, Shock 42 (2014) 383–391,
https://doi.org/10.1097/SHK.0000000000000234.

[29] D. Heffernan, S. Monaghan, R. Thakkar, J. Machan, W. Cioffi, A. Ayala, Failure to
normalize lymphopenia following trauma is associated with increased mortality,
independent of the leukocytosis pattern, Crit. Care 16 (2012) R12, https://doi.org/
10.1186/cc11157.

[30] M. Hall, N. Knatz, C. Vetterly, S. Tomarello, M. Wewers, H. Volk, et al.,
Immunoparalysis and nosocomial infection in children with multiple organ dys-
function syndrome, Intensive Care Med. 37 (3) (2011) 525–532, https://doi.org/10.
1007/s00134-010-2088-x.

[31] R. Schaumann, T. Schlick, M. Schaper, p Shah, Is TNF-α a prognostic factor in
patients with sepsis? Clin. Microbiol. Infect. 3 (1) (1997) 24–31 https://doi.org/10.
1111/j.1469-0691.1997.tb00247.x.

A.N. El Shazly et al. Annals of Medicine and Surgery 36 (2018) 122–128

128

https://doi.org/10.1155/2013/362793
https://doi.org/10.1373/clinchem.2009.133876
http://www.cdc.gov/nhsn/pdfs/pscmanual/17pscnosinfdef_current.pdf.2017
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref16
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref16
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref16
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref17
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref17
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref17
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref18
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref18
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref18
https://doi.org/10.3892/ol.2017.6048
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref20
http://refhub.elsevier.com/S2049-0801(18)30233-4/sref20
https://doi.org/10.1016/j.disamonth.2009.04.002
https://doi.org/10.1016/j.jhep.2008.08.009
https://doi.org/10.1097/ta.0b013e31829fdbd7
https://doi.org/10.1097/ta.0b013e31829fdbd7
https://doi.org/10.1097/01.CCM.0000234034.51040.7F
https://doi.org/10.1097/01.CCM.0000234034.51040.7F
https://doi.org/10.1097/MD.0000000000004099
https://doi.org/10.1097/MD.0000000000004099
https://doi.org/10.1371/journal.pone.0173947
https://doi.org/10.1186/s40364-017-0091-x
https://doi.org/10.1097/SHK.0000000000000234
https://doi.org/10.1186/cc11157
https://doi.org/10.1186/cc11157
https://doi.org/10.1007/s00134-010-2088-x
https://doi.org/10.1007/s00134-010-2088-x
https://doi.org/10.1111/j.1469-0691.1997.tb00247.x
https://doi.org/10.1111/j.1469-0691.1997.tb00247.x

	Evaluation of BCL2 and TNFα as mRNA biomarkers for monitoring the immune response in critically ill children
	Background
	Aim of work
	Patient and method
	Sampling
	Quantitation of gene expression by real-time PCR
	The first step qRT-PCR
	The second step qRT-PCR

	Data analysis
	Statistics

	Results
	Evaluation of gene expression of BCL2 and TNFα for prediction of complications (HAI &#x200B;&&#x200B; MODS)
	Correlations between gene expression and indicators of disease severity

	Discussion
	Conclusion
	Limitations
	Recommendations
	Provenance and peer review
	Ethical approval
	Sources of funding
	Author contribution
	Conflicts of interest
	Trial registration number
	Guarantor
	Supplementary data
	References




