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SUMMARY 

Vaccination elicits immune responses capable of potently neutralizing SARS-CoV-2. 

However, ongoing surveillance has revealed the emergence of variants harboring mutations in 

spike, the main target of neutralizing antibodies.  To understand the impact of globally circulating 

variants, we evaluated the neutralization potency of 48 sera from BNT162b2 and mRNA-1273 

vaccine recipients against pseudoviruses bearing spike proteins derived from 10 strains of SARS-

CoV-2. While multiple strains exhibited vaccine-induced cross-neutralization comparable to wild-

type pseudovirus, 5 strains harboring receptor-binding domain mutations, including K417N/T, 

E484K, and N501Y, were highly resistant to neutralization. Cross-neutralization of B.1.351 

variants was weak and comparable to SARS-CoV and bat-derived WIV1-CoV, suggesting that a 

relatively small number of mutations can mediate potent escape from vaccine responses. While 

the clinical impact of neutralization resistance remains uncertain, these results highlight the 

potential for variants to escape from neutralizing humoral immunity and emphasize the need to 

develop broadly protective interventions against the evolving pandemic. 
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INTRODUCTION 
Since the first described human infection with severe acute respiratory syndrome 

coronavirus 2 (SARS-CoV-2) in December of 2019, nine vaccines have been approved for use in 

humans (“COVID-19 Vaccine Tracker” n.d.). Two of the vaccines currently in use worldwide, 

BNT162b2 (manufactured by Pfizer) and mRNA-1273 (manufactured by Moderna), are based on 

lipid nanoparticle delivery of mRNA encoding a prefusion stabilized form of spike protein derived 

from SARS-CoV-2 isolated early in the epidemic from Wuhan, China.  Both of these vaccines 

demonstrated >94% efficacy at preventing coronavirus disease 2019 (COVID-19) in phase III 

clinical studies performed in late 2020 in multiple countries (Polack et al. 2020; Baden et al. 2021). 

However, the recent emergence of novel circulating variants has raised significant concerns about 

geographic and temporal efficacy of these interventions. Indeed, more recently completed trials 

of two adenovirus-based vaccines (AZD1222 from Astrazeneca and JNJ-78436735 from Johnson 

& Johnson), a nanoparticle-based vaccine (NVX-CoV2373 from Novavax), and an inactivated 

protein vaccine (Coronavac) have demonstrated reduced overall efficacy (“Novavax COVID-19 

Vaccine Demonstrates 89.3% Efficacy in UK Phase 3 Trial” n.d., “AZD1222 Vaccine Met Primary 

Efficacy Endpoint in Preventing COVID-19” 2020), and subset analyses suggest marked 

geographic variation with lower efficacy against mild-to-moderate disease in countries such as 

South Africa and Brazil where the epidemic is dominated by variant strains. Taken together, these 

data suggest that neutralization-resistant variants may have contributed to these outcomes 

(“South Africa Suspends Use of AstraZeneca’s COVID-19 Vaccine after It Fails to Clearly Stop 

Virus Variant” 2021). 

One of the earliest variants that emerged and rapidly became globally dominant was 

D614G. While several studies demonstrated that this strain is more infectious (Korber et al. 2020; 

Yurkovetskiy et al. 2020a, [b] 2020; Plante et al. 2020; Zhou et al. 2020; Hou et al. 2020), we and 

others found that sera from convalescent individuals showed effective cross-neutralization of both 

wildtype and D614G variants (Garcia-Beltran et al. 2021; Legros et al. 2021; Hou et al. 2020). 

However, recent genomic surveillance in the United Kingdom has revealed rapid expansion of a 

novel lineage termed B.1.1.7 (also known as VOC-202012/01 or 501Y.V1). B.1.1.7 harbors 3 

amino acid deletions and 7 missense mutations in spike, including D614G as well as N501Y in 

the ACE2 receptor-binding domain (RBD), and has been reported to be more infectious than 

D614G (Santos and Passos 2021; Galloway et al. 2021; Liu et al. 2021). Several studies have 

demonstrated that convalescent and vaccinee sera cross-neutralize B.1.1.7 variants with only 

slightly decreased potency, suggesting that prior infection or vaccination with wild-type SARS-

