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Abstract: Since the emergence of COVID-19, many publications have reported associations with
ABO blood types. Despite between-study discrepancies, an overall consensus has emerged whereby
blood group O appears associated with a lower risk of COVID-19, while non-O blood types appear
detrimental. Two major hypotheses may explain these findings: First, natural anti-A and anti-B
antibodies could be partially protective against SARS-CoV-2 virions carrying blood group antigens
originating from non-O individuals. Second, O individuals are less prone to thrombosis and vascular
dysfunction than non-O individuals and therefore could be at a lesser risk in case of severe lung
dysfunction. Here, we review the literature on the topic in light of these hypotheses. We find that
between-study variation may be explained by differences in study settings and that both mecha-
nisms are likely at play. Moreover, as frequencies of ABO phenotypes are highly variable between
populations or geographical areas, the ABO coefficient of variation, rather than the frequency of each
individual phenotype is expected to determine impact of the ABO system on virus transmission.
Accordingly, the ABO coefficient of variation correlates with COVID-19 prevalence. Overall, despite
modest apparent risk differences between ABO subtypes, the ABO blood group system might play a
major role in the COVID-19 pandemic when considered at the population level.

Keywords: COVID-19; ABO blood groups; natural antibodies; thrombosis; attack rate; susceptibility

1. Introduction

Since the first description of COVID-19 in Wuhan, China, the emergence of the new
SARS-CoV-2 coronavirus led to a global public health crisis due to massive morbidity and
a burden of mortality that rapidly overwhelmed health systems worldwide. However, the
disease impact shows considerable variation between countries and geographic areas for
reasons that are poorly understood. Besides differences in the economical, sociological,
behavioral, and political response to the pandemic, genetic factors might also play a role in
their own right. Thus, soon after the beginning of the pandemic a publication from Wuhan,
China, reported a higher risk of infection for people of blood group A, and inversely a lower
risk for people of blood group O [1]. Since then, associations with the ABO blood groups
have been described in several additional publications from China as well as many other
locations from Asia, the Middle East, Europe, and North America [2–36]. Associations
between ABO phenotypes were described with either the risk of infection or disease
severity, although most studies did not explicitly separate these two aspects. Moreover,
the ABO phenotypes that appeared associated with either a higher or a lower risk were
not always identical across studies, and several studies failed to uncover any significant
association [37–41]. Finally, if there is an effect of ABO blood groups on SARS-CoV-2
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infection or the outcome of COVID-19, its impact on the evolution of the pandemic in
different regions of the world and its potential importance in terms of patients care remain
to be assessed. The purpose of this work is therefore to provide a reasoned review of the
literature in order to assess the extent of the potential role and usefulness of the ABO blood
group system in the COVID-19 pandemic.

2. The ABO Blood Group System at a Glance

The ABO blood group system was discovered more than a century ago and its un-
derstanding allowed the development of blood transfusion. However, the corresponding
antigens are expressed on a large number of cell types in addition to erythrocytes [42]. They
are of the carbohydrate type, constituting terminal motifs of either N-linked or O-linked
chains of glycoproteins as well as of glycolipids. Their synthesis proceeds by addition of
monosaccharide units to precursor glycan chains through specific glycosyltransferases. It
first requires the synthesis of the histo-blood group H precursor antigen, which is catalyzed
by alpha1,2fucosyltransferases that add a fucose in α1,2 linkage to a terminal β-galactose
of the subjacent glycan chain. The FUT1 enzymes are responsible for this activity in ery-
throblasts, megakaryocytes, vascular endothelial cells, and several other cell types, while it
is the FUT2 enzyme that catalyzes synthesis of the H antigen in most epithelial cells such
as the upper airways, the digestive tract, and the lower genito-urinary tracts. Once the H
antigen is produced, addition in α1,3 linkage of an N-acetylgalactosamine or of a galactose
to the same subjacent galactose unit by the A or B blood group enzymes generates the A
and B antigens, respectively (Figure 1). The A and B enzymes are coded by distinct alleles
of the ABO gene, whereas the O alleles correspond to null alleles unable to generate any
active enzyme. These three major types of alleles generate the four major phenotypes O,
A, B, and AB [43]. Both the FUT1 and FUT2 genes also present null alleles that lead to a
lack of precursor H antigen synthesis in the corresponding cell types and therefore to a
lack of A and B blood group antigens expression in these cells [44]. FUT1 null alleles are
responsible for a rare red cell phenotype called “Bombay”. Given its rare occurrence, it will
not be discussed any further. By contrast, null alleles of the FUT2 gene are common and
their frequency varies across populations. These alleles are responsible for the so-called
“nonsecretor” phenotype which by contrast with the “secretor” phenotype is characterized
by a lack of A, B, and H antigens in many secretions such as saliva and in epithelia. In the
Western world, the secretors represent around 80% of the population and nonsecretors, the
remaining 20% [44].

In addition to its antigens, the ABO system is characterized by the presence of anti-
bodies against the A and B antigens. Thus, blood group O individuals possess anti-A and
anti-B antibodies, blood group A individuals possess anti-B antibodies, and blood group B
individuals have anti-A antibodies. Only blood group AB individuals are devoid of both
anti-A and anti-B antibodies. This system of antigens and their cognate antibodies defines
the basic rules of transfusion where blood group O constitutes a universal donor, whereas
blood group AB represents a universal receiver [45]. The origin of the natural anti-ABO
antibodies is still debated. Nonetheless, it seems that most of these antibodies appear
during the first year of life under stimulation of microorganisms either pathogenic or
from the microbiota that carry similar antigens [46,47]. Their amounts are highly variable
between individuals and some data suggest that they may decrease with improved hygiene
conditions [48,49].
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Figure 1. Description of the major characteristics of the ABO blood group system. Biosynthesis of the
A and B antigens starts from a precursor structure constituted by a galactose residue in beta linkage
to a subjacent sugar located at the termini of either N- or O-glycans as well as glycolipids. In red
blood cells (RBC), vascular endothelial cells (VE) and other cell types such as megakaryocytes that
give rise to platelets, addition of a fucose in α1,2 linkage by the FUT1 enzyme gives rise to the H
blood group antigen. In most epithelial cells, synthesis of the H antigen is performed by the FUT2
enzyme. Blood group A antigen is then synthesized by the A enzyme coded by A alleles of the ABO
gene, while blood group B antigen is synthesized by the B enzyme coded by B alleles. O alleles are
unable to generate a functional enzyme; therefore, O/O individuals leave the H antigen unchanged.
Relationships between genotypes, phenotypes, antigens, and the corresponding natural antibodies
are shown.

The ABO gene and the FUT2 gene, which controls expression of ABH antigens in
epithelia, are among the few human genes clearly under frequency-dependent balanced
selection, suggesting important roles in interactions with environmental factors [50–55].
Histo-blood group antigens, including ABO blood groups, have previously been implicated
in the genetic susceptibility to several infectious diseases, including viral diseases. This has
been particularly well documented for human noroviruses and rotaviruses that together
are responsible for the majority of gastroenteritis cases worldwide. These non-enveloped
RNA viruses attach to the carbohydrate antigens expressed in the gastrointestinal mucosa.
They have evolved so that distinct strains recognize preferentially different carbohydrate
motifs, resulting in a strain-dependent susceptibility in accordance with the person’s
blood type [56]. Rabbit Hemorrhagic Disease Virus (RHDV) is a highly pathogenic rabbit
calicivirus related to noroviruses also attaches to blood group antigens expressed in the
rabbit respiratory and gut epithelia. The rabbit-RHDV pair allowed the documentation of
a natural example of host–pathogen co-evolution involving the recognition of A, B, and H
blood groups antigens by the virus [57]. These co-evolving host–pathogen pairs explain, at
least partly, the maintenance of the ABO polymorphism. Nevertheless, using mathematical
modeling, it has been argued that its maintenance would additionally require the role of
the anti-ABO antibodies to be taken into account [58]. It has additionally been argued
that viral-mediated selection may explain why South American native populations are
exclusively of blood group O [59].

3. Hypotheses Linking ABO Types and COVID-19 and Their Consequences on the
Interpretation of Reported Associations

Soon after the first report of an association between ABO phenotypes and the risk of
COVID-19, several hypotheses were proposed about the underlying mechanisms [60–63].
Prior to presenting the results of the various studies reporting associations, or the lack of
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association, we will explain the bases and rationale of these hypotheses as they have distinct
consequences that may explain discrepant outcomes stemming from variable designs of
the association studies. Because of their crucial importance for blood transfusion ABO
blood groups are generally perceived as red cell markers. Their potential role in COVID-19
is therefore not obvious. The mechanisms that have been proposed to account for their
implication in the disease can be broadly divided into two major groups; those affecting
the risk of infection and of SARS-CoV-2 transmission, on the one hand, and those affecting
disease severity, on the other hand.

3.1. The Anti-ABO Antibodies

As described above, histo-blood group antigens, including the ABH antigens, are
synthesized by many epithelial cell types, including those of the respiratory and digestive
tracts that are known to emit large amounts of viral particles [64–67]. The SARS-CoV-2 main
envelope protein, the Spike or S protein harbors many glycosylation sites. It is therefore
heavily glycosylated and structural analyses of the recombinant glycoprotein produced in
HEK293 cells revealed a large panel of glycans, mostly of the N-glycan type, but also of O-
glycans [68–71]. As the enzymatic machinery required for their synthesis is that of the host
cell, the exact structures present on virions will depend on the infected cell type. Glycans
detected on the recombinant S protein from HEK293 cells or on the virus produced in Vero
cells therefore do not fully represent those that are synthesized on viral particles emitted
from either respiratory or digestive epithelial cells from infected persons. Most importantly
they cannot be decorated by ABH antigens as HEK293 cells and Vero cells do not synthesize
these epitopes [72]. To uncover whether the S glycoprotein carries A, B, or H antigens when
produced in cells that have the ability to synthesize these glycan motifs, in a recent work,
we produced the recombinant S1 domain in CHO cells expressing the FUT2 enzyme and
either the A or the B enzymes. This showed that H, A, or B epitopes can be present on the
viral S protein in accordance with the glycosyltransferase repertoire of the cells [72]. It is
therefore to be expected that authentic infectious virions produced by respiratory epithelial
cells also carry the antigens in all individuals of the “secretor” phenotype. Consequently,
applying the rules of blood transfusion, SARS-CoV-2 viral particles transmitted in ABO
incompatible situations might be neutralized by the anti-A and anti-B antibodies. As blood
group O individuals possess both types of antibodies, they might benefit from a better
protection than blood group A or B individuals who possess only one of these types of
antibodies and even more so than blood group AB people who have none of them. As
previously discussed, this kind of protection will only be partial as it can only take place
in incompatible ABO situations and likely requires sufficient amounts of the anti-A and
anti-B antibodies [60]. Because these are highly variable, it follows that individuals who
possess low titers of anti-A or of anti-B antibodies are expected to be at a higher risk of
infection than people with high titers. This was indeed recently observed in a study where
agglutination scores of patients were compared to those of a control group. Patients’ anti-A
and/or anti-B scores were lower than those of non-COVID-19 controls. By contrast, no
differences were observed for antibodies directed against similar carbohydrates, including
the αGal antigen (see below), which cannot be synthesized by human cells, indicating that
the lower scores of anti-ABO antibodies observed in patients did not result from a general
decrease of anti-carbohydrate antibodies following infection [72].

