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Abstract 
COVID-19 is a serious pandemic infection of the respiratory system that results in huge mortality; and affects the global 
economy and lifestyle. This study aimed to determine any role of genetic factors represented by the association of any HLA 
alleles with the susceptibility or resistance to the infection. Additionally, it aimed to study IL-6 levels in the cytokine storm 
and disease outcome. 
:a whole blood samples from 30 patients with COVID-19 were used for HLA typing by (SSO PCR) with (Auto-Lipa) 
Automatic Line Probe Assay compared with another 20 healthy control samples. Serum samples from the same patients 
and control groups were used for estimation of the IL-6 levels by ELISA test. HLA-A *0201 P value 0.21 increased 
frequency in the healthy control group compared to the patient's group, HLA-B *0205 P value 0-020 increased frequency 
in the Covid-19 patients group compared to healthy control. Increased frequency of HLA-DR *0456 P value 0.02 in the 
patients group compared to the healthy group with no significant alleles in the HLA-DQ region. A significant difference 
between both patients and the control group was reported in IL -6 Levels. The high increase of allele frequency in the 
patients group compared to the healthy controls could be considered as a susceptibility factor for the infection. An increase 
in IL-6 levels in COVID-19 patients results in a cytokine storm which is linked with an increase of fatality.  
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1-INTRODUCTION 
The World Health Organization declared COVID-19 a pandemic on March 11, 2020, with over 4 million 
deaths reported, particularly among the elderly, before vaccination campaigns began (4). Howard summarized 
COVID-19 deaths by various demographic factors (5). CoVs can induce acute respiratory distress syndrome 
(ARDS) and severe pneumonia, leading to life-threatening lung dysfunction characterized by widespread 
inflammation (6, 7).  
Coronaviruses, known as CoVs are a group of enveloped viruses, with a stranded positive sense RNA that 
can cause diseases in both humans and animals. They are recognizable by their crown appearance when 
viewed under an electron microscope (1). The spike glycoproteins present on their surface. In 2019 the 
emergence of acute respiratory syndrome coronavirus 2 (SARS CoV 2) in China marked the beginning of the 
COVID 19 pandemic, which quickly spread worldwide (2,3). The World Health Organization officially 
declared COVID-19 as a pandemic on March 11 2020 after it caused over 4 million deaths, particularly 
affecting individuals before vaccination efforts commenced (4,5,6). Howard provided an overview of COVID-
19-related deaths across groups (7). CoVs have the potential to trigger acute respiratory distress syndrome 
(ARDS) and severe pneumonia that can lead to life-threatening lung dysfunction characterized by 
inflammation. Interleukin 6 (IL 6) plays a role in the cytokine network (8,9). Acute inflammatory response 
by stimulating C reactive protein (CRP) production (10). The clinical trials exploring the use of tocilizumab 
an IL 6 receptor antibody for COVID-19 treatment have not shown consistent effectiveness, in alleviating 
symptoms or reducing mortality rates (11,12). However, more research is required to delve into its 
effectiveness, in cases (13).  
Immune system can play a significant role in eliminating different kinds of infections either bacterial, viral or 
parasitic (14,15). Patients with cases of COVID-19 showed an IL 6/IFN ratio compared to those with milder 
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cases possibly due to a more pronounced cytokine storm (16). Common risk factors for COVID-19 include 
hypertension, diabetes, chronic obstructive pulmonary disease, difficulty breathing, history of substance use 
gender disparities, ARDS (acute respiratory distress syndrome) smoking habits, advanced age, levels of 
albumin, and D dimer (17, 18, 19, 20). Human Leukocyte Antigen (HLA) typing could assist in prioritizing 
vaccination efforts and estimating the seriousness of illnesses within communities (21). The presence of HLA 
alleles associated with defense against SARS-CoV 2 might contribute to variations in COVID-19 cases and 
severity across regions. This study seeks to explore the impact of factors especially HLA alleles on susceptibility 
or resilience to SARS CoV 2 infection. It also aims to investigate IL 6 levels, in relation to cytokine storms 
and disease outcomes. 
 
