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Background: Emergence of variants with specific mutations in key epitopes in the spike 
protein of severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) raises concerns 
pertinent to its severity. Aims and Objectives: To assess the demographics, clinico-radiological 
pattern, and outcome of reverse transcription-polymerase chain reaction (RT-PCR) positive 
isolated coronavirus disease 2019 (COVID-19) patients arrived from the United Kingdom (UK). 
Materials and Methods: A cross-sectional, observational study was conducted in RT-PCR positive 
COVID-19 patients arrived from the UK, from December 2020 to February 2021. Nasopharyngeal 
samples of all patients were sent for whole-genome sequencing of SARS-CoV-2. The aimed 
parameters were compared between the B.1.17 positive and non-B.1.1.7 groups, among the 
people, arrived from the UK. All statistical tests with P<0.05 were considered significant. 
Results: A total of 59 SARS-CoV2 infected patients, who arrived from the UK, were isolated 
from December 2020 to February 2021 at Telangana Institute of Medical Sciences hospital, 
Hyderabad, were enrolled in the study. Of these, 27 patients (mean age-31.81±11.28 years) 
were infected with the B.1.1.7, diagnosed by whole genomic sequencing. Males were 
predominant in our study. Personal habits such as smoking, alcohol intake were higher among 
the sequenced group with a significant P<0.05. The most common symptoms observed in 
the sequenced group were cough (22.22%), sore throat (22.22%), cold (11.11%), fever 
(11.11%), and in the unsequenced group were cough (22.22%), cold (6.25%), fever (6.25%). 
In the sequenced group, chest X-ray posteroanterior view was normal in 74%, patchy ground-
glass opacities was observed in 25.92% patients, whereas in the unsequenced group it was 
84.37% and 15.62%, respectively. Asymptomatic patients, observed in the sequenced and 
unsequenced group were 48.18% and 78.12%, respectively, and symptomatic patients were 
51.85% and 21.87%, respectively. We found a statistically significant difference between 
sequenced and unsequenced patients in the asymptomatic group with a significant P<0.05. 
In the sequenced and unsequenced group, mild cases were 48.18% and 18.75%, moderate 
cases were 3.7% and 3.12%, respectively. We found no evidence of an association between 
disease severity and lineage B.1.17. Conclusion: Our data, within the context and limitations of 
a real-world study, provide initial reassurance that severity in hospitalized patients with B.1.1.7 
is not markedly different from severity in those without B.1.1.7.
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INTRODUCTION

Coronavirus disease 2019 (COVID-19), the highly 
contagious viral illness caused by severe acute respiratory 
syndrome coronavirus 2 (SARS-CoV-2), has had a 
catastrophic effect on the world’s demographics resulting 
in more than 3.8 million deaths worldwide, emerging as the 
most consequential global health crisis since the era of  the 
influenza pandemic of  1918. After the first cases of  this 
predominantly respiratory viral illness were first reported 
in Wuhan, Hubei Province, China, in late December 2019, 
SARS-CoV-2 rapidly disseminated across the world in a short 
span of  time, compelling the World Health Organization 
(WHO) to declare it as a global pandemic on March 11, 
2020.1 The disease has since spread worldwide leading to an 
ongoing pandemic.2 Several variants of  SARS-CoV-2 have 
been described during the course of  this pandemic, among 
which only a few are considered variants of  concern (VOCs) 
by the WHO, given their impact on global public health.1 
Based on the recent epidemiological update by the WHO,3 
as of  July 2021, four VOCs have been identified since the 
beginning of  the pandemic namely, Alpha, Beta, Gamma, 
and Delta and the Variants of  Interest are Eta, Lota, Kappa, 
and Lambda.3 On December 14, 2020, the United Kingdom 
(UK) Government was notified of  the emergence of  a SARS-
CoV-2 variant under investigation.4 This lineage had no 
obvious genetically close precursor within publicly available 
genomic datasets, within the COVID-19 Genomics UK 
Consortium dataset, and is now defined as lineage B.1.1.7.5 
Defining features include a deletion and several mutations 
within the key encoding the spike protein, notably Asn501Tyr 
(N501Y) in the receptor-binding domain. The effect of  
structural changes to the properties of  the spike protein has 
sparked concern about transmissibility, pathogenicity, and 
effect of  the variant on vaccine efficacy. Physical distancing, 
masking was strictly implemented in London on December 
21, 2020, to curb further spread of  this variant. Further 
variants have since been reported with potentially similar 
properties to the B.1.1.7 variant.6,7 The impact of  the change 
on clinical presentation, patient outcome, and mortality 
remains poorly understood.8 Few studies have observed that 
individuals infected with the variant of  concern, identified 
at UK community centers, were between 32% and 104% 
more likely to die than individuals infected with previously 
circulating variants.8 In the current study, at our institute, we 
assessed the demographics, clinico-radiological pattern, and 
outcome of  RT-PCR positive isolated COVID-19 patients 
arrived from UK.