CoV-2 may still provide protection against B.1.1.7 variants (Wu et al. 2021; Muik et al. 2021; Shen 
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et al. 2021; Rees-Spear et al. 2021; P. Wang et al. 2021). There have also been reports of SARS-

CoV-2 transmission between humans and minks in Denmark with a variant called mink cluster 5 

or B.1.1.298, which harbors a 2-amino acid deletion and 4 missense mutations including Y453F 

in RBD. Concerns relating to ongoing interspecies transmission resulted in the culling of over 17 

million Danish minks to prevent further viral spread and evolution (Oude Munnink et al. 2021; 

Oxner 2020). Another variant that recently emerged in California, United States, designated as 

B.1.429, contains 4 missense mutations in spike, one of which is a single L452R RBD mutation. 

The ability of B.1.1.298 and B.1.429 variants to evade neutralizing humoral immunity from prior 

infection or vaccination has yet to be determined. 

Of particular concern is an E484K mutation in RBD, which was recently identified through 

deep mutational scanning as a variant with the potential to evade monoclonal and serum antibody 

responses (Greaney et al. 2020, 2021). Novel variants arising from the B.1.1.28 lineage first 

described in Brazil and Japan, termed P.2 (with 3 spike missense mutations) and P.1 (with 12 

spike missense mutations), contain this E484K mutation, and P.1 in particular also contains 

K417T and N501Y mutations in RBD. These strains have been spreading rapidly, and both P.2 

and P.1 were recently found in documented cases of SARS-CoV-2 re-infection (Paiva et al. 2020; 

Faria et al. 2021; Resende et al. 2021; Naveca et al. 2021; Nonaka et al. 2021). 

Of greatest concern has been the emergence of multiple strains of the B.1.351 lineage 

(also known as 501Y.V2), which were first reported in South Africa and have since spread globally 

(Tegally et al. 2021). This lineage bears three RBD mutations, K417N, E484K, and N501Y, in 

addition to several mutations outside of RBD, and several reports have suggested that 

convalescent and vaccinee sera have decreased cross-neutralization of B.1.351 lineage variants 

(P. Wang et al. 2021; Wibmer et al. 2021; Wu et al. 2021; Hu et al. 2021). A key limitation of 

several of these reports has been the use of single mutations or combinations of mutations that 

do not naturally occur. Regardless, the emergence of novel variants that appear to escape 

immune responses has spurred vaccine manufacturers to develop boosters for these spike 

variants (“Moderna Developing Booster Shot for New Virus Variant B.1.351” n.d.). 

Here, we systematically assessed the neutralization potential of sera from a primarily 

young cohort of individuals who received one or two doses of the BNT162b2 (Pfizer) or mRNA-

1273 (Moderna) vaccine against SARS-CoV-2 pseudoviruses assembled to recapitulate 

circulating strains. We used our previously described high-throughput pseudovirus neutralization 

assay (Garcia-Beltran et al. 2021) to quantify neutralization against variants first arising in the 

United Kingdom (B.1.1.7), Denmark (B.1.1.298), United States (B.1.429), Brazil and Japan (P.2 

and P.1), and South Africa (three variants of the B.1.351 lineage), as well as SARS-CoV from the 
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2002 Hong Kong outbreak and the pre-emergent bat coronavirus WIV1-CoV. We find that 

although neutralization is largely preserved against many variants, those containing the K417N/T, 

E484K, and N501Y RBD mutations, namely, P.1 and B.1.351 variants, have significantly 

decreased neutralization even in fully vaccinated individuals. Individuals that received only a 

single recent dose of vaccine had weaker neutralization titers overall and did not exhibit 

detectable neutralization of B.1.351 variants in our assays. 

Taken together, our results highlight that BNT162b2 and mRNA-1273 vaccines achieve 

only partial cross-neutralization of novel variants and support the reformulation of existing 

vaccines to include diverse spike sequences. Ultimately, development of new vaccines capable 

of eliciting broadly neutralizing antibodies may be necessary to resolve the ongoing pandemic.  
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RESULTS 
Emergence and global spread of SARS-CoV-2 variants of concern  

 Since the first described case of SARS-CoV-2 infection in Wuhan, China in December of 

2019, over 107 million confirmed infections have been documented (Coronavirus.jhu.edu), 

enabling viral diversification and the emergence of six distinct major lineages with numerous 

variants. A subset of these variants have been denoted as variants of concern by the World Health 