2-MATERIALS AND METHODS  
Blood Samples 
We gathered blood samples from each participant taking 5 ml of blood, per person. Out of this amount 2 ml 
was preserved in EDTA tubes for DNA extraction while the remaining 3 ml was stored in tubes. The serum 
extracted from these tubes was frozen at 20°C for use. The research involved 30 patients who had tested 
positive for Covid 19 and were all linked to the center in Baghdad. These patients were examined between 
February and August 2021. Furthermore, the study included a comparison group comprised of 20 individuals. 
DNA Extraction and Genotyping 
The extraction of DNA was carried out on blood samples using a QIAGEN kit according to the 
manufacturer's instructions. HLA A, B, DR, and DQ genes were amplified using the PCR SSO method with 
a Lipa HLA kit, from Innogenetics, Murex Biotech Limited. To determine HLA alleles molecularly an 
approach called Auto Lipa hybridization was applied with the kit. This technique is based on dot blot 
hybridization. The outcomes were analyzed using a typing chart provided with the kit to identify probes on 
each test strip. 
The levels of IL 6, in the serum were measured using ELISA kits obtained from Demeditec Diagnostic in 
Germany. The assays were carried out with an automated ELISA system made by Diagnostic Automation Inc 
in the USA following the instructions provided in the kit manual. 
Statistical analysis 
For the analysis SPSS version 14 software, commonly used in social sciences research was utilized as seen in 
studies. To examine the relationship between alleles and the development of the disease adjusted odds ratios 
and 95% confidence intervals were calculated using the Chi test. While serum cytokine levels were considered 
variables, they did not exhibit a distribution based on the Shapiro-Wilk test. Therefore, nonparametric 
methods were employed for their analysis with median values presented of means. The Mann-Whitney test 
was used to assess differences in medians, between study groups. Statistical significance was defined at a P 
value of 0.05 or lower. 
 
3- RESULTS AND DISCUSSION 
COVID-19 patients showed an IL 6 level of 98 pg./ml whereas the healthy control group exhibited an IL 6 
level of 25 pg./ml. The comparison p-value was found to be, 0.001 as indicated in Table 1. The significant 
contrast highlighted in Table 1 points towards a difference between the two sets. This implies that the 
disparity in IL 6 levels is highly unlikely to be chance. The IL 6 level among COVID-19 patients (98 pg./ml) 
is four times higher than that of healthy controls (25 pg./ml). This considerable rise indicates a reaction in 
COVID-19 patients. The notable surge of IL6 in COVID-19 patients could potentially act as a biomarker for 
the disease or its severity aiding in diagnosis, prognosis, and monitoring of affected individuals. IL 6 serves as 
an inflammatory cytokine and its escalation aligns with the recognized inflammatory characteristics of severe 
COVID-19 cases supporting the notion that COVID-19 can instigate a pronounced inflammatory response 
possibly leading to complications like cytokine storms in critical scenarios. Elevated IL 6 levels may imply 
targets for interventions; certain treatments for severe cases of COVID-19 target the IL 6 pathway specifically 
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to alleviate inflammation, like tocilizumab. The information provided is interesting. It would be helpful to 
have specifics like the number of samples the seriousness of COVID-19, among the patients, and if there is a 
connection, between IL 6 levels and disease severity or results.  This study investigated the association of 
different HLA class I and II alleles with the incidence of COVID-19 infection. The epidemiological studies 
could provide a great source of information for further studies. Recently, researchers tried using herbs or 
natural products to deal with infectious pathogens. The scientific community is intensely concentrating on 
figuring out the characteristics of the immune response to the COVID-19 virus and how heredity affects 
illness susceptibility and severity. An international partnership of European centers was set up to examine 
the issue of whether there were any possible genetic host variables related to the severe clinical development 
of the SARS-CoV-2 infection during the outset of the COVID-19 pandemic in Europe in the spring of 2020 
(22). 
Table 1: Differences in IL-6 levels between COVID-19 patients and Healthy control groups  