Earlier observations additionally support the anti-ABO antibodies hypothesis. Follow-
ing an outbreak of SARS-CoV in Hong Kong hospital in 2003, it was observed that blood
group O hospital staff members in contact with the initial patient had been largely spared
by the disease in comparison with non-O blood group staff members [73]. It could then be
showed using an in vitro cellular model that the interaction between the virus S protein
and the ACE2 protein, its receptor like that of SARS-CoV-2, could be specifically inhibited
by anti-A antibodies when the S protein was produced by cells able to synthesize the blood
group A antigen [74]. Additionally, Measles virus grown in cells expressing either the A
or B blood group antigens was neutralized by human serum anti-B or anti-A antibodies,
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respectively, in a complement-dependent manner [75]. Likewise, the αGal xenoantigen,
similar to the human B blood group antigen, but not present in humans due to mutations
in the GGTA1 gene that encodes a closely-related specific α1,3galactosyltransferase, is
present in enveloped virus particles produced by animal cells possessing the enzyme [76].
A large body of evidence indicates that expression of the αGal carbohydrate epitope on
viral envelopes leads to the elimination of viruses through anti-carbohydrate natural anti-
bodies. Various mechanisms appear to be involved in the phenomenon, including blocking
of receptor engagement, complement-dependent neutralization and amplification of the
specific immune response through targeting of the opsonized virus particles to antigen
presenting cells (reviewed in [77]).

In light of all these data, the involvement of natural anti-ABO antibodies in COVID-
19 infection is a serious possibility that needs careful attention. It should be stressed
that if these antibodies play any role, they can only act by preventing infection or by
decreasing the viral load. As soon as virus replication has taken place in the new host,
newly formed virions will carry autologous glycans that can no longer be recognized by
the allogeneic anti-ABO antibodies. Another critical consequence of a potential protection
effect of anti-ABO antibodies is that, as protection exclusively takes place in situations of
ABO incompatibility, the final number of infected individuals cannot be affected to a great
extent, because more and more ABO compatible encounters will take place as the epidemic
progresses. Yet, it can still have a major impact on the epidemic by significantly slowing
down its progression which will enhance the efficacy of non-pharmaceutical measures of
protection, such as social distancing. This was modeled using data from a SARS-CoV 2003
outbreak [74]. The model showed that in case of a strong protection afforded by a sufficient
amount of anti-ABO antibodies in ABO incompatible transmission events, the epidemic
would be very strongly delayed.

3.2. The ABO Effect on Thrombosis

A large number of studies show associations between ABO blood groups and throm-
boembolic diseases as recently reviewed [78]. This has been shown for myocardial in-
farction, atherosclerotic vascular disease, venous thromboembolism, and cardiovascular
ischemic events. In all instances, people with non-O blood groups proved at a higher
risk than O blood group individuals. One of the explanations rests on the observation
that plasma levels of coagulation factors, most notably von Willebrand’s factor (vWF), are
~30% higher in non-O blood group individuals than in blood group O. Synthesis of vWF
takes place in megakaryocytes and vascular endothelial cells that express ABH antigens.
As it is heavily N- and O-glycosylated, it carries the antigens depending on the person’s
ABO phenotype. Its clearance, largely glycan-driven and mediated by lectins such as the
Ashwell hepatic lectin or CLEC4AM, is reduced in the presence of either the A, the B
antigen, or both, leading to higher plasma levels of non-O individuals. In addition to their
effect on hemostasis, there is evidence that ABO blood groups also affect vascular function,
although the exact underlying mechanisms are not fully elucidated. In this context, it is
noteworthy that the levels of vascular adhesion molecules such as the soluble forms of
ICAM, P-selectin, and E-selectin correlate with ABO blood groups, with higher levels of
these factors detected in blood group A individuals in comparison with blood group O [79].
Regardless of the precise underlying mechanisms, these observations suggest that ABO
blood groups modulate leucocyte–endothelial interactions and influence the magnitude of
the inflammatory response.

Severe COVID-19 is characterized by an inflammatory state damaging the alveolar–
capillary barrier and thereby compromising gas exchange. Intracapillary thrombosis
and endothelial dysfunction are essential components of the severe form of the disease.
Considering that ABO blood groups modulate both hemostasis and endothelial function,
including its interactions with inflammatory cells, this has been suggested as an explanation
of the reported associations between COVID-19 and ABO blood types [61,62]. Within the
framework of this hypothesis, it appears that ABO blood groups would only influence
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the outcome of the disease at a late stage when ARDS or severe lung dysfunction has
taken place.

3.3. ABO Blood Groups and the Furin Cleavage Site

Cell entry of SARS-CoV-2 involves pre-activation of the S protein by the proprotein
convertase furin or furin-like proteases [80]. The furin cleavage site is surrounded by
O-glycosylation sites, which represents a unique feature of SARS-CoV-2 among coron-
aviruses. As ABH antigens are largely present on O-glycans of epithelial cells [81], the
distinct versions of O-glycans thus generated on the virions may impact the ability of furin
to cleave the S protein. In a recent publication, Abdelmassih et al. also suggested potential
relationships between ABO blood groups and furin [62]. They proposed that furin levels
might be reduced in blood type O individuals based on a reported negative relationship
between blood type O and furin-related proprotein convertases [82]. In addition, they
suggested that furin levels modulated by the ABO phenotypes could play a role in the en-
dothelial pathogenicity of SARS-CoV-2. In these conditions, the impact of ABO phenotypes
on furin could take place both at the infection level and at the late stage of severe disease.

3.4. ABO Blood Groups and Susceptibility to Other COVID-19-Associated Risk Factors

Besides cardiovascular diseases, a large number of COVID-19 comorbidity factors
have been described, some of which could also be associated with ABO blood groups.
Although many studies looking for associations between ABO phenotypes and inflamma-
tory conditions or autoimmune diseases have been conducted, they have often generated
conflicting results. Nonetheless, a recent phenomic study involving a very large number of
subjects from independent cohorts replicated some of these associations [83]. Thus, levels
of C-reactive protein and alkaline phosphatase appear higher in blood group A individuals
in comparison with blood group O, which may indicate a higher inflammatory state in
the former group. Blood group O has also been reported to represent a protective factor
for Crohn’s disease and ulcerative colitis, type I diabetes, and multiple sclerosis, although
replications studies are lacking (reviewed in [62]). ABO blood groups additionally show
associations with markers of the general metabolism. PSK9 levels appear higher in non-O
blood group people, consistent with their higher levels of total cholesterol, LDL-C, and
HDL-C [82,83]. Blood group A also appears associated with a lower forced vital capacity
and forced expiratory volume in 1 s [83]. Although the mechanisms behind these various
associations are unknown, they might contribute to increase the risk of severe COVID-19
or to worsen the disease.

3.5. ABO Blood Groups and the Microbiota

As bacteria of the microbiota trigger the synthesis of anti-A and anti-B antibodies,
composition of the gut microbiota might be critical to explain the large inter-individual
variations in levels of these antibodies. The microbiota is also known to play a major role
in controlling immunity and inflammation and since recent reports showed that the gut
microbiota signature of COVID-19 patients appears distinct from that of healthy controls
(reviewed in [84]), it is worth mentioning two studies that related ABO phenotypes to
the composition of the gut microbiota. Mäkivuokko et al. observed that the overall
microbiota composition of blood group B individuals differed from that of the other blood
groups and showed increased levels of Actinobacteria in group A healthy individuals [85].
These bacteria are reportedly increased in Crohn’s disease and ulcerative colitis and may
contribute to facilitate the development of the inflammatory state associated with severe
COVID-19. Another study reported lower levels of Blautia in blood group A secretors than
in non-A secretors [86]. A decreased level of these bacteria had previously been described
in several inflammatory, autoimmune conditions, and aging [87], it may also reveal a higher
risk of uncontrolled inflammation among blood group A COVID-19 patients than among
other ABO blood types.
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Strikingly, all hypotheses linking ABO blood groups to COVID-19 predict a protective
effect of the O blood type in comparison with non-O blood groups. Disentangling their
relative importance is therefore not straightforward. Nonetheless, those that concern
susceptibility to infection and the likelihood of transmission have different consequences
than those predicting an impact on late events associated with the cytokine storm, ARDS
and severe lung dysfunction. These differences help in analyzing the reported studies as
discussed below.

4. Studies Linking ABO Blood Types to COVID-19
4.1. Case–Control Studies Designed to Observe Associations

At the time of writing, 34 case/control studies reporting associations between ABO
phenotypes and the risk of COVID-19 have been reported, while only four studies failed to
uncover a significant association (Table 1). Importantly, not all of the reports have been
peer-reviewed as yet. As immediately apparent from Table 1, the data show a lower risk for
O blood group people and/or inversely a higher risk for people with non-O blood types,
most often blood group A. The reported significant odd ratios (ORs) generally revealed
a modest influence of the ABO blood groups, although some reports suggested stronger
effects. Thus, ORs for blood group O ranged from 0.53 to 0.9 and ORs for non-O blood
groups ranged from 1.12 to 3.7. Meta-analyses of the earliest available data have already
been conducted, confirming the effect [88–92].

The majority of these studies were hypothesis-driven. Yet, six of them concerned
genome-wide association studies (GWAS) that looked for genetic associations without
a priori [5,20,23,26,27,37]. Of the latter, only one failed to observe a significant signal at
the ABO locus on the long arm of chromosome 9 (9q34) [37]. The fact that the majority of
both agnostic GWAS and hypothesis-driven studies found the same significant associations
with the ABO blood types indicates that these did not derive from biases due to the a priori
search for a link between ABO blood groups and COVID-19.

The various studies also differ in many other aspects, including the number of patients
included, the definition of cases and the types of controls to whom patients were compared,
as well as the relative ABO frequencies in the diverse studied populations. These different
settings can seriously affect outcomes. Thus, in studies where the patients’ group was
compared to blood donors, a bias might be introduced as blood group O is over-represented
among regular blood donors because group O blood representing the universal donor is
more widely demanded. In such studies, there is a risk of finding a false apparent increase
in non-O blood types or a decrease of the O type among patients. Nonetheless, other
studies using anthropological data of the frequency of ABO phenotypes obtained from
large fractions of the local population alleviate this potential bias, as long as the population
is sufficiently homogeneous and has not changed in composition since the acquisition of the
anthropological data. In this respect, data from Asian and Middle-East countries are quite
safe at the local level, with population ancestries being rather homogeneous. This is not so
in the USA or European countries. Higher risks of COVID-19 have been reported for some
disadvantaged subgroups from these countries [93]. The variations in ABO blood group
frequencies between populations of different geographical origins and ancestries represent
another important source of potential bias. In order to take this bias into account, in several
studies, groups of patients and controls were stratified for ancestry [7,20,21,26,37]. Again,
with the exception of one study discussed below [37], they consistently documented a lower
risk of COVID-19 for blood group O, although not visible in all ethnic groups as illustrated
by the study of Leaf et al. who uncovered a significant ABO effect in the white American
population, but not in minorities of African Americans or Latin Americans [7]. This is
likely due to the impact of the relative frequencies of ABO phenotypes in populations as
discussed below. The effect of population admixture also likely explains why a study from
New York, USA, failed to reveal any significant association between ABO blood types and
the risk of COVID-19 [38]. In that study, no stratification for ancestry was performed even
though the control group was composed of historical non-COVID-19 hospitalized patients.
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Table 1. Case–control studies reporting data on ABO blood groups and COVID-19.