Aims and Objectives
 To assess the demographics, clinico-radiological pattern 
and outcome of  RT-PCR positive isolated covid 19 patients 
arrived from United Kingdom.

MATERIALS AND METHODS

A cross-sectional, observational study was conducted 
from December 2020 to February 2021 at Telangana 
Institute of  Medical Sciences (TIMS), a dedicated hospital 
for COVID-19 management. As a nodal center, it was 
responsible for surveillance of  international travelers. 
The study was pre-approved by the institutional scientific 
committee. As per standard operating procedure (SOP)9,10 
guidelines all the individuals traveling from abroad must 
undergo RT-PCR testing on their arrival at Hyderabad 
airport.

As per the policy of  the Indian government, which is 
followed by the state government, all the persons traveling 
from the UK to Hyderabad were tested for COVID-19 by 
taking a nasopharyngeal swab for RT-PCR at the time of  
their arrival at the Airport, Hyderabad, after which they 
were instructed to wait for about 6 h in the airport for the 
result. Samples were taken from all persons on landing, 
irrespective of  the status of  prior testing report. The 
persons whose swab is detected positive for COVID-19 
were isolated at dedicated floor, in separate rooms at TIMS, 
irrespective of  their symptoms or severity. Clinical data and 
lab results were collected and analyzed as described below.

The demographic data such as age, sex, personal habits, 
occupation were noted. Clinical data such as symptoms, 
signs, comorbidities, vitals were taken. The patients were 
thoroughly examined and evaluated. Basic laboratory 
work up such as complete blood picture, liver and renal 
function tests, random blood sugar, and chest X-ray was 
done for all patients, additional tests such as D-dimer, 
lactate dehydrogenase (LDH), C-reactive protein (CRP) 
were done based on clinical severity and severity grading 
was done according to Indian Council of  Medical Research 
(ICMR) guidelines.11 Nasopharyngeal sample of  all patients 
were sent for whole genome sequencing for COVID-19. 
The turn-around time for genome sequencing is about 
3–4 days, once the result is known, patients positive for 
lineage B.1.1.7., strain were isolated for 17 days (from time 
of  initial swab testing for RT-PCR at arrival), persons 
negative for lineage B.1.1.7., strain were transferred or 
discharged to other floor for further treatment according 
to the ICMR guidelines.11 Two repeat samples 24 h apart 
were taken for patients with positive lineage B.1.1.7., after 
17 days for decision on discharge. Thus, an analysis on the 
demographics, clinico-radiological pattern, and outcomes 
of  the lineage B.1.1.7., strain positive persons was done. 
Then the demographic features, laboratory parameters, 
chest x-ray findings, disease severity, and outcome were 
compared between the B.1.17 positive and non-B.1.1.7 
groups among the people arrived from UK.
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Definition
The patients tested positive for lineage B.1.1.7 by whole 
genome sequencing were considered under sequenced 
group and those patients who tested negative for the lineage 
B.1.1.7 were considered unsequenced.