IL-6 Average levels Covid-19 patients 
Average 

Healthy control 
Average 

p.value 

98 pg./ml 25pg/ml Less than 0.001 
 
COVID 19 patients and individuals, in health were compared in terms of the frequency of alleles found in 
the HLA A region (as shown in Table 2). This table provides a comparison of how various HLA A alleles 
occur among COVID-19 patients versus those who are healthy. The HLA (Human Leukocyte Antigen) genes 
are essential for the system's ability to identify and respond to invaders. 
The analysis compared the occurrence of HLA A alleles between COVID-19 patients and individuals who 
were healthy (see Table 2). The HLA genes, crucial for response play a role in this process. Sample size; It 
seems that the sample size is relatively small with 30 COVID 19 patients and 20 healthy individuals (based 
on the provided percentages). Allele distribution; Some alleles display variances between the two groups. For 
instance, while HLA A*0201 is found in 20% of individuals it is absent in Covid 19 patients. On the other 
hand, HLA A*0106 is present in 13.33% of Covid 19 patients. Not detected in healthy controls. The odds 
ratio values presented in Table 2 indicate the link between these alleles and Covid 19. An odds ratio more 
than 1 implies an increased risk while a value, less than 1 suggests a decreased risk. 
For example, HLA A*0106 shows an odds ratio of 6.962 indicating a susceptibility, to Covid 19 while HLA 
A*0201 displays an odds ratio of 0.060 hinting at a possible protective impact against the virus. Most 
comparisons in the P value column are labeled as "NS" (Not Significant) except for HLA A*0201 (P = 0.21) 
suggesting that the observed disparities may not be statistically meaningful due to the sample size. The 
Fraction (EF) and Preventive Fraction (PF) offer insights, into the risk or protective effects associated with 
each allele. However, it is worth noting that HLA A*0607 appears in the table with varying values, which 
could be indicative of an error. 
HLA genes are significant factors in an individual's response to a foreign pathogen. Therefore, in this 
investigation, we were interested in finding HLA-A and B alleles that are vulnerable and those that may be 
employed in risk prediction models for the early detection of severe COVID-19 in COVID-19 cases of Iraqi 
covid-19 patients who are hospitalized. in Medical City in Baghdad, when investigating the connection 
between COVID-19 susceptibility and HLA genotypes, it seems that while genetic and other environmental 
factors may have an effect, the presence of HLA and other polymorphisms increased the patient's vulnerability 
(21) and Tavasolian et al. also reported a similar outcome. 
Table 2: Comparison between Covid -19 patients and Healthy control allele frequency in the HLA-A region 

HLA-A 
allele 

Covid-19 
patients 

% 
Healthy 
Control 

% OR IOR EF PF 
P 
value 

*0201 0 0.00% 4 20.00% 0.060 16.636 0.00 0.00 0.21 
*0106 4 13.33% 0 0.00% 6.962 0.144 3.43 1.41 NS 
*0607 0 0.00% 1 5.00% 0.213 4.692 0.00 0.00 NS 
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*1106 5 16.67% 2 10.00% 1.596 0.627 1.87 2.15 NS 
*2408 2 6.67% 0 0.00% 3.596 0.278 1.44 3.25 NS 
*0607 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 
*3002 0 0.00% 2 10.00% 0.121 8.243 0.00 0.00 NS 

 
HLA-B allele frequencies between COVID-19 patients and healthy controls were also compared. The "Healthy 
Control" column is missing a value for the *1561 allele Table 3). Some percentages are given, while others 
are not, which makes direct comparison difficult. *0205 is the most common allele in both groups, with a 
notably higher frequency in healthy controls (35%) compared to COVID-19 patients (6.67%). *1561, *5201, 
*5501, *4001, and *4006 is present in COVID-19 patients but not in healthy controls (or data is missing). 
*2718 is present in healthy controls but not in COVID-19 patients. 
Table 3: HLA-B allele frequency of both COVID-19 patients and Healthy control 

HLA-B 
allele 

Covid-19 
patients 

% 
Healthy 
Control 

% OR IOR EF PF P value 

*1561 1 3.33%  5.00% 0.661 1.513 -0.51 0.34 NS 
*2718 0 0.00% 1 5.00% 0.213 4.692 0.00 0.00 NS 
*0205 2 6.67% 7 35.00% 0.158 6.333 -10.67 0.91 0-020 
*5201 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 
*5501 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 
*4001 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 
*4006 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 

 
Odds Ratio (OR) in Table 3 is less than 1 which suggests the allele might be protective against COVID-19. 
While OR > 1 suggests the allele might increase susceptibility to COVID-19. *0205 has the lowest OR (0.158), 
suggesting a potential protective effect. *5201, *5501, *4001, and *4006 has ORs of 2.085, potentially 
indicating increased susceptibility. Only *0205 shows statistical significance (p = 0.020). *0205 has the highest 
PF (0.91), suggesting a strong preventive effect while other alleles have relatively small EF or PF values. 
Table 4 shows the frequency of various HLA-DR alleles in COVID-19 patients compared to healthy controls. 
The data includes that COVID-19 patients: 9 (30.00%). HLA-DR*1109 shows a significant association with 
COVID-19. It appears in 30% of COVID-19 patients but is absent in healthy controls. The high odds ratio 
(OR) of 18.166 and low p-value (0.007) suggest this allele may increase susceptibility to COVID-19. However, 
HLA-DR*0456 also shows a significant difference between groups (p-value 0.02), but it's more common in 
COVID-19 patients (21.21%) than in healthy controls (5%). The low OR (0.156) suggests it might have a 
protective effect against COVID-19. While the other alleles (HLA-DR*0701, *1302, *1360, *1122, and 
*1101) do not show statistically significant differences between COVID-19 patients and healthy controls (p-
values are listed as NS, presumably meaning "not significant"). The Etiological Fraction (EF) and Preventive 
Fraction (PF) provide additional information about the potential impact of each allele on disease risk, but 
their interpretation should be cautious given the small sample size. 
Table 4: Covid-19 and Healthy Control HLA-DR allele frequency 