Country
Cases Controls ABO Effect a

Ref.
Definition b Number Definition c O A B AB

China I 1775 I <Risk >Risk ns ns [1]
USA I 682 I <Risk >Risk ns ns [2]

China II 2153 I <Risk >Risk ns ns [3]
Turkey I 186 III <Risk >Risk ns ns [4]

Spain/Italy d III 1610 III + IV <Risk >Risk ns ns [5]
China I 187 IV <Risk >Risk ns ns [6]
USA V 3239 V <Risk >Risk ns ns [7]

China III + IV 97 I <Risk >Risk ns ns [8]
Turkey I 179 IV <Risk >Risk ns ns [9]

Iran VII 76 I <Risk >Risk ns ns [10]
China V 134 I <Risk >Risk ns ns [11]
Spain VIII 854 VI <Risk >Risk ns ns [12]
Spain IX 965 III <Risk >Risk ns ns [12]
UK I 86 II <Risk >Risk ns ns [35]

Turkey II 1667 I <Risk >Risk ns ns [36]
Iran VI 93 I <Risk >Risk >Risk >Risk [13]
USA I 1289 II <Risk ns >Risk >Risk [14]

Canada I 7071 II <Risk ns >Risk >Risk [15]
India I 8102 I <Risk ns >Risk ns [16]
Spain II 226 I <Risk ns >Risk ns [17]

Saudi-Arabia II 72 III <Risk ns ns >Risk [18]
Iran I 397 IV <Risk ns ns >Risk [19]

USA + UK I 15,434 II <Risk ns ns ns [20]
USA I 34,178 II <Risk ns ns ns [21]

Denmark V 7422 I <Risk ns ns ns [22]
International I + II 6696 + 3199 II <Risk >Risk [23]

Italy I 447 III <Risk ns ns ns [24]
China II 103 II ns >Risk ns ns [25]
USA I 2417 I ns >Risk ns ns [26]

Italy/Spain III 505 VI ns >Risk ns >Risk [27]
Bahrain V 2334 III ns ns >Risk <Risk [28]
Canada V 95 I ns ns ns ns [29]

UK V 2244 I ns ns ns ns [37]
Brazil I 2037 II ns ns ns ns [41]
USA II 957 IV ns ns ns ns [38]

a All relevant studies in published or prepublication (not peer reviewed) formats as of 14 December 2020 are included. Significant
associations are marked in green to indicate a decreased risk relative to the other blood types or in red to indicate an increased risk; ns:
non-significant. b I: all diagnosed patients (RT-PCR), II: hospitalized patients, III: severely ill patients, IV: mildly ill patients, V: critically ill
patients (ICU patients), VI: ICU admitted patients < 45 y/o with no previous history, VII: deceased patients, VIII: convalescent plasma
donors (previously blood donors), IX: transfused patients. c I: regional anthropological data, II: regional SARS-CoV-2 RT-PCR negative
people, III: blood transfusion donors, IV: non-COVID-19 hospitalized patients, V: non-COVID-19 hospitalized patients stratified by ethnic
group, VI: first-time transfusion blood donors. d Genome-wide association studies (GWAS) studies are marked in bold.

The number of patients included in the various studies has been highly variable,
ranging from several thousands to less than one-hundred. Yet, they generated very similar
results regardless of their high apparent differences in statistical power. This may be
explained if the effect of ABO phenotypes was stronger in some geographical areas as
discussed below. In that case, significant between-groups differences can be obtained with
a lower number of cases. Inversely, in some geographical areas where the effect is weaker
because of the relative frequencies of the ABO phenotypes, in particular a high frequency of
blood group O, it takes very high numbers of patients to document a significant distortion
of the ABO blood groups distribution in the patient groups, as illustrated by the lack of
association reported from Brazil [41].

When only data on severe hospitalized patients are analyzed very important risk
factors such as sex, age, obesity, cardiovascular, and metabolic underlying diseases are
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involved. As discussed above, the ABO polymorphism is known to associate with some of
these COVID-19 risk factors, which might explain the link between blood group O and a
lesser risk of COVID-19. However, analyses evaluating the potential confounding effect of
these known risk factors showed that they cannot explain associations with ABO blood
groups [2,12]. This conclusion is reinforced by a study from Iran where young patients
(<45 y/o) without known underlying condition were enrolled. It showed a lower risk
for blood group O in comparison with non-O types in absence of any strong comorbidity
factor [13]. Inversely, one can also argue that the combined weight of these important
risk factors is so high that it could mask any genetic effect on susceptibility to COVID-19
that would be more easily visible in the less severely affected patients who fortunately
constitute the majority of patients. This could be the reason why one GWAS study failed to
reveal a signal of association between COVID-19 and the ABO locus [37]. In that study, the
control group was based on population data adjusted for ancestry, but the patient group
was exclusively composed of patients under intensive care, excluding all non-severe cases
and other hospitalized patients. Observing an effect on the risk of infection with this study
design is therefore very difficult, unless the effect is very strong. Nonetheless, observing an
effect on severity remains possible if a careful analysis of clinical data is performed within
the patient group, which was not done in that particular study. In contrast, it was done
in the study of Hoiland et al. [29] who also first compared ABO frequencies of patients
requiring intensive care to those of the regional population and similarly failed to observe
any difference between the patient and control groups. However, in a second analysis, even
though it was based on a limited number of patients, the authors were able to uncover a
clear effect of ABO phenotypes on severity by a careful analysis of ABO frequencies within
the patient groups [29].

As the majority of COVID-19 infections result in a relatively mild disease, or even
remain asymptomatic, studies taking into account all diagnosed patients (RT-PCR+), re-
gardless of symptoms are well suited to find an effect on infection while inversely being
unable to observe associations with severity. It is worth noting that such studies consis-
tently observed either a lower risk for blood group O and/or an increased risk for non-O
groups, in particular blood group A (Table 1). It therefore seems quite clear that blood
group O individuals have a lower risk of SARS-CoV-2 infection relative to non-O blood
types. The only exception comes from a study conducted in Bahrain where, in addition to
the commonly observed increased risk for the A blood group, a significantly decreased risk
was found for blood group AB [28]. It should nevertheless be kept in mind that the AB
blood group is always the least represented and therefore that the data of that particular
study rest on a rather limited number of cases.

4.2. Studies Designed to Observe an Effect on Severity

Considering the consistent associations found between the risk of COVID-19 infection
and ABO blood types, observing potential associations with disease severity requires
comparison of blood group frequencies between patient subgroups presenting with dis-
tinct clinical characteristics. As shown above, comparing patients to non-infected controls
mainly reveals an effect on infection that will be diluted off when the disease has pro-
gressed to high severity. Revealing any effect on severity requires the comparison of blood
group frequencies between patients suffering from more or less severe forms of the dis-
ease. Several studies of this type were performed and their design and results are briefly
summarized in Table 2. Thus, Sardu et al. [30] reported that non-O Italian hypertensive
COVID-19 patients had higher values of prothrombic indexes, cardiac injury, and rates of
death than blood group O patients, consistent with the known effects of ABO blood groups
on thrombosis and cardiovascular diseases. Likewise, a very careful clinical analysis of
critically ill Canadian patients revealed that blood groups A and AB patients presented
a higher risk of requiring mechanical ventilation, continuous renal replacement therapy,
and prolonged admission to intensive care units than blood groups O and B patients [29].
In another study from Canada, the O blood group was also found associated with lower
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severity, whereas the B and AB blood groups were associated with higher severity [15]. In
that study involving a large series of patients, the frequencies of ABO blood types were
compared between cases with severe illness or death and all other cases, severe illness
being defined as requirement for admission to intensive care unit. Independent data from
a very interesting approach were reported from Spain. In their work, the authors com-
pared hospitalized patients who required blood transfusion for their risk of death [12]. In
this group of patients, blood group A and a non-O blood group were associated with a
higher risk of death. Finally, a study on patients who had undergone transcatheter aortic
valve replacement showed that having blood group A was the only independent predictor
of COVID-19, but also predicted disease severity and death in this group of high-risk
patients [31]. Therefore, although it appeared more difficult to evidence than its effect
on infection, the association of blood group O with lower disease severity, or inversely
the harmful consequence of having A or non-O blood groups, also appears now well
established by these convergent studies, in accordance with the previously known effects
of ABO blood types on thrombosis and the vascular function.

Table 2. Studies specifically analyzing an effect on disease severity a.

Country Type of Study ABO Effect b

Ref.
O A B AB

Italy Analysis of clinical and biological criteria among hypertensive
COVID-19 patients <risk [30]

Canada Analysis of clinical and biological criteria among critically ill
COVID-19 patients <risk >risk <risk >risk [29]

Spain Analysis of the risk of death among COVID-19 patients
requiring transfusion <risk ns ns [12]

Canada Separate analyses of patients with or without severe illness <risk ns >risk >risk [15]

France Comparison between patients who underwent transcatheter
aortic valve replacement ns >risk ns ns [31]

a Studies including patients of various severity degrees, not specifying clinical criteria and comparing with non-COVID-19 control groups
were not taken into account; b Significant associations are marked in green to indicate a decreased risk relative to the other blood types or
in red to indicate an increased risk; ns: non-significant.

4.3. Other Study Designs

In addition to the studies presented in Tables 1 and 2, several additional reports ana-
lyzed the risk of COVID-19 in relation to ABO blood types using quite distinct approaches.
These are listed in Table 3. Thus, two studies compared the frequencies of ABO blood
groups to COVID-19 prevalence between countries. The first one observed an association
between the frequency of blood group A and prevalence of the disease, while the other ob-
served an inverse relationship between the frequency of blood group B (including B + AB)
and prevalence of the disease [32,33]. This approach is very interesting but suffers from
two major weaknesses that will be discussed below. At this point, suffice it to say that they
concern the low accuracy of prevalence data and, most critically, the fact that it is not the
frequency of each blood type considered individually that matters at the population level.