Organization given the presence of mutations with potential to increase transmissibility, virulence, 

or evade immune responses. We focused on variants of concern first described in the United 

Kingdom (B.1.1.7), Denmark (B.1.1.298), United States (B.1.429), Brazil and Japan (P.2 and P.1), 

and South Africa (B.1.351), most of which arose in late 2020 (Figure 1A-B). Although the naturally 

arising mutations in these variants span the entire spike protein, they mainly occur in S1 and RBD, 

the main target of neutralizing antibodies (Figure 1C and S1). After analyzing SARS-CoV-2 spike 

sequences deposited for each lineage in GISAID, we identified consensus sequence mutations 

that represent the dominant circulating strain for each lineage (Figure 1D and S1). In the case of 

the B.1.351 lineage, we studied three of the dominant variants comprising the majority of 

deposited sequences, which we designated v1, v2, and v3. The three main RBD mutations of 

concern are: (i) N501Y, present in B.1.1.7, P.1, and B.1.351 variants; (ii) E484K, present in the 

P.2, P.1, and B.1.351 variants; and (iii) K417T for the P.1 variant and K417N for the B.1.351 

variants. Separately, the B.1.1.298 variant found in Danish minks contained a Y453F mutation in 

RBD, and the California variant B.1.429 contained an L452R. Although distantly related, SARS-

CoV from the 2002 Hong Kong coronavirus outbreak and pre-emergent bat-derived WIV1-CoV 

both share ~76% spike homology to SARS-CoV-2 and were assessed to provide comparison to 

serologically distinct coronaviruses (Figure 1A and 1D). 

 

Vaccine-elicited neutralizing responses to circulating SARS-CoV-2 strains 
We accrued a cohort of individuals who received either one or two doses of the BNT162b2 

or mRNA-1273 vaccines, and used a luminescence-based lentiviral pseudovirus neutralization 

assay that we and others have previously validated (C. Wang et al. 2020; Ju et al. 2020; Pinto et 

al. 2020; Yang et al. 2020; Moore et al. 2004; Crawford et al. 2020; Garcia-Beltran et al. 2021) to 

assess neutralization of SARS-CoV-2 variants in a high-throughput system (Figure 2A-B). This 

cohort was relatively young (median age: 33 years, range: 23 - 67 years) and was 56% (27/48) 

female and 44% (21/48) male. We found that individuals who received 2 full doses of BNT162b2 

or mRNA-1273 (>7 days out from second dose) had robust neutralization of wild-type SARS-CoV-

2, while those who received only one dose had lower but detectable neutralization (Figure 2C). 
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The magnitude of neutralization correlated with total anti-RBD antibody levels (Figure 2D). 

Although sex did not appear to influence wild-type neutralization titers in our cohort, there 

appeared to be an age dependency, with younger individuals in their 20s and 30s having 

comparatively higher responses than older individuals (Figure 2E-F). 

Interestingly, neutralization of D614G was slightly decreased in individuals who received 

two doses of vaccine (~2-fold decrease for 2-dose BNT162b2) (Figure 3A-C and S2), which was 

in contrast to previous studies in convalescent sera that we and others conducted demonstrating 

slightly increased neutralization of D614G variant versus wild type (Garcia-Beltran et al. 2021) 

following natural infection. The effect was even more pronounced in individuals who received one 

vaccine (p < 0.05 for 1-dose mRNA-1273), some of which had undetectable neutralization of 

D614G despite detectable neutralization of wild-type SARS-CoV-2 (Figure 3B). This difference 

may be a consequence of the vaccine encoding the wild-type spike sequence, while many 

convalescent individuals in previous studies were likely infected with D614G variant SARS-CoV-

2, given it had already become the globally dominant strain by the summer of 2020 (Lemieux et 

al. 2020; Korber et al. 2020). 