Statistical analysis
All the collected data were compiled and entered into 
Microsoft excel. Data were checked for consistency and 
completeness, and then analyzed using SPSS windows 
version 27 software. Proportions were calculated for all 
qualitative variables. Chi-square test was performed to 
study the association between two categorical variables. 
All statistical tests with P<0.05 were considered significant.

RESULTS

A total of  59 SARS-CoV2 infected patients, who arrived 
from the UK, were isolated from December 2020 to February 
2021 at TIMS hospital, Hyderabad, were enrolled in the 
study. Of  these, 27 patients (mean age-31.81±11.28 years) 
were infected with the B.1.1.7, diagnosed by whole genomic 
sequencing (Table  1). The remaining 32 patients (mean 

age-30.9±12.14) were diagnosed as non-B.1.1.7. Although 
males were predominant in our study (Male: Female ratio 
4.4:1 vs. Male: Female ratio 2.2:1) no statistical significance 
(P=0.27) was found among both the groups (Table 1).

Personal habits such as smoking (29.62%), alcohol intake 
(25.92%) was higher among the sequenced group with a 
significant P<0.05. Most of  the patients were students 
(37.03%) and laborers (37.03%) in the sequenced group 
and in the unsequenced group students (31.25%) and IT 
professionals (31.25%) were predominant (Table 1). The 
comorbidities observed in the sequenced group were 
hypertension (7.4%), type  2 diabetes mellitus (3.7%), 
hypothyroidism (3.7%), and systemic lupus erythematosus 
(3.7%), whereas in the unsequenced group were, type 2 
diabetes mellitus (6.25%), hypertension (3.12%) and obesity 
(3.12%). In the sequenced group, 51.85% of  patients 
arrived directly from the UK, 44.45% of  patients had transit 
history. In the unsequenced group, 93.75% of  patients 
arrived directly from the UK and 6.25% of  patients had 
transit history (Table 1).

The most common symptoms observed in the sequenced 
group were cough (22.22%), sore throat (22.22%), 

Table 1: The characteristics of study distribution
Parameter WGS (Lineage 

B.1.1.7) (n=27) (%)
Non-WGS
(n=32) (%)

Chi-square 
value

P-value

Age in years <30 years 15 (55.56) 16 (50) 0.18 0.67
>30 years 12 (44.45) 16 (50)

Gender Male 22 (81.5) 22 (68.75) 1.23 0.27
Female 5 (18.5) 10 (31.25)

Habits Smoking 8 (29.62) 4 (12.5) 4.15 <0.05
Alcohol 7 (25.92) 2 (6.25)
Both 5 (18.5) –

Occupation Student 10 (37.03) 10 (31.25) 11.99 <0.05
Labourer 10 (37.03) 2 (6.25)
IT professional 2 (7.4) 10 (31.25)
Others (homemaker, 
teacher,business etc)

5 (18.5) 10 (31.25

Comorbidites Present 4 (14.81) 4 (12.5) 0.06 0.79
Travel History Direct UK 14 (51.85) 30 (93.75) 12.25 <0.05

Transit journey 12 (44.45) 2 (6.25)
Symptoms

Cough Present 6 (22.22) 6 (22.22) 2.93 0.08
Sore throat/throat pain Present 6 (22.22) 1 (3.12) 5.02 <0.05
Fever Present 3 (11.11) 2 (6.25) 0.43 0.50
Cold Present 3 (11.11) 2 (6.25) 0.43 0.50
Breathlessness Present 1 (3.7) 1 (3.12) 0.01 0.90

Investigations
1.  Neutrophilic leucocytosis Present 3 (11.11) 5 (15.62) 0.25 0.61

Leucopenia Present 5 (18.5) 1 (3.12) 3.73 0.05
Neutrophil lymphocyte ratio >3.5% Present 1 (3.7) 1 (3.12) 0.01 0.90