Two other studies looked at the ABO types of blood samples collected for transfusion
that proved SARS-CoV-2 seropositive. The selection of blood donors implies that all of
these seropositive individuals had been free of symptoms during the two weeks preceding
donation. In the study from France, these cases represented 3% of blood donations and
presented an important deficit of blood group O in comparison with the remaining blood
donors who did not have SARS-CoV-2-neutralizing antibodies [34]. Although the approach
was similar, the study from Italy failed to find any bias in ABO blood types among the 1%
of SARS-CoV-2 blood donors who had antibodies against the viral N protein [39]. Whether
the discrepancy between the outcomes of these two studies is due to the different methods
used to assess infection, the different percentage of seropositive blood samples, or the
overall small number of concerned cases remains unclear.
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Table 3. Other study settings reporting data on ABO blood groups and COVID-19.

Country Type of Study
ABO Effect a

Ref.
O A B AB

Europe, Africa,
Middle-East, Asia

Association between frequency of the A allele and
COVID-19 prevalence across countries >Risk [32]

Europe, Africa,
Asia, America

Correlation between frequency of B+AB blood types
and COVID-19 prevalence across countries <Risk [33]

France Comparison of ABO phenotypes of blood donors
with SARS-CoV-2 neutralizing antibodies <Risk >Risk ns ns [34]

Italy Comparison of ABO phenotypes of blood donors
with SARS-CoV-2 anti-N antibodies ns ns ns ns [39]

France Comparison of ABO phenotypes of COVID+ vs.
COVID− aircraft carrier crew members ns ns ns ns [40]

a Significant associations are marked in green to indicate a decreased risk relative to the other blood types or in red to indicate an increased
risk; ns: non-significant.

Finally, another publication reported the analysis of a large outbreak that occurred on
a French aircraft carrier [40]. While the vessel was in operation at sea, an outbreak occurred
unabated for two weeks before confinement measures were taken. A large number of
crew members were infected since the attack rate was 76%, but only 1.6% of the infected
sailors could be considered as severe cases, that is, requiring oxygen therapy or admission
to an intensive care unit. By comparing these 76% infected to the remaining 24%, no
difference in ABO blood group frequencies could be observed. At first sight, this negative
result appears to strongly contradict all the other reports discussed above that showed
significant associations between the risk of COVID-19 and ABO phenotypes. Yet, when
considered within the framework of the anti-ABO antibodies hypothesis, this result was
predictable. Anti-ABO antibodies lower the risk of transmission at the group or population
level, slowing progression of the epidemic [60,74]. In a confined situation such as that of
an aircraft carrier where the outbreak lasted until the virus infected over three quarters of
the personnel on board, nearly all susceptible individuals have been infected because of
multiple contacts. It should be remembered that O blood group individuals are susceptible
to transmission from other O blood group individuals. If the outbreak had been stopped
early, then blood group O crew members might have proven less represented among the
infected than among the non-infected crew members.

5. Consequences of between-Populations Differences in ABO Blood
Types Frequencies

Frequencies of the A, B, and O alleles and of the respective ABO phenotypes are quite
variable across human populations [50]. Overall, on the Eurasian continent, there exists a
gradient of blood group B whose frequency increases as one moves from west to east. This
increase takes place at the expense of both blood groups A and O that are less frequent in
East Asia than in Western Europe, the Middle East presenting intermediate frequencies [94].
The African continent is characterized by a rather large and complex diversity of ABO blood
groups frequencies between geographic locations and ethnic groups [33]. The American
continent is characterized by an extremely high frequency of the O blood type among
Amerindian populations, most notable in its Central and Southern parts [94]. Considering
these large differences between geographical areas and human populations, variation in
the impact of ABO phenotypes on COVID-19 is to be expected. Documenting an effect is
more difficult in ethnically mixed populations such as those of Western Europe or of the
Americas. As already mentioned, special care should therefore be given to alleviate biases
introduced by the population admixture as the risk of COVID-19 is clearly associated with
socioeconomical conditions, themselves associated with the ethnic background.

For all hypotheses raised to explain the links between ABO phenotypes and COVID-
19, variations in relative frequencies represent a basic statistical issue. Obviously, it is
more difficult to observe significant associations for less well represented phenotypes
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and this may contribute to explain some of the divergences observed between studies.
In addition, and quite distinctly, within the framework of the anti-ABO hypothesis, the
variation in ABO phenotypes frequencies affects the outcome in a more complex manner.
Thus, anti-B antibodies from blood group A individuals may be protective from viral
particles emitted by blood group B individuals. Reciprocally, anti-A antibodies from blood
group B individuals can only be protective in the case of an ABO incompatible transmission
event originating from a blood group A person [60]. The relative proportion of blood group
A and B in the population will therefore be critical. This may explain why blood group
A appears as a risk factor more often than blood group B. Indeed, many studies were
performed on population showing a higher representation of blood group A than of blood
group B. Likewise, O blood group individuals if protected from transmission from non-O
individuals, cannot be protected from transmission by other O blood group individuals.
Consequently, the frequency of the O blood type in a population will be critical. At the
individual level, the maximal protection of O blood group individuals will take place when
they only represent a small fraction of the population. Inversely, when present in a large
proportion their protection by anti-ABO antibodies will vanish and completely disappear
if all individuals of the population were of the O blood type. With this in mind, we looked
for a correlation between the reported odd ratios of O versus non-O blood types to the
frequencies of blood group O in the studied population listed in Table I. To do this, we used
studies that reported the O blood group odd ratios in comparison with all other groups
and we also used the frequency of blood group O in the studied populations as reported by
the authors or deduced from previously published data. Figure 2A shows the results of the
analysis, indicating that, as predicted by the hypothesis involving anti-ABO antibodies, O
blood group individuals may benefit from a more important protection from SARS-CoV-2
infection in locations where blood group O frequencies are lower.

As the above observation suggested that the variable ABO frequencies across pop-
ulations may differentially impact the outcome of the pandemic between countries, we
looked for a potential correlation between ABO frequencies and SARS-CoV-2 attack rates
worldwide. As already mentioned above, the relationship between an ABO blood type
and susceptibility to COVID-19 is not straightforward, therefore individually relating each
ABO blood type to the virus attack rate may be misleading. At the population level, the
optimal protection that anti-ABO antibodies may provide should be attained when A, B,
and O phenotypes are more or less evenly distributed because protection should occur
only in ABO incompatible transmission events. In extreme situations, where one or two of
these three major phenotypes largely dominate, incompatible events will be less frequently
encountered. Thus, rather than looking for correlations between each ABO phenotype
and SARS-CoV-2 attack rates, we looked for correlations between ABO coefficients of
variation in different countries or geographical locations and SARS-CoV-2 attack rates.
Protection conferred by anti-ABO antibodies should be optimal in populations presenting
low coefficients of variation and inversely it is expected to be far less efficient or even not
efficient at all in populations where they are elevated. ABO coefficients of variation were
calculated using published frequencies of ABO blood types in different regions or coun-
tries. However, obtaining reliable SARS-CoV-2 attack rates that can be compared between
countries is rather complex. Rates of detection obtained following RT-PCR testing are
particularly unreliable since testing strategies have been very different between countries
and within countries during the unfolding of the pandemic. Using data such as the number
of COVID-19-related deaths/106 inhabitants may appear easier to compare. Yet, these may
be greatly affected by variable reporting strategies between countries and most importantly
by the age structure of the population as the risk of death increases exponentially with
age [95]. Older populations will therefore appear disproportionately affected, regardless
of other parameters. More reliable data were recently provided by O’Driscoll et al. [95]
using seroprevalence analyses from 45 countries or regions. Using these published median
values of proportions of SARS-CoV-2 seropositive individuals as of September 2020, we
found 41 countries with reliable published national ABO frequencies. As depicted on
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Figure 2B, a strong positive relationship can be detected between infection rates and the
ABO coefficients of variation. It is noteworthy that countries of Central and South America
where blood group O is highly prevalent show the highest SARS-CoV-2 attack rates, as pre-
dicted by the hypothesis on anti-ABO antibodies protection limited to ABO incompatible
transmission events. Looking at a more homogeneous group of countries, both in terms of
ABO coefficient of variation and of socioeconomic status, European countries also show a
clear relationship between the distribution of ABO blood groups and infection attack rates
(r2 = 0.29, p = 0.012).

Figure 2. Relationship between ABO blood groups and the impact of COVID-19 across countries.
(A) Blood group O odd ratios (ORs) of COVID-19 relative to the other blood groups and blood
group O frequencies at various geographical locations. Odd ratios were obtained from the works
in [1–3,6,9–11,14,17–19,22,24], and the frequencies of blood group O were those reported in the
groups of controls of the corresponding studies, representing frequencies in the local populations.
OR values in populations where frequencies of blood group O are below and above 40% (O < 0.4
and O > 0.4, respectively) were compared by a two-tailed Mann–Whitney test. (B) Regression
analysis between coefficient of variation calculated from the distribution of ABO for each country and
attack rates represented by median estimates calculated by O’Driscoll et al. [95] from seroprevalence
studies. (C) Regression analysis between ABO coefficients of variation of each country and the
2018 IHDI (inequality-adjusted human development index) obtained from the UNDP (United Nation
Development Program). (D) Regression analysis between COVID-19 attack rates of each country and
the 2018 IHDI. Countries are labeled by geographic area. Cyan: Central and South Americas; blue:
Africa; green: Europe; yellow: North America; red: Asia.

Infection attack rates are very dependent on demographic and geographic variables,
the national policies of protection that have been set up by governments, as well as
by the socioeconomic conditions and inequalities [96–98]. To determine whether the
observed associations between ABO coefficient of variation and SARS-CoV-2 attack rates
actually revealed underlying covariation with historical between-population socioeconomic
inequalities, we looked for a potential relationship between the ABO coefficient of variation
and the inequality-adjusted human development index (IHDI). This index has been created
by the United Nation Development Program (UNDP) in order to best define the degree
of human development by taking inequalities into account. As shown on Figure 2C, we
controlled that there was no relationship between ABO coefficient of variation and the
IHDI. As unfavorable socioeconomic and demographic conditions have been discussed as
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important drivers of the epidemic [99], we also tested whether the IDHI was associated
with the attack rates for the 41 countries that could be included in our analysis. This was
indeed the case (Figure 2D), but the correlation was not as strong as that observed between
attack rates and the ABO coefficients of variation. More refined indexes might be able to
better capture the effect of inequalities and poverty on the impact of COVID-19, but that is
beyond the scope of this article. Regardless, these observations suggest that the distribution
of ABO blood groups strongly impacts development of the COVID-19 pandemic when
looking at the level of populations. They suggest that the protective effect of anti-ABO
antibodies is particularly high in Asian countries, important in Europe and North America,
but unfortunately less important in countries of Central and South Americas where the
frequency of blood group O is disproportionately high in comparison with those of blood
groups A and B. This highly ABO-biased distribution is due to the large American Indian
populations in these countries as American Indians are almost exclusively of blood group
O [100]. Interestingly, in the USA, the impact of COVID-19 is extremely high among non-
Hispanic American Indians and Alaska Natives with attack rates 3.5 times higher than in
the white population [101]. It is also high among Hispanics (3 times higher compared to
whites) [21], followed by African-American (2.3 times higher compared to white) in parallel
with the frequencies of blood group O in these subgroups [21,102]. Similarly, a study from
the UK aimed at relating ABO phenotypes to the risk of COVID-19 in pregnant mothers,
reported the results of separate analyses of White and BAME (Black, Asian, Minority
Ethnic) women, the latter being overrepresented among the COVID-19 positive cases [35].
The ABO coefficients of variation were widely different between the two subgroups, 60%
and 28% for the White and BAME women groups, respectively. In accordance with the anti-
ABO hypothesis, in the White COVID-19+ group, O blood group was modestly decreased
in comparison to the White COVID-19− group (37% vs. 43%), but in the BAME cohort, the
effect was much more pronounced (25% vs. 40%). It is thus tempting to hypothesize that
the disproportionately high COVID-19 impact on the disadvantaged subgroups as well as
in some countries might be explained by a synergistic effect between ABO blood group
distribution and socioeconomic factors.