When assessing variants containing one RBD mutation as part of their mutational 

landscape, the UK variant B.1.1.7 (N501Y), Danish mink variant B.1.1.298 (Y453F), and 

California variant B.1.429 (L452R) exhibited neutralization that was similar to that of wild-type and 

the parental D614G variant. Among people who received 2 doses of BNT162b2, the mean fold 

decrease in neutralization relative to wild type was 2.3-fold for B.1.1.7, 3.4-fold for B.1.1.298, and 

2.9-fold for B.1.429 (Figure 3C and S2). However, neutralization of the Brazilian/Japanese P.2 

variant, whose RBD contains a E484K mutation, was significantly decreased (13.4-fold, p < 0.001) 

(Figure 3C and S2). This is in line with previous studies suggesting that the E484K mutation can 

evade polyclonal antibody responses (Greaney et al. 2020; Jangra et al. 2021) and has been 

found in cases of SARS-CoV-2 re-infection (Paiva et al. 2020; Faria et al. 2021; Naveca et al. 

2021; Resende et al. 2021; Nonaka et al. 2021). Similarly, neutralizing antibody responses were 

also significantly decreased for the Brazilian/Japanese P.1 strain (15.1-fold, p < 0.0001), which 

harbors three mutations in RBD (K417T, E484K, and N501Y) and has also been found in cases 

of re-infection. 

Strikingly, neutralization of all three South African B.1.351 strains was substantially 

decreased (75.4-fold for v1, 97.2-fold for v2, and 93.6-fold for v3, p < 0.0001 for all three). These 

strains contain the same three RBD mutations as P.1 except for an asparagine versus threonine 

substitution at K417 (K417N) (Figure 3C and S2) and several additional mutations in non-RBD 

regions. Surprisingly, we found that the neutralization of B.1.351 v2 and v3 strains was worse 
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than that of more distantly related coronaviruses SARS-CoV (84.1-fold decrease) and WIV1-CoV 

(72.3-fold decrease), suggesting that a relatively small number of mutations can medicate potent 

escape from vaccine-induced neutralizing antibody responses. These substantial differences in 

neutralization could not be explained by differences in spike protein expression (Figure 3D) nor 

in the amount of pseudovirus used in the assay (Figure S3). Notably, 36% (8/22) recipients of 2-

dose BNT162b2 and 50% (2/4) recipients of 2-dose mRNA-1273 vaccines did not have detectable 

neutralization of B.1.351 v2 (Figure 3A-B). Of the individuals who received only 1 dose of 

BNT162b2 or mRNA-1273, 0% (none) had detectable neutralization of B.1.351 v2 and v3, except 

for two individuals who reported having prior COVID-19 infection or a significant exposure. This 

suggests that a single dose of existing mRNA vaccines may be insufficient to induce cross-

neutralizing antibody responses in previously uninfected individuals. Interestingly, the three 

individuals who reported having prior COVID-19 infection or significant exposure had the highest 

neutralization titers for most variants and exhibited substantial cross-neutralization of the B.1.351, 

SARS-CoV, and WIV1-CoV (Figure 3A-B). This suggests that prior infection combined with 

vaccination may result in the greatest breadth of cross-reactive neutralizing antibody responses, 

even against distantly related coronaviruses.  

 

Neutralization resistance of B.1.351 variants is primarily due to RBD mutations 
 To better characterize the mutational context responsible for B.1.351 neutralization 

resistance, we explored the contribution of mutations located both within and outside of the RBD 

region of spike.  Of note, many of the substitutions and deletions found in the B.1.351 lineage are 

in close structural proximity in the S1 domain (Figure 4A). However, 86.2% of available GISAID 

sequences of this lineage harbor these mutations in three distinct patterns represented by B.1.351 

v1 (46.6%), v2 (31.6%) and v3 (8.0%).  We created pseudoviruses in which the RBD regions of 

B.1.351 v1 and v2 were reverted to their original wild-type Wuhan sequence (v1/wtRBD and 

v2/wtRBD) while retaining all other B.1.351 v1 or v2 mutations.  Remarkably, neutralization 

assays conducted with sera from 22 individuals that received the 2-dose BNT162b2 vaccine 

revealed that neutralization of B.1.351 v1 and v2 in the absence of RBD mutations was 

comparable to that of D614G (Figure 4B-C). A pseudovirus bearing only the three RBD mutations 

(K417N, E484K, and N501Y), largely, but not entirely, recapitulated the escape phenotype 

(Figure 4C). In regression analyses, neutralization of the triple RBD mutant explained the majority 

of variance in neutralization of  B.1.351 v1 (90.5%) and v2 (75.3%), while a minor, but significant, 

fraction was explained by mutations outside of RBD: v1/wtRBD (3.1%) and v2/wtRBD (17.6%). 