2. Chest X-ray changes Present 7 (25.92) 5 (15.62) 0.95 0.327
3. �Elevated Inflammatory markers 

(CRP)
Present 3 (11.11) – 3.68 0.50

COVID-19 severity Asymptomatic 13 (48.18) 25 (78.12) 5.98 0.05
Mild 13 (48.18) 6 (18.75)
Moderate 1 (3.7) 1 (3.12)

CRP: C-reactive protein
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cold (11.11%), fever (11.11%), and in the unsequenced 
group were cough (22.22%), cold (6.25%), fever(6.25%) 
(Table 1). The mean duration of  the symptoms observed 
were 1.96±2.15 days and 0.96±1.92 days in the sequenced 
and unsequenced group, respectively. Complete blood 
examination results showed neutrophilic leucocytosis 
(15.62%) more in the unsequenced group, whereas 
leucopenia (18.5%) was more in the sequenced group. 
Neutrophil-lymphocyte ratio>3.5 elevation was similar in 
both the groups (P>0.05). In the sequenced group, 11.11% 
of  patients has elevated CRP levels (Table 1). Renal and 
liver function tests were normal in both groups.

In the sequenced group, chest X-ray posteroanterior (PA) 
view was normal in 74%, patchy ground-glass opacities 
was observed in 25.92% patients (18.5%) patients have 
bilateral and 7.4% has unilateral involvement; Lower zones 
were predominantly involved (22.22%) followed by mid 
zones (3.7%). In the unsequenced group, chest X-ray PA 
view was normal in 84.37%, patchy ground-glass opacities 
was observed in 15.62% of  patients (6.25%) patients has 
bilateral and 9.37% has unilateral involvement; Lower 
zones were predominantly involved (12.5%) followed by 
mid zones (3.12%). No statistical significance was observed 
among both groups (P=0.327) (Table 1).

Asymptomatic patients, observed in the sequenced and 
unsequenced group were 48.18% and 78.12%, respectively, 
and symptomatic patients were 51.85% and 21.87%, 
respectively. We found a statistical difference with a 
significant P<0.05 between sequenced and unsequenced 
group. In the sequenced and unsequenced group, mild 
cases were 48.18% and 18.75%, moderate cases were 
3.7% and 3.12%, respectively. None were severe in both 
groups; no mortality was observed and the outcome was 
good in both the groups. We found no evidence of  an 
association between disease severity and lineage (B.1.1.7 vs. 
non-B.1.1.7) (Table 1).

DISCUSSION

The emergence of  novel VOCs in the ongoing SARS-
CoV-2 pandemic requires rapid genomic, virological, 
epidemiological, and clinical characterization to ascertain 
public health, clinical, and research responses.

Though advancing age is associated with high mortality, 
the most common age group observed in our study was 
between 20 and 30 years, with male predominance with low 
incidence of  comorbidities in both the groups. Although 
all age groups are at risk of  contracting COVID-19, older 
people face significant risk of  developing severe illness if  
they contract the disease due to physiological changes that 

come with aging and potential underlying health conditions. 
Therefore, less number of  elderly population might have 
traveled during the pandemic. A study conducted by Dan 
Frampton et al.,12 which stated Patients with B.1.1.7 were 
younger and had fewer comorbidities than those with 
non-B.1.1.7 infection, possibly representing the widespread 
and potential increased transmission of  this variant in the 
community or differences in the probability of  hospital 
admission, which we were not able to explore in this 
hospital-based cohort.12

Personal habits such as smoking, alcohol intake was found 
higher in the sequenced group, and evidence suggests that 
the severity of  COVID-19 disease is higher among smokers 
as smoking impairs lung function. A UK study published 
in January 2021 suggests that current smokers who get 
coronavirus are twice as likely to attend hospital and tend 
to report more symptoms than non-smokers.13 Most of  
the population in our study were students, laborers, and 
IT professionals. Survey data from the UK suggest that 
less than one in five people are able to adhere to isolation 
protocols. Notably, lower rates of  adherence have been 
reported among men, younger people, key workers, 
those living with dependent children, and those in lower 
socioeconomic groups.14