Although correlative and potentially influenced by other demographic covariates that
cannot be ruled out, the data presented in Figure 2 suggest that the protective effect of
anti-ABO antibodies could greatly contribute to the large COVID-19 disparities between
countries and population subgroups. It seems that non-pharmaceutical interventions, such
as population confinement and social distancing, are efficient when the ABO coefficients of
variation are low, as seen in some Asian countries that remarkably succeeded in controlling
the epidemic. However, when they are high, the non-pharmaceutical interventions fail
as illustrated by the examples of Latin American countries. When intermediate, as in
Europe, they work to some extent, but are still affected by the West–East gradient of ABO
frequencies, Eastern European countries tending to fare better, as of September 2020. All
this seems to indicate that when the frequency of blood group O is below 40% and blood
groups A and B are well balanced, the situation remains manageable, but when blood
group O frequency increases above 40% and that the frequencies of blood groups A and
B are unbalanced, management of the epidemic in absence of a vaccine turns out to be
more difficult.

6. Conclusions

Collectively, the data presented above indicate that ABO blood groups influence the
risk of SARS-CoV-2 infection and several studies additionally allow to ascertain an effect
of the ABO phenotypes on disease severity. In both situations, blood group O appears
protective in comparison with non-O types. As discussed above, the protective effect
on infection could be mediated either by natural anti-A and anti-B antibodies or by a
lower efficiency of furin cleavage in blood group O individuals. Both could lead to either
a complete protection or to lowering the initial viral load, which may have important
consequences by facilitating viral clearance by the immune system and preventing the
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cytokine storm and ensuing ARDS. The observation of a link between ABO coefficient of
variation in different geographical areas and the odds ratios of blood group O relative to
other blood types as well as the COVID-19 attack rates suggest that anti-ABO antibodies
play a prominent role in protection against infection but that their impact is heavily
influenced by the relative frequencies of ABO phenotypes in the population.

The previously well-documented influence of ABO phenotypes on hemostasis and
vascular function, likely contributes to the lower severity of the disease observed among
already severely affected patients of blood group O in comparison with non-O blood
group patients. Other mechanisms could also contribute, including effects of the ABO
polymorphism on inflammation and immune functions as well as on lipid metabolism.

At the individual level, the increased risk of severe COVID-19 symptoms associated
with non-O blood groups is generally modest. Therefore, it is not clear if that information
can be useful at the clinical level. Nonetheless, in selected groups of patients, such as
patients with underlying cardiovascular diseases it may be of importance, as illustrated by
the study of Sardu et al. on hypertensive patients which detected a 3.7 times increased risk
of death in non-O blood group patients [30]. Special attention could be important for such
high-risk patients who may need early anticoagulant therapies in order to reduce cardiac
injury, as suggested by the authors.

Until recently, the only evidence that natural anti-ABO antibodies played any sig-
nificant biological role, besides their importance for blood transfusion and organ trans-
plantation, came from artificial in vitro observations and indirectly from the association
between ABO phenotypes and SARS [74]. The new data accumulated on COVID-19 point
to a role of these antibodies in the control of outbreaks at the population level. Anti-ABO
antibodies could also help controlling infection by other coronaviruses as these viruses
are highly glycosylated and replicate in epithelial cells of the upper respiratory tract that
strongly express ABH antigens in accordance with the ABO and FUT2 genes polymor-
phisms. There is evidence that anti-A and B titers are decreasing in relation with improved
living conditions [49]. This phenomenon could contribute to facilitate virus transmission in
contemporary societies with high standards of living. Moreover, COVID-19 patients have
lower levels of anti-ABO antibodies than control individuals, suggesting that these anti-
bodies are protective only when present in sufficient amounts [72]. Interestingly, levels of
natural anti-glycan IgM, including anti-ABO, decrease with aging, which may contribute to
the increased risk of infection in the elderly [103]. Acting to increase these antibodies titers
at the population level would thus be desirable in order to take full profit of this natural
antiviral defense mechanism. Although a detailed discussion of the means by which anti-
ABO antibodies could be raised at the population level is beyond the scope of this article, a
possibility would be to use selected probiotic bacterial strains that express the A and/or
B antigens as it is largely under stimulation of bacteria from the microbiota that these
antibodies are naturally raised. A transfusion accident was reported where a platelet donor
had an extremely high anti-B titer following ingestion of a probiotic preparation containing
several species of harmless bacteria [104]. Similarly, pediatric patients developed anti-B
in association with probiotic use [105], suggesting that this could be a broadly applicable
strategy as a complement to the SARS-CoV-2 vaccine strategy. Populations where ABO
coefficients of variation are low or intermediate could slow down the virus transmission to
a large extent, making it easier to control the epidemic. Even populations that present high
ABO coefficients of variation could benefit from the anti-ABO protective effect, albeit to a
lesser degree. That would increase the efficacy of both non-pharmaceutical interventions
and of vaccines if used as a complementary tool in the fight against COVID-19.
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Uzun, Ö.; et al. The effects of blood group types on the risk of COVID-19 infection and its clinical outcome. Turk. J. Med. Sci. 2020,
50, 679–683. [CrossRef]

5. Ellinghaus, D.; Degenhardt, F.; Bujanda, L.; Buti, M.; Albillos, A.; Invernizzi, P.; Fernandez, J.; Prati, D.; Baselli, G.; Asselta, R.; et al.
Genomewide association study of severe Covid-19 with respiratory failure. N. Engl. J. Med. 2020, 383, 1522–1534.

6. Wu, Y.; Feng, Z.; Li, P.; Yu, Q. Relationship between ABO blood group distribution and clinical characteristics in patients with
COVID-19. Clin. Chim. Acta 2020, 509, 220–223. [CrossRef]

7. Leaf, R.K.; Al-Samkari, H.; Brenner, S.K.; Gupta, S.; Leaf, D.E. ABO phenotype and death in critically ill patients with COVID-19.
Br. J. Haematol. 2020, 90, e204–e208. [CrossRef]

8. Zeng, X.; Fan, H.; Lu, D.; Meng, F.; Zhuo, L.; Tang, M.; Zhang, J.; Liu, N.; Liu, Z.; Zhao, J.; et al. Association between ABO blood
groups and clinical outcome of coronavirus disease 2019: Evidence from two cohorts. medRxiv 2020. [CrossRef]

9. Aktimur, S.H.; Sen, H.; Yazicioglu, B.; Gunes, A.K.; Genc, S. The assessment of the relationship between ABO blood groups and
Covid-19 infection. Int. J. Hematol. Oncol. 2020, 30, 121–125. [CrossRef]

10. Chegni, H.; Pakravan, N.; Saadati, M.; Ghaffari, A.D.; Shirzad, H.; Hassan, Z.M. Is there a link between COVID-19 mortality with
genus, age, ABO blood group type, and ACE2 gene polymorphism? Iran J. Public Health 2020, 49, 1582–1584. [CrossRef]

11. Zhang, L.; Huang, B.; Xia, H.; Fan, H.; Zhu, M.; Zhu, L.; Zhang, H.; Tao, X.; Cheng, S.; Chen, J. Retrospective analysis of clinical
features in 134 coronavirus disease 2019 cases. Epidemiol. Infect. 2020, 148, e199. [CrossRef] [PubMed]

12. Muniz-Diaz, E.; Llopis, J.; Parra, R.; Roig, I.; Ferrer, G.; Grifols, J.; Millan, A.; Ene, G.; Ramiro, L.; Maglio, L.; et al. Relationship
between the ABO blood group and COVID-19 susceptibility, severity and mortality in two cohorts of patients. Blood Transfus. 2020.
[CrossRef]

13. Sohlpour, A.; Jafari, A.; Pourhoseingholi, M.A.; Soltani, F. Corona COVID-19 virus and severe hypoxia in young patients without
underlying disease: High prevalence rate with blood group A. Trends Anesth. Crit. Care 2020, 34, 63–64. [CrossRef]

14. Latz, C.A.; DeCarlo, C.; Boitano, L.; Png, C.Y.M.; Patell, R.; Conrad, M.F.; Eagleton, M.; Dua, A. Blood type and outcomes in
patients with COVID-19. Ann. Hematol. 2020, 99, 2113–2118. [CrossRef]

15. Ray, J.G.; Schull, M.J.; Vermeulen, M.J.; Park, A.L. Association between ABO and Rh blood groups and SARS-CoV-2 infection or
severe COVID-19 Illness. A population-based cohort study. Ann. Intern. Med. 2020. [CrossRef]

16. Padhi, S.; Suvankar, S.; Dash, D.; Panda, V.K.; Pati, A.; Panigrahi, J.; Panda, A.K. ABO blood group system is associated with
COVID-19 mortality: An epidemiological investigation in the Indian population. Transfus. Clin. Biol. 2020, 27, 253–258. [CrossRef]

17. Zalba-Marcos, S.; Antelo, M.L.; Galbete, A.; Etayo, M.; Ongay, E.; Garcia-Erce, J.A. Infection and thrombosis associated with
COVID-19: Possible role of the ABO blood group. Med. Clin. 2020, 155, 340–343.