Moreover, there was significant statistical interaction between mutations within and outside of the 
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RBD in mediating escape for both variants, consistent with synergistic (ie. non-additive) effects 

(p < 0.05). These results suggest that while RBD mutations contribute the majority of the observed 

escape from vaccine-induced neutralization, they are more effective when in the context of 

additional mutations, particularly those found in B.1.351 v2 variants. 
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DISCUSSION 
 Traditionally, polyclonal immune responses that arise in the context of infection and 

vaccination are thought to target multiple antigenic epitopes. Given this assumption, the 

expectation would be for small numbers of variations in antigen sequence to have only modest 

effects on recognition by the immune system. Here, we find that while many strains, such as 

B.1.1.7, B.1.1.298, or B.1.429, continue to be potently neutralized despite the presence of 

individual RBD mutations, other circulating SARS-CoV-2 variants escape vaccine-induced 

humoral immunity. The P.2. variant, which contains an E484K mutation within the RBD region, 

was capable of significantly reducing neutralization potency of fully vaccinated individuals, in line 

with what has been suggested by deep mutational scanning (Greaney et al. 2020; Jangra et al. 

2021). Similarly, the P.1 strain, which has three RBD mutations, more effectively escaped 

neutralization, possibly explaining recently reported cases of re-infection with this variant (Paiva 

et al. 2020; Faria et al. 2021; Resende et al. 2021; Naveca et al. 2021; Nonaka et al. 2021). 

Finally, we found that B.1.351 variants exhibited remarkable resistance to neutralization, largely 

due to three mutations in RBD but with measurable contribution from non-RBD mutations. The 

magnitude of the effect is such that B.1.351 strains escape neutralizing vaccine responses as 

effectively as distantly related coronaviruses. 

 Given the loss of vaccine potency against a number of circulating variants, individuals 

receiving a single dose of vaccine did not raise sufficient antibody titers to provide any detectable 

cross neutralization against B.1.351 v2 or v3. While our studies are limited by the relatively short 

follow-up time after vaccination, our findings support the importance of 2-dose regimens to 

achieve titers, and perhaps breadth, to enhance protection against novel variants. These findings 

are important to consider in the context of proposals to administer a single dose of vaccine across 

a larger number of individuals instead of using doses to boost prior recipients 

 Importantly, our studies rely on pseudoviruses which are only capable of modeling the 

ACE2-dependent entry step of the SARS-CoV-2 lifecycle. While numerous studies have now 

demonstrated a close correlation between neutralization titers measured against pseudovirus and 

live SARS-CoV-2 cultures (Wang et al. 2020; Ju et al. 2020; Pinto et al. 2020; Yang et al. 2020; 

Moore et al. 2004; Crawford et al. 2020), it is unclear what impact additional mutations located 

outside of the spike may have on immunological escape, virulence, infectivity, or pathogenesis. 

Several recent reports and pre-prints, including studies conducted by Pfizer as well as Moderna, 

have produced similar findings in terms of vaccine potency against B.1.1.7 and B.1.1.298 variants, 

but substantially less neutralization resistance by B.1.351 than we measured. However, we would 

caution that each study was done with distinct serum samples measured using different conditions 
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(e.g. replication-competent chimeric vesicular stomatitis virus versus single-entry lentiviral 

pseudovirus) and with different spike expression plasmids and combinations of mutations (e.g. 

triple RBD mutations, lineage-defining mutations, full complement of mutations not yet observed 

together in nature, etc.). In the present study, we mimicked the natural pattern of mutations found 

in circulating strains, in phase. Importantly, these  include the spike variants found in two 

replication-competent live-virus strains of the B.1.351 lineage, which were recently reported to 

exhibit nearly complete neutralization resistance in response to convalescent plasma (Cele et al. 

2021). The strains used in the aforementioned study were designated as 501Y.V2.HVdF002 and 

501Y.V2.HV001, which have identical spike protein sequences as the B.1.351 v1 and B.1.351 v2 

pseudoviruses reported in this study. 
One important aspect of immunity not addressed by our work is cellular immunity 

contributed by cytotoxic lymphocytes, including T and NK cells. Even in the absence of 

neutralizing humoral immunity, previous studies have suggested that cellular immunity can 

mitigate severe or prolonged infection (Le Bert et al. 2020). In convalescent individuals, T-cell 

immunity would not be restricted to spike-derived epitopes, but also from other more abundant 

proteins such as nucleocapsid.  As such, it would be reasonable to assume that T-cell-mediated 

immunity elicited by infection would remain largely intact for circulating variants including B.1.351. 