HLA-
DR 
allele 

Covid -
19 
patients 

% 
Healthy 
Control 

% OR IOR EF PF 
P 
value 

*1109 9 30.00% 0 0.00% 18.166 0.055 8.50 1.13 .007 

*0456 7 21.21% 1 5.00% 0.156 5.333 
-
9.67 

0.89 0.02 

*0701 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 
*1302 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 
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*1360 0 0.00% 1 5.00% 0.213 4.692 0.00 0.00 NS 

*1122 4 13.33% 3 15.00% 0.849 1.178 
-
0.71 

0.42 NS 

*1101 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 
 
Table 5 shows a comparison of HLA DQ allele frequencies, in COVID-19 patients and individuals in health. 
The analysis revealed no variations in allele frequencies among COVID-19 patients. The table illustrates how 
the occurrence of HLA DQ alleles differs between COVID-19 patients and healthy individuals. HLA (Human 
Leukocyte Antigen) genes are vital for the system's ability to detect and respond to pathogens. None of the 
differences in allele frequencies were statistically significant (all p values are indicated as NS meaning not 
significant). 
HLA DQ*0321 displayed the odds ratio (2.804) hinting at a higher occurrence in COVID-19 patients but 
this was not statistically significant. The prevalent allele among both groups was HLA DQ0321 for COVID-
19 patients (16.67%) and HLA DQ0201/*0603 for controls (15% each). The absence of significance for any 
allele implies that larger studies are required to confirm or disprove any connections. Factors like ethnicity, 
age and existing medical conditions, which are not detailed in this table could influence the distribution of 
HLA alleles and susceptibility, to COVID-19. 
An increase in IL-6 levels in COVID-19 patients results in a cytokine storm which is linked with increase of 
fatality. It is better to increase the epidemiological studies which as previously proved, could provide a great 
source of information for further studies in addition, the authors suggest trying to use herbs or natural 
products in dealing with infectious pathogens as these natural products showed highly positive results in 
dealing with viral infections. 
Table 5: Comparison between Covid -19 and Healthy control groups in the HLA-DQ region 

HLA-
DQ 
allele 

Covid -19 
patients 

% 
Healthy 
Control 

% OR IOR EF PF P value 

*0201 3 10% 3 15.0% 0.636 1.571 1.71 0.63 NS 
*0321 5 16.67% 1 5.00% 2.804 0.357 3.22 1.45 NS 
*0202 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 
*0204 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 
*0502 0 0.00% 1 5.00% 0.213 4.692 0.00 0.00 NS 
*0603 4 13.33% 3 15.00% 0.849 1.178 0.71 0.42 NS 
*0402 1 3.33% 0 0.00% 2.085 0.480 0.52 -1.08 NS 

  
4-CONCLUSION 
The information presented in Table 1 indicates a link, between elevated IL 6 levels in COVID-19 patients 
when compared to individuals underscoring the significance of the inflammatory response in this illness and 
hinting at potential avenues for diagnosis and treatment. On the other hand, the data provided in Table 2 
hints at connections between specific HLA A alleles and susceptibility or protection against COVID-19. 
However, due to the sample size and lack of significance, the strength of these findings is constrained. To 
solidify these associations and their implications for COVID-19 risk or protection extensive research 
involving sample sizes would be required. Notably, the *0205 allele seems to be linked to reduced COVID-
19 risk while other alleles do not exhibit significant associations. Nevertheless, with sample sizes (as indicated 
by frequencies) these conclusions lack robustness and demand further investigation on a larger scale for 
validation. Some HLA DR alleles like *1109 and *0456 might influence susceptibility or protection against 
COVID-19; however comprehensive studies are necessary to corroborate these findings and delve into their 
relevance. The limitations posed by sample sizes and the absence of significance restrain the extent of 
conclusions that can be drawn from this data set. To establish any connections between HLA DQ alleles and 
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susceptibility or severity related to COVID 19 it would be imperative to conduct research, with larger sample 
sizes while factoring in other relevant variables. 
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