18. Aljanobi, G.; Alhajjaj, A.; Alkhabbaz, F.; Al-Jishi, J. The relationship between ABO blood group type and the Covid-19 susceptibility
in Qatif Central Hospital, Eastern Province, Saudi Arabia: A retrospective cohort study. Open J. Intern. Med. 2020, 10, 232–238.
[CrossRef]

19. Abdollahi, A.; Mahmoudi-Aliabadi, M.; Mehrtash, V.; Jafarzadeh, B.; Salehi, M. The novel coronavirus SARS-CoV-2 vulnerabiloty
association with ABO/Rh blood types. Iran J. Pathol. 2020, 15, 156–160. [CrossRef]

20. Shelton, J.F.; Shastri, A.J.; Ye, C.; Weldon, C.H.; Filshtein-Somnez, T.; Coker, D.; Symons, A.; Esparza-Gordillo, J. Trans-ethnic
analysis reveals genetic and non-genetic associations with COVID-19 susceptibility and severity. medRxiv 2020. [CrossRef]

21. Niles, J.K.; Karnes, H.E.; Dlott, J.S.; Kaufman, H.W. Association of ABO/Rh with SARS-CoV-2 positivity: The role of race and
ethnicity in a female cohort. Am. J. Hematol. 2020, 96, E23–E26. [CrossRef] [PubMed]

http://doi.org/10.1093/cid/ciaa1150
http://doi.org/10.1038/s41467-020-19623-x
http://www.ncbi.nlm.nih.gov/pubmed/33188185
http://doi.org/10.1111/bjh.16797
http://www.ncbi.nlm.nih.gov/pubmed/32379894
http://doi.org/10.3906/sag-2005-395
http://doi.org/10.1016/j.cca.2020.06.026
http://doi.org/10.1111/bjh.16984
http://doi.org/10.1101/2020.04.15.20063107
http://doi.org/10.4999/uhod.204348
http://doi.org/10.18502/ijph.v49i8.3910
http://doi.org/10.1017/S0950268820002010
http://www.ncbi.nlm.nih.gov/pubmed/32878654
http://doi.org/10.2450/2020.0256-20
http://doi.org/10.1016/j.tacc.2020.08.005
http://doi.org/10.1007/s00277-020-04169-1
http://doi.org/10.7326/M20-4511
http://doi.org/10.1016/j.tracli.2020.08.009
http://doi.org/10.4236/ojim.2020.102024
http://doi.org/10.30699/ijp.2020.125135.2367
http://doi.org/10.1101/2020.09.04.20188318
http://doi.org/10.1002/ajh.26019
http://www.ncbi.nlm.nih.gov/pubmed/33064308


Viruses 2021, 13, 160 17 of 20

22. Barnkob, M.B.; Pottegard, A.; Stovring, H.; Haunstrup, T.M.; Homburg, K.; Larsen, R.; Hansen, M.B.; Titlestad, K.; Aagaard, B.;
Moller, B.K.; et al. Reduced prevalence of SARS-CoV-2 infection in ABO blood group O. Blood Adv. 2020, 4, 4990–4993. [CrossRef]
[PubMed]

23. Hernandez-Cordero, A.I.; Li, X.; Milne, S.; Yang, C.X.; Bossé, Y.; Joubert, P.; Timens, W.; van den Berge, M.; Nickle, D.; Hao, K.;
et al. Multi-omics highlights ABO plasma protein as a causal risk factor for COVID-19. medRxiv 2020. [CrossRef]

24. Franchini, M.; Glingani, C.; Del Fante, C.; Capuzzo, M.; Di Stasi, V.; Rastrelli, G.; Vignozzi, L.; De Donno, G.; Perotti, C. The
protective effect of O blood type against SARS-CoV-2 infection. Vox Sang. 2020. [CrossRef] [PubMed]

25. Fan, Q.; Zhang, W.; Li, B.; Li, D.J.; Zhang, J.; Zhao, F. Association between ABO blood group system and COVID-19 susceptibility
in Wuhan. Front. Cell. Infect. Microbiol. 2020, 10, 404. [CrossRef] [PubMed]

26. Roberts, G.H.L.; Park, D.S.; Coignet, M.V.; McCurdy, S.R.; Knight, S.C.; Partha, R.; Rhead, B.; Zhang, M.; Berkowitz, N.; Haug
Baltzell, A.K. AncestryDNA COVID-19 host genetic study I 1 dentifies three novel loci. medRxiv 2020. [CrossRef]

27. Valenti, L.; Villa, S.; Baselli, G.; Temporiti, R.; Bandera, A.; Scudeller, L.; Prati, D. Association of ABO blood groups and secretor
phenotype with severe COVID-19. Transfusion 2020, 60, 3067–3070. [CrossRef]

28. Almahdi, M.A.; Abdulrahman, A.; Alawadhi, A.; Rabaan, A.A.; AlQahtani, M. The effect of ABO blood group and antibody class
on the risk of COVID-19 infection and severity of clinical outcomes. medRxiv 2020. [CrossRef]

29. Hoiland, R.L.; Fergusson, N.A.; Mitra, A.R.; Griesdale, D.E.G.; Devine, D.V.; Stukas, S.; Cooper, J.; Thiara, S.; Foster, D.;
Chen, L.Y.C.; et al. The association of ABO blood group with indices of disease severity and multiorgan dysfunction in COVID-19.
Blood Adv. 2020, 4, 4981–4989. [CrossRef]

30. Sardu, C.; Marfella, R.; Maggi, P.; Messina, V.; Cirillo, P.; Codella, V.; Gambardella, J.; Sardu, A.; Gatta, G.; Santulli, G.; et al.
Implications of AB0 blood group in hypertensive patients with covid-19. BMC Cardiovasc. Disord. 2020, 20, 373. [CrossRef]

31. Kibler, M.; Dietrich, L.; Kanso, M.; Carmona, A.; Marchandot, B.; Matsushita, K.; Trimaille, A.; How-Choong, C.; Odier, A.;
Gennesseaux, G.; et al. Risk and severity of COVID-19 and ABO blood group in transcatheter aortic valve patients. J. Clin. Med.
2020, 9, 3769. [CrossRef] [PubMed]

32. Delanghe, J.R.; De Buyzere, M.L.; Speeckaert, M.M. C3 and ACE1 polymorphisms are more important confounders in the spread
and outcome of COVID-19 in comparison with ABO polymorphism. Eur. J. Prev. Cardiol. 2020, 27, 1331–1332. [CrossRef]
[PubMed]

33. Hodzic, A.; De la Fuente, J.; Cabezas-Cruz, A. COVID-19 in the developing world: Is the immune response to alpha-Gal an
overlooked factor mitigating the severity of infection? ACS Infect. Dis. 2020, 6, 3104–3108. [CrossRef] [PubMed]

34. Gallian, P.; Pastorino, B.; Morel, P.; Chiaroni, J.; Ninove, L.; Lamballerie, X. Lower prevalence of antibodies neutralizing
SARS-CoV-2 in group O French blood donors. Antivir. Res. 2020, 181, 104880. [CrossRef]

35. Ahmed, I.; Quinn, L.; Tan, B.K. COVID-19 and the ABO blood group in pregnancy: A tale of two multiethnic cities. Int. J. Lab.
Hematol. 2020, 43, e45–e47. [CrossRef]

36. Solmaz, I.; Araç, S. ABO Blood groups in COVID-19 patients; cross-sectional study. Int. J. Clin. Pract. 2020, e13927. [CrossRef]
37. Pairo-Castineira, E.; Clohisey, S.; Klaric, L.; Bretherick, A.; Rawlik, K.; Parkinson, N.; Pasko, D.; Walker, S.; Richmond, A.;

Fourman, M.H.; et al. Genetic mechanisms of critical illness in Covid-19. Nature 2020. [CrossRef]
38. Dzik, S.; Eliason, K.; Morris, E.B.; Kaufman, R.M.; North, C.M. COVID-19 and ABO blood groups. Transfusion 2020, 60, 1883–1884.

[CrossRef]
39. Focosi, D.; Iorio, M.C.; Lanza, M. ABO blood group correlations with COVID-19: Cohort choice makes a difference. Clin. Infect.

Dis. 2020. [CrossRef]
40. Boudin, L.; Janvier, F.; Bylicki, O.; Dutasta, F. ABO blood groups are not associated with risk of acquiring the SARS-CoV-2

infection in young adults. Haematologica 2020, 105, 2841–2843. [CrossRef]
41. Levi, J.E.; Telles, P.R.; Scrivani, H.; Campana, G. Lack of association between ABO blood groups and susceptibility to SARS-CoV-2

infection. Vox Sang. 2020. [CrossRef] [PubMed]
42. Ravn, V.; Dabelsteen, E. Tissue distribution of histo-blood group antigens. APMIS 2000, 108, 1–28. [CrossRef] [PubMed]
43. Yamamoto, F. Molecular genetics of ABO. Vox Sang. 2000, 78, 91–103. [PubMed]
44. Marionneau, S.; Cailleau-Thomas, A.; Rocher, J.; Le Moullac-Vaidye, B.; Ruvoën-clouet, N.; Clément, M.; Le Pendu, J. ABH and

Lewis histo-blood group antigens, a model for the meaning of oligosaccharide diversity in the face of a changing world. Biochimie
2001, 83, 565–573. [CrossRef]

45. Cooling, L. Blood groups in infection and host susceptibility. Clin. Microbiol. Rev. 2015, 28, 801–870. [CrossRef]
46. Springer, G.F.; Horton, R.E. Blood group isoantibody stimulation in man by feeding blood-group active bacteria. J. Clin. Investig.

1969, 48, 1280–1291. [CrossRef]
47. Bello-Gil, D.; Audebert, C.; Olivera-Ardid, S.; Perez-Cruz, M.; Even, G.; Khasbiullina, N.; Gantois, N.; Shilova, N.; Merlin, S.;

Costa, C.; et al. The formation of glycan-specific natural antibodies repertoire in GalT-KO mice is determined by gut microbiota.
Front. Immunol. 2019, 10, 342. [CrossRef]

48. Berséus, O.J. Effects on the anti-ABO titers of military blood donors from a predeployment vaccination program. Trauma Acute
Care Surg. 2017, 82, S91–S95. [CrossRef]

49. Mazda, T.; Yabe, R.; NaThalang, O.; Thammavong, T.; Tadokoro, K. Differences in ABO antibody levels among blood donors: A
comparison between past and present Japanese, Laotian, and Thai Populations. Comp. Stud. Immunohematol. 2007, 23, 38–41.

http://doi.org/10.1182/bloodadvances.2020002657
http://www.ncbi.nlm.nih.gov/pubmed/33057631
http://doi.org/10.1101/2020.10.05.20207118
http://doi.org/10.1111/vox.13003
http://www.ncbi.nlm.nih.gov/pubmed/32950039
http://doi.org/10.3389/fcimb.2020.00404
http://www.ncbi.nlm.nih.gov/pubmed/32793517
http://doi.org/10.1101/2020.10.06.20205864
http://doi.org/10.1111/trf.16130
http://doi.org/10.1101/2020.09.22.20199422
http://doi.org/10.1182/bloodadvances.2020002623
http://doi.org/10.1186/s12872-020-01658-z
http://doi.org/10.3390/jcm9113769
http://www.ncbi.nlm.nih.gov/pubmed/33266474
http://doi.org/10.1177/2047487320931305
http://www.ncbi.nlm.nih.gov/pubmed/32460534
http://doi.org/10.1021/acsinfecdis.0c00747
http://www.ncbi.nlm.nih.gov/pubmed/33180463
http://doi.org/10.1016/j.antiviral.2020.104880
http://doi.org/10.1111/ijlh.13355
http://doi.org/10.1111/ijcp.13927
http://doi.org/10.1038/s41586-020-03065-y
http://doi.org/10.1111/trf.15946
http://doi.org/10.1093/cid/ciaa1495
http://doi.org/10.3324/haematol.2020.265066
http://doi.org/10.1111/vox.13015
http://www.ncbi.nlm.nih.gov/pubmed/33103769
http://doi.org/10.1034/j.1600-0463.2000.d01-1.x
http://www.ncbi.nlm.nih.gov/pubmed/10698081
http://www.ncbi.nlm.nih.gov/pubmed/10938936
http://doi.org/10.1016/S0300-9084(01)01321-9
http://doi.org/10.1128/CMR.00109-14
http://doi.org/10.1172/JCI106094
http://doi.org/10.3389/fimmu.2019.00342
http://doi.org/10.1097/TA.0000000000001420