However, with the exception of killed whole virus vaccines, all currently available vaccine designs 

only provide spike protein as the target immunogen, thus limiting T-cell immunity to spike 

epitopes. It has yet to be determined if the circulating mutations in these epitopes will similarly 

impair T-cell responses in addition to escaping neutralizing antibodies. 

In summary, our data highlights the challenges facing all vaccines whose designs were 

finalized early in the pandemic and based on the sequence of the first-reported virus from Wuhan, 

China. Given the global scale and magnitude of the ongoing pandemic, including case reports of 

re-infection, it is clear that viral evolution will continue. It is possible that currently available 

vaccines will still provide clinical benefit against variants that exhibit poor cross-neutralization, 

such as P.1 and B.1.351, by reducing COVID-19 disease severity, but this has yet to be 

determined. Ultimately, it will be important to develop interventions capable of preventing 

transmission of diverse SARS-CoV-2 variants, including vaccine boosters that target these 

variants or technologies capable of eliciting or delivering broadly neutralizing antibodies.  
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MAIN FIGURE TITLES AND LEGENDS 
 
Figure 1. Emergence and spread of SARS-CoV-2 variants of concern around the world. 
(A) Phylogenetic tree of SARS-CoV-2 variants (adapted from nextstrain.org) with sampling dates 

is illustrated with a focus on the following lineages: A (grey), B.1.1.7 (purple), B.1.1.298 (blue), 

B.1.429 (green), P.2 (yellow), P.1 (orange), and B.1.351 (red). Dotted lines to SARS-CoV (brown) 

and bat-derived WIV1-CoV (black) are not to scale but indicate a distant phylogenetic relationship 

to SARS-CoV-2. 

(B) World map depicting the locations where the variants of these lineages were first described: 

original wild-type virus from A lineage (grey) in Wuhan, China; D614G variant (pink) in Europe 

that became dominant circulating strain; B.1.1.7 lineage (purple) in the United Kingdom; B.1.1.298 

(blue) in Denmark; B.1.429 (green) in California, United States; P.2 (yellow) in Brazil and Japan; 

P.1 (orange) in Brazil and Japan; and B.1.351 (red) in South Africa. 

(C) Crystal structure of pre-fusion stabilized SARS-Cov-2 spike trimer (PDB ID 7JJI) is shown 

with top (left panel) and side (right panel) views. Sites where naturally occurring mutations occur 

are indicated with residue atoms highlighted as colored spheres. Spike regions and associated 

mutations are colored as follows: RBD in red, S1 (excluding RBD) in blue, and S2 in yellow. 

(D) Schematic of SARS-CoV-2 spike protein structure and the mutation landscape of variants 

used in this study are illustrated. The mutations present in each variant tested represent the 

consensus sequence for that lineage and represent actual circulating strains: A (wild type), 

B.1.1.7, B.1.1.298, B.1.1.429, P.2, and P.1 lineages. In the case of the B.1.351 lineage, the three 

most abundant variants (v1, v2, and v3) deposited in GISAID were assessed. For SARS-CoV and 

WIV1-CoV, the percent homology is indicated. The following abbreviations are used: SP, signal 

peptide; TM, transmembrane domain; RBD, receptor binding domain. In the mutation map, a dot 

(∙) indicates the same amino acid in that position as wild type and a dash (–) indicates a deletion. 

 
Figure 2: COVID-19 vaccines elicit potent but dose-dependent neutralizing responses 
against SARS-CoV-2. 
(A) Schematic of our vaccine recipient cohort, consisting of a primarily young population of 

individuals who received one or two doses of either BNT-162b2 (Pfizer) or mRNA-1273 (Moderna) 

vaccine, is presented in conjunction with our previously described high-throughput lentiviral 

vector-based SARS-CoV-2 pseudovirus neutralization assay (Garcia-Beltran et al. 2021). 