Only 1 person in the sequenced group was vaccinated, 
Peacock said, “With this variant, there is no evidence that 
it will evade the vaccination or a human immune response. 
But if  there is an instance of  vaccine failure or reinfection 
then that case should be treated as high priority for genetic 
sequencing.”4

Most of  the symptoms observed in both the groups 
were similar. Two studies, published in Lancet Infectious 
Diseases12 and Lancet Public Health,15 have found no 
evidence that people infected with B.1.1.7 (UK variant of  
coronavirus) experience worse symptoms or a heightened 
risk of  developing “long COVID” compared to those 
infected with a different COVID-19 strain.

In sequenced group complete blood picture showed 
neutrophilic leukocytosis, leukopenia, increased neutrophil-
lymphocyte ratio (NLR) in 11.11%, 18.5%, 3.7% patients, 
respectively, in unsequenced patients neutrophilic 
leukocytosis, leukopenia, increased NLR in 15.62%, 
3.12%, and 3.12% patients, respectively. In the sequenced 
group elevated inflammatory markers were present in 
11.11% of  patients. Inflammation is caused by infectious 
diseases, and growing evidence supports its significant 
role in the progression of  various viral pneumonias, 
including COVID-19. Severe inflammatory responses 
contribute to weak adaptive immune response, thereby 
resulting in immune response imbalance. Therefore, 
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circulating biomarkers such as peripheral white blood cell 
count, hemoglobin, NLR ratio, CRP that can represent 
inflammation and immune status are potential predictors 
for the prognosis of  COVID-19 patients.16

In most of  our study population, chest X-ray findings 
were normal, about 74% in the sequenced group, 84.37% 
in the unsequenced group, respectively. The chest 
radiograph may be normal in up to 63% of  people with 
COVID-19 pneumonia, particularly in the early stages.17 
In our study, the most common change observed was 
patchy ground-glass opacities, distributed peripherally in 
bilateral lower lung zones. Earlier studies also showed 
ground glass appearance is common and may precede 
the appearance of  consolidation and bilateral lung 
involvement.17

Although we observed a statistical difference in the 
symptomatology and lineage, we found no statistical 
significance in the disease severity and lineage. A  study 
conducted by Davies et al.,18 have established that B.1.1.7 is 
more transmissible than pre-existing variants, but have not 
identified whether it leads to any change in disease severity. 
A matched case-control study conducted by Benjamin et 
al.,19 in 60 hospitalized patients, results shows a tendency 
towards severe disease with B.1.1.7 infection, however, the 
study was underpowered as statistical significance was seen 
only for patients requiring dexamethasone.

Rapid collection of  good quality clinical data with the 
appropriate granularity, in combination with whole-genome 
sequencing of  SARS-CoV-2, is imperative in deciding 
whether variants are associated with altered clinical 
outcomes. Large readily available datasets will be key in 
enabling rapid clinical assessment of  variants.

Limitations of the study
•	 Our study was conducted on a smaller sample size,thus 

there is a need for further studies on larger sample size
•	 Most of  the persons were sub clinical in our study, as it 

was done in persons fit for travel, screened incidentally 
for B.1.1.7 lineage. We cannot comment on persons 
with symptomatic forms of  Covid-19, as they would 
restrict travel.

•	 We predominantly had younger age group in our study, 
possibly because this group of  persons travel more 
than the other groups, especially during a pandemic 
when middle and older groups restricted travel.

CONCLUSION

Our data, within the context and limitations of  a real-
world study, provide initial reassurance that severity in 

hospitalized patients with B.1.1.7 is not markedly different 
from severity in those without B.1.1.7.
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