Viruses 2021, 13, 160 18 of 20

50. Villanea, F.A.; Safi, K.N.; Busch, J.W. A general model of negative frequency dependent selection explains global patterns of
human ABO polymorphism. PLoS ONE 2015, 10, e0125003. [CrossRef]

51. Segurel, L.; Gao, Z.; Przeworski, M. Ancestry runs deeper than blood: The evolutionary history of ABO points to cryptic variation
of functional importance. Bioessays 2013, 35, 862–867. [CrossRef] [PubMed]

52. Calafell, F.; Roubinet, F.; Ramirez-Soriano, A.; Saitou, N.; Bertanpetit, J.; Blancher, A. Evolutionary dynamics of the human ABO
gene. Hum. Genet. 2008, 124, 123–135. [CrossRef] [PubMed]

53. Ferrer-Admetlla, A.; Sikora, M.; Laayouni, H.; Esteve, A.; Roubinet, F.; Blancher, A.; Calafell, F.; Bertanpetit, J.; Calafell, F. A
natural history of FUT2 polymorphism in humans. Mol. Biol. Evol. 2009, 26, 1993–2003. [CrossRef] [PubMed]

54. Silva, L.M.; Carvalho, A.S.; Guillon, P.; Seixas, S.; Azevedo, M.; Almeida, R.; Ruvoën-Clouet, N.; Reis, C.A.; Le Pendu, J.;
Rocha, J.; et al. Infection-associated FUT2 (fucosyltransferase 2) genetic variation and impact on functionality assessed by in vivo
studies. Glycoconj. J. 2010, 27, 61–68. [CrossRef]

55. Yamamoto, F.; Cid, E.; Yamamoto, M.; Saitou, N.; Bertranpetit, J.; Blancher, A. An integrative evolution theory of histo-blood
group ABO and related genes. Sci. Rep. 2014, 4, 6601. [CrossRef]

56. Le Pendu, J.; Ruvöen-Clouet, N. Fondness for sugars of enteric viruses confronts them with human glycans genetic diversity.
Hum. Genet. 2019, 139, 903–910. [CrossRef]

57. Le Pendu, J.; Nystrom, K.; Ruvoen-Clouet, N. Host-pathogen co-evolution and glycan interactions. Curr. Opin. Virol. 2014, 7,
88–94. [CrossRef]

58. Seymour, R.M.; Allan, M.J.; Pomiankovski, A.; Gustafsson, K. Evolution of the human ABO polymorphism by two complementary
selective pressures. Proc. Biol. Sci. 2004, 271, 1065–1072. [CrossRef]

59. Galili, U. Host synthesized carbohydrate antigens on viral glycoproteins as “Achilles’ heel” of viruses contributing to anti-viral
immune protection. Int. J. Mol. Sci. 2020, 21, 6702. [CrossRef]

60. Breiman, A.; Ruvoën-Clouet, N.; Le Pendu, J. Harnessing the natural anti-glycan immune response to limit the transmission of
enveloped viruses such as SARS-CoV-2. PLoS Pathog. 2020, 16, e1008556. [CrossRef]

61. Dai, X. ABO blood group predisposes to COVID-19 severity and cardiovascular diseases. Eur. J. Prev. Cardiol. 2020, 27, 1436–1437.
[CrossRef] [PubMed]

62. AbdelMassih, A.F.; Mahrous, R.; Taha, A.; Saud, A.; Osman, A.; Kamel, B.; Yacoub, E.; Menshawey, E.; Ismail, H.A.; Aita, L.; et al.
The potential use of ABO blood group system for risk stratification of COVID-19. Med. Hypotheses 2020, 145, 110343. [CrossRef]
[PubMed]

63. Yamamoto, F.; Yamamoto, M.; Muniz-Diaz, E. Blood group ABO polymorphism inhibits SARS-CoV-2 infection and affects
COVID-19 progression. Vox Sang. 2020. [CrossRef] [PubMed]

64. Wolfel, R.; Corman, V.M.; Guggemos, W.; Seilmaier, M.; Zange, S.; Muller, M.A.; Niemeyer, D.; Jones, T.C.; Vollmar, P.;
Rothe, C.; et al. Virological assessment of hospitalized patients with COVID-2019. Nature 2020, 581, 465–469. [CrossRef]

65. Ziegler, C.G.K.; Allon, S.J.; Nyquist, S.K.; Mbano, I.M.; Miao, V.N.; Tzouanas, C.N.; Cao, Y.; Yousif, A.S.; Bals, J.; Hauser, B.M.; et al.
SARS-CoV-2 receptor ACE2 is an interferon-stimulated gene in human airway epithelial cells and is detected in specific cell
subsets across tissues. Cell 2020, 181, 1016e19–1035e19. [CrossRef]

66. Sungnak, W.; Huang, N.; Bécavin, C.; Berg, M.; Queen, R.; Litvinukova, M.; Talavera-Lopez, C.; Maatz, H.; Reichart, D.;
Sampaziotis, F.; et al. SARS-CoV-2 entry factors are highly expressed in nasal epithelial cells together with innate immune genes.
Nat. Med. 2020, 26, 681–687. [CrossRef]

67. Lukassen, S.; Chua, R.L.; Trefzer, T.; Kahn, N.C.; Schneider, M.A.; Muley, T.; Winter, H.; Meister, M.; Veith, C.; Boots, A.W.;
et al. SARS-CoV-2 receptor ACE2 and TMPRSS2 are primarily expressed in bronchial transient secretory cells. EMBO J. 2020,
39, e105114. [CrossRef]

68. Watanabe, Y.; Allen, J.D.; Wrapp, D.; McLellan, J.S.; Crispin, M. Site-specific glycan analysis of the SARS-CoV-2 spike. Science
2020, 369, 330–333.

69. Shajahan, A.; Supekar, N.T.; Gleinich, A.S.; Azadi, P. Deducing the N- and O- glycosylation profile of the spike protein of novel
coronavirus SARS-CoV-2. Glycobiology 2020, 30, 981–988. [CrossRef]

70. Sanda, M.; Morrison, L.; Goldman, R. N and O glycosylation of the SARS-CoV-2 spike protein. bioRxiv 2020. [CrossRef]
71. Sun, Z.; Ren, K.; Zhang, X.; Chen, J.; Jiang, Z.; Jiang, J.; Ji, F.; Ouyang, X.; Li, L. Mass spectrometry analysis of newly emerging

coronavirus HCoV-19 spike protein and human ACE2 reveals camouflaging glycans and unique post-translational modifications.
Engineering (Beijing) 2020. [CrossRef] [PubMed]

72. Deleers, M.; Breiman, A.; Daubie, V.; Maggetto, C.; Barreau, I.; Besse, T.; Clémenceau, B.; Ruvoën-Clouet, N.; Fils, J.F.;
Maillart, E.; et al. Covid-19 and blood groups: ABO antibody levels may also matter. Int. J. Infect. Dis. 2020. [CrossRef]
[PubMed]

73. Cheng, Y.; Cheng, G.; Chui, C.H.; Lau, F.Y. ABO blood group and susceptibility to severe acute respiratory syndrome. JAMA 2005,
293, 1450–1451. [PubMed]

74. Guillon, P.; Clément, M.; Sébille, V.; Rivain, J.-G.; Chou, C.-F.; Ruvoën-Clouet, N.; Le Pendu, J. Inhibition of the interaction beteen
the SARS-CoV spike protein and its cellular receptor by anti-histo-blood group antibodies. Glycobiology 2008, 18, 1085–1093.
[CrossRef] [PubMed]

http://doi.org/10.1371/journal.pone.0125003
http://doi.org/10.1002/bies.201300030
http://www.ncbi.nlm.nih.gov/pubmed/23836453
http://doi.org/10.1007/s00439-008-0530-8
http://www.ncbi.nlm.nih.gov/pubmed/18629539
http://doi.org/10.1093/molbev/msp108
http://www.ncbi.nlm.nih.gov/pubmed/19487333
http://doi.org/10.1007/s10719-009-9255-8
http://doi.org/10.1038/srep06601
http://doi.org/10.1007/s00439-019-02090-w
http://doi.org/10.1016/j.coviro.2014.06.001
http://doi.org/10.1098/rspb.2004.2674
http://doi.org/10.3390/ijms21186702
http://doi.org/10.1371/journal.ppat.1008556
http://doi.org/10.1177/2047487320922370
http://www.ncbi.nlm.nih.gov/pubmed/32343152
http://doi.org/10.1016/j.mehy.2020.110343
http://www.ncbi.nlm.nih.gov/pubmed/33086161
http://doi.org/10.1111/vox.13004
http://www.ncbi.nlm.nih.gov/pubmed/32965025
http://doi.org/10.1038/s41586-020-2196-x
http://doi.org/10.1016/j.cell.2020.04.035
http://doi.org/10.1038/s41591-020-0868-6
http://doi.org/10.15252/embj.2020105114
http://doi.org/10.1093/glycob/cwaa042
http://doi.org/10.1101/2020.07.05.187344
http://doi.org/10.1016/j.eng.2020.07.014
http://www.ncbi.nlm.nih.gov/pubmed/32904601
http://doi.org/10.1016/j.ijid.2020.12.025
http://www.ncbi.nlm.nih.gov/pubmed/33326874
http://www.ncbi.nlm.nih.gov/pubmed/15784866
http://doi.org/10.1093/glycob/cwn093
http://www.ncbi.nlm.nih.gov/pubmed/18818423


Viruses 2021, 13, 160 19 of 20

75. Preece, A.F.; Strahan, K.M.; Devitt, J.; Yamamoto, F.F.; Gustavson, K. Expression of ABO or related antigenic carbohydrates on
viral envelopes leads to neutralization in the presence of serum containing specific natural antibodies and complement. Blood
2002, 99, 2477–2482. [CrossRef] [PubMed]

76. Macher, B.A.; Galili, U. The Galα1,3Galβ1,4GlcNAc-R (α-Gal) epitope: A carbohydrate of unique evolution and clinical relevance.
Biochem. Biophys. Acta 2008, 1780, 75–88. [CrossRef] [PubMed]

77. Galili, U. Human natural antibodies to mammalian carbohydrate antigens as unsung heroes protecting against past, present, and
future viral infections. Antibodies 2020, 9, 25. [CrossRef]