(B) Representative neutralization curves are shown for an individual >7 days out from the second 

 . CC-BY-NC-ND 4.0 International licenseIt is made available under a 
 is the author/funder, who has granted medRxiv a license to display the preprint in perpetuity. (which was not certified by peer review)

The copyright holder for this preprint this version posted February 18, 2021. ; https://doi.org/10.1101/2021.02.14.21251704doi: medRxiv preprint 

https://paperpile.com/c/jUBXz3/AxgG
https://doi.org/10.1101/2021.02.14.21251704
http://creativecommons.org/licenses/by-nc-nd/4.0/


 

dose of BNT-162b2 vaccine comparing wild-type SARS-CoV-2 pseudovirus to the following 

variant pseudoviruses: D614G (pink); B.1.1.7 (purple); B.1.1.298 (blue); B.1.429 (green); P.2 

(yellow); P.1 (orange); B.1.351 v1, v2, and v3 (red); SARS-CoV (brown); and WIV1-CoV (black). 

(C) Neutralization (NT50) of wild-type SARS-CoV-2 pseudovirus is plotted versus time post-

vaccination. The first dose (“dose #1”) of both BNT-162b2 (blue) and mRNA-1273 (red) vaccines 

occurred at day 0. The second dose of the BNT-162b2 vaccine occured at 21 days (“dose #2” in 

blue text) and for the mRNA-1273 vaccine (“dose #2” in red text) occured at 28 days. Four groups 

of vaccine recipients are indicated: (i) vaccine recipients >7 days out from their second dose of 

BNT-162b2 vaccine (n = 22, blue circles); (ii) vaccine recipients that received only one dose of 

the BNT-162b2 vaccine or were <7 days from their second dose (n = 7, light blue triangles); (iii) 

vaccine recipients >7 days out from their second dose of the mRNA-1273 vaccine (n = 4, red 

squares); and (iv) vaccine recipients that received only one dose of the mRNA-1273 vaccine or 

were <7 days from their second dose (n = 14, pink diamonds). 

(D) Total anti-RBD antibody levels measured by a quantitative ELISA against the wild-type RBD 

antigen versus neutralization of wild-type SARS-CoV-2 pseudovirus are presented. ELISA was 

performed in duplicates and the average value was used. Groups are the same as in (C). 

(E) Neutralization of wild-type SARS-CoV-2 is compared between female and male sex. Symbols 

for each group are the same as in (C). Bars and error bars indicate mean and standard deviation. 

(F) Neutralization of wild-type SARS-CoV-2 is plotted against age of vaccine recipient. Groups 

are the same as in (C). 

 

Figure 3: Sera from COVID-19 vaccine recipients cross-neutralize some but not all SARS-
CoV-2 variants of concern. 
(A-B) Titers that achieve 50% neutralization (NT50) are plotted for all individuals that received 1 

dose (bottom panels) or 2 full doses (upper panels) of either the BNT-162b2 (A) or mRNA-1273 

(B) vaccines for each of the following SARS-CoV-2 pseudoviruses: wild-type; D614G; B.1.1.7; 

B.1.1.298; B.1.429; P.2; P.1; and three variants of the B.1.351 lineage denoted as B.1.351 v1, 

v2, and v3. Other coronaviruses, namely, SARS-CoV from the 2002 Hong Kong outbreak and the 

pre-emergent bat coronavirus WIV1-CoV, were also tested. Individuals who were <7 days out 

from their second dose of the vaccine were classified as having received 1 dose. Dotted lines 

indicate vaccine recipients that were previously diagnosed with or highly suspected to have 

COVID-19 before being vaccinated. Gray regions indicate upper and lower limits of detection of 

our neutralization assay. The following abbreviations are used to indicate the country where the 

variant was first described: UK, United Kingdom; DK; Denmark; US, United States; BR, Brazil; 
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JP, Japan; and SA, South Africa. 

(C) Fold decrease in neutralization for each pseudovirus relative to wild type is shown for 22 

vaccine recipients >7 days out from the second dose of BNT-162b2. Fold decrease was 

calculated by dividing the concentration at which 50% neutralization is achieved (IC50, which is 

1/NT50) by the average IC50 value of wild type. The value of the mean is shown at the top of 

each bar. Bars and error bars indicate mean and standard deviation. An ANOVA correcting for 

multiple comparison between all pseudoviruses was performed, and statistical significance of 

each pseudovirus relative to wild type is shown with the following notations: * p < 0.05, ** p < 

0.01, *** p < 0.001, **** p < 0.0001. 