78. Stowell, S.R.; Stowell, C.P. Biologic roles of the ABH and Lewis histo-blood group antigens. Part II: Thrombosis, cardiovascular
disease and metabolism. Vox Sang. 2019, 114, 535–552. [CrossRef]

79. Kiechl, S.; Pare, G.; Barbalic, M.; Qi, L.; Dupuis, J.; Dehghan, A.; Bis, J.C.; Laxton, R.C.; Xiao, Q.; Bonora, E.; et al. Association of
variation at the ABO locus with circulating levels of soluble intercellular adhesion molecule-1, soluble P-selectin, and soluble
E-selectin: A meta-analysis. Circ. Cardiovasc. Genet. 2011, 4, 681–686. [CrossRef]

80. Walls, A.C.; Park, Y.-J.; Tortorici, M.A.; Wall, A.; McGuire, A.T.; Veesler, D. Structure, function, and antigenicity of the SARS-CoV-2
spike glycoprotein. Cell 2020, 181, 281.e6–292.e6. [CrossRef]

81. Pelaseyed, T.; Hansson, G.C. Membrane mucins of the intestine at a glance. J. Cell Sci. 2020, 133, jcs240929. [CrossRef] [PubMed]
82. Li, S.C.; Xu, R.X.; Guo, Y.L.; Zhang, Y.; Zhu, C.; Sun, J.; Li, J.J. ABO blood group in relation to plasma lipids and proprotein

convertase subtilisin/kexin type 9. Nutr. Metab. Cardiovasc. Dis. 2015, 25, 411–417. [CrossRef] [PubMed]
83. Li, S.C.; Schooling, C.M. A phenome-wide association study of ABO blood groups. BMC Med. 2020, 18, 334. [CrossRef]
84. Segal, J.P.; Mak, J.W.Y.; Mullish, B.H.; Alexander, J.L.; Ng, S.C.; Marchesi, J.R. The gut microbiome: An under-recognised

contributor to the COVID-19 pandemic? Therap. Adv. Gastroenterol. 2020, 13. [CrossRef] [PubMed]
85. Makivuokko, H.; Lahtinen, S.J.; Wacklin, P.; Tuovinen, E.; Tenkanen, H.; Nikkila, J.; Bjorklund, M.; Aranko, K.; Ouwehand, A.C.;

Matto, J. Association between the ABO blood group and the human intestinal microbiota composition. BMC Microbiol. 2012,
12, 94. [CrossRef]

86. Gampa, A.; Engen, P.A.; Shobar, R.; Mutlu, E.A. Relationships between gastrointestinal microbiota and blood group antigens.
Physiol. Genom. 2017, 49, 473–483. [CrossRef]

87. Shintouo, C.M.; Mets, T.; Beckwee, D.; Baumans, I.; Ghogomu, S.M.; Souopgui, J.; Leemans, L.; Meriki, H.D.; Njemini, R. Is
inflammageing influenced by the microbiota in the aged gut? A systematic review. Exp. Gerontol. 2020, 141, 111079. [CrossRef]

88. Liu, N.; Zhang, T.; Ma, L.; Zhang, H.; Wang, H.; Wei, W.; Pei, H.; Li, H. The impact of ABO blood group on COVID-19 infection
risk and mortality: A systematic review and meta-analysis. Blood Rev. 2020, 100785. [CrossRef]

89. Wu, B.-B.; Gu, D.-Z.; Yu, J.-N.; Yang, J.; Shen, W.-Q. Association between ABO blood groups and COVID-19 infection, severity
and demise: A systematic review and meta-analysis. Infect. Genet. Evol. 2020, 84, 104485. [CrossRef]

90. Pourali, F.; Afshari, M.; Alizadeh-Navaei, R.; Javidnia, J.; Moosazadeh, M.; Hessami, A. Relationship between blood group and
risk of infection and death in COVID-19: A live meta-analysis. New Microbes New Infect. 2020, 37, 100743. [CrossRef]

91. Golinelli, D.; Boetto, E.; Maietti, E.; Fantini, M.P. The association between ABO blood group and SARS-CoV-2 infection: A
meta-analysis. PLoS ONE 2020, 15, e0239508. [CrossRef]

92. Liu, Y.; Haüssinger, L.; Cand, M.D.; Steinaker, J.M.; Dinse-Lambracht, A. Association between epidemic dynamics of Covid-19
infection and ABO blood group types. medRxiv 2020. [CrossRef]

93. Morgan, R.C.; Reid, T.N. On answering the call to action for COVID-19: Continuing a bold legacy of health advocacy. J. Natl. Med.
Assoc. 2020, 112, 324–328. [CrossRef]

94. Mourant, A.E. Blood Relations: Blood Groups and Anthropology, 2rd ed.; Oxford University Press: Oxford, UK, 1983.
95. O’Driscoll, M.; Ribeiro Dos Santos, G.; Wang, L.; Cummings, D.A.T.; Azman, A.S.; Paireau, J.; Fontanet, A.; Cauchemez, S.; Salje,

H. Age-specific mortality and immunity patterns of SARS-CoV-2. Nature 2020. [CrossRef] [PubMed]
96. Pullano, G.; Valdano, E.; Scarpa, N.; Rubrichit, S.; Colizza, V. Evaluating the effect of demographic factors, socioeconomic factors,

and risk aversion on mobility during the COVID-19 epidemic in France under lockdown: A population-based study. Lancet Digit.
Health 2020, 2, e638–e649. [CrossRef]

97. Priyadrasini, S.L.; Suresh, M. Factors influencing the epidemiological characteristics of pandemic COVID 19: A TISM approach.
Int. J. Healthc. Manag. 2020, 13, 89–98. [CrossRef]

98. Roy, S.; Ghosh, P. Factors affecting COVID-19 infected and death rates inform lockdown-related policymaking. PLoS ONE 2020,
15, e0241165. [CrossRef]

99. Patel, J.A.; Nielsen, F.B.H.; Badiani, A.A.; Assi, S.; Unadkat, V.A.; Patel, B.; Ravindrane, R.; Wardle, H. Poverty, inequality and
COVID-19: The forgotten vulnerable. Public Health 2020, 183, 110–111. [CrossRef]

100. Estrada-Mena, B.; Estrada, F.J.; Ulloa-Arvizu, R.; Guido, M.; Méndez, R.; Coral, R.; Canto, T.; Granados, J.; Rubi-Castellanos, R.;
Rangel-Villalobos, H.; et al. Blood group O alleles in Native Americans: Implications in the peopling of the Americas. Am. J. Phys.
Anthropol. 2010, 142, 85–94. [CrossRef]

101. Hatcher, S.M.; Agnew-Brune, C.; Anderson, M.; Zambrano, L.; Rose, C.E.; Jim, M.A.; Baugher, A.; Liu, G.S.; Patel, S.V.;
Evans, M.E.; et al. COVID-19 among American Indian and Alaska Native persons—23 States, 31 January 31–3 July 2020. Morb.
Mortal. Wkly. Rep. 2020, 69, 1166–1169. [CrossRef]

102. Delaney, M.; Harris, S.; Haile, A.; Johnsen, J.; Teramura, G.; Nelson, K. Red blood cell antigen genotype analysis for 9087 Asian,
Asian American, and Native American blood donors. Transfusion 2015, 55, 2369–2375. [CrossRef] [PubMed]

http://doi.org/10.1182/blood.V99.7.2477
http://www.ncbi.nlm.nih.gov/pubmed/11895782
http://doi.org/10.1016/j.bbagen.2007.11.003
http://www.ncbi.nlm.nih.gov/pubmed/18047841
http://doi.org/10.3390/antib9020025
http://doi.org/10.1111/vox.12786
http://doi.org/10.1161/CIRCGENETICS.111.960682
http://doi.org/10.1016/j.cell.2020.02.058
http://doi.org/10.1242/jcs.240929
http://www.ncbi.nlm.nih.gov/pubmed/32169835
http://doi.org/10.1016/j.numecd.2014.10.015
http://www.ncbi.nlm.nih.gov/pubmed/25466598
http://doi.org/10.1186/s12916-020-01795-4
http://doi.org/10.1177/1756284820974914
http://www.ncbi.nlm.nih.gov/pubmed/33281941
http://doi.org/10.1186/1471-2180-12-94
http://doi.org/10.1152/physiolgenomics.00043.2017
http://doi.org/10.1016/j.exger.2020.111079
http://doi.org/10.1016/j.blre.2020.100785
http://doi.org/10.1016/j.meegid.2020.104485
http://doi.org/10.1016/j.nmni.2020.100743
http://doi.org/10.1371/journal.pone.0239508
http://doi.org/10.1101/2020.07.12.20152074
http://doi.org/10.1016/j.jnma.2020.06.010
http://doi.org/10.1038/s41586-020-2918-0
http://www.ncbi.nlm.nih.gov/pubmed/33137809
http://doi.org/10.1016/S2589-7500(20)30243-0
http://doi.org/10.1080/20479700.2020.1755804
http://doi.org/10.1371/journal.pone.0241165
http://doi.org/10.1016/j.puhe.2020.05.006
http://doi.org/10.1002/ajpa.21204
http://doi.org/10.15585/mmwr.mm6934e1
http://doi.org/10.1111/trf.13163
http://www.ncbi.nlm.nih.gov/pubmed/26018321


Viruses 2021, 13, 160 20 of 20

103. Muthana, S.M.; Gildersleeve, J.C. Factors affecting anti-glycan IgG and IgM repertoires in human serum. Sci. Rep. 2016, 6, 19509.
[CrossRef] [PubMed]

104. Daniel-Johnson, J.; Leitman, S.; Klein, H.; Alter, H.; Lee-Stroka, A.; Scheinberg, P.; Pantin, J.; Quillen, K. Probiotic-associated
high-titer anti-B in a group A platelet donor as a cause of severe hemolytic transfusion reactions. Transfusion 2009, 49, 1845–1849.
[CrossRef] [PubMed]

105. Cooling, L.; Worrell, H.; Novak, B.; Hugan, S. Changes in Anti-B with enteral nutrition, diet, and probiotic use in children.
Transfusion 2019, 59, 127A–128A.

http://doi.org/10.1038/srep19509
http://www.ncbi.nlm.nih.gov/pubmed/26781493
http://doi.org/10.1111/j.1537-2995.2009.02208.x
http://www.ncbi.nlm.nih.gov/pubmed/19453987

	Introduction 
	The ABO Blood Group System at a Glance 
	Hypotheses Linking ABO Types and COVID-19 and Their Consequences on the Interpretation of Reported Associations 
	The Anti-ABO Antibodies 
	The ABO Effect on Thrombosis 
	ABO Blood Groups and the Furin Cleavage Site 
	ABO Blood Groups and Susceptibility to Other COVID-19-Associated Risk Factors 
	ABO Blood Groups and the Microbiota 

	Studies Linking ABO Blood Types to COVID-19 
	Case–Control Studies Designed to Observe Associations 
	Studies Designed to Observe an Effect on Severity 
	Other Study Designs 

	Consequences of between-Populations Differences in ABO Blood Types Frequencies 
	Conclusions 
	References