(D) Surface expression of the indicated variant spike proteins on the surface of transfected 293T 

cells was measured by flow cytometry. Transfected cells were stained with three monoclonal 

antibodies targeting spike, S309, ADI-55689, and ADI-56046, and median fluorescence 

intensities (MFI) of transfected (GFP+) cells were averaged to obtain a relative MFI demonstrating 

efficient expression of all spikes at the cell surface. Bars and error bars indicate mean and 

standard deviation. 

 
Figure 4. Limited cross-neutralization of B.1.351 strain of SARS-CoV-2 is similar to that of 
distantly related coronaviruses and mainly due to RBD mutations. 
(A) Crystal structure of pre-fusion stabilized SARS-Cov-2 spike trimer (PDB ID 7JJI) with RBD 

and non-RBD mutation sites for B.1.351 variants are indicated with residue atoms highlighted as 

colored spheres. Spike regions and associated mutations are colored as follows: RBD in red, S1 

(excluding RBD) in blue, and S2 in yellow. In the case of mutations that are present in only some 

variants, the variants in which they occur (v1, v2, and/or v3) are indicated; all other mutations are 

present in the three tested B.1.351 variants. The relative frequencies of B.1.351 v1, v2, and v3 

variants (as determined by sequences deposited in GISAID) are indicated. 

(B) Neutralization of B.1.351 v1 and v2 variants was compared to chimeric variants lacking RBD 

mutations, denoted v1/wtRBD and v2/wtRBD, in 22 vaccine recipients >7 days out from the 

second dose of BNT-162b2. Sera was also tested against pseudovirus bearing only RBD 

mutations found in B.1.351 (K417N, E484K, and N501Y). The dark red line indicates the 

geometric mean of the relative neutralization of each pseudovirus. Gray regions indicate upper 

and lower limits of detection of the assay. 

(C) Correlations between neutralization titer of D614G and B.1.351 chimeric viruses. The solid 

diagonal line indicates identical neutralization, and the dotted diagonal black lines indicate a 10-

fold difference in neutralization (NT50). 
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SUPPLEMENTAL FIGURE TITLES AND LEGENDS: 
 
Figure S1: SARS-CoV-2 variants tested in this study. 
Schematic of mutations in the spike protein sequence of the following SARS-CoV-2 variants are 

illustrated: wild type (grey), D614G (pink), B.1.1.7 (purple), B.1.1.298 (blue), B.1.1.429 (green), 

P.2 (yellow), P.1 (orange), three variants of B.1.351 (red; v1, v2, and v3), SARS-CoV (brown), 

and WIV1-CoV (black). 

 
Figure S2: Correlations of SARS-CoV-2 variant neutralization titers. 
Correlations between neutralization of wild-type and the indicated variant pseudoviruses are 

demonstrated. The solid diagonal black line indicates identical neutralization, and the dotted 

diagonal black lines indicate a 10-fold difference in neutralization (NT50). Four groups of vaccine 

recipients are indicated: (i) vaccine recipients >7 days out from their second dose of BNT-162b2 

vaccine (n = 22, blue circles); (ii) vaccine recipients that received only one dose of the BNT-162b2 

vaccine or were <7 days from their second dose (n = 7, light blue triangles); (iii) vaccine recipients 

>7 days out from their second dose of the mRNA-1273 vaccine (n = 4, red squares); and (iv) 

vaccine recipients that received only one dose of the mRNA-1273 vaccine or were <7 days from 

their second dose (n = 14, pink diamonds). 

 
Figure S3: Determination of neutralization titers over a wide range of pseudovirus 
quantities 
To determine the consistency of neutralization titers (NT50) measured by this assay, varying 

amounts of infectious units per well of wild-type SARS-CoV-2 and B.1.351 v1 pseudovirus were 

used to perform the neutralization assay for 22 serum samples from BNT162b2 vaccine recipients 

>7 days out from their second dose. These data demonstrate the robustness of calculating NT50 

across a 22-fold range of infectious units of pseudovirus. 
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STAR ★ METHODS 
 
RESOURCE AVAILABILITY 
Lead Contact 
Further information and requests for resources and reagents should be directed to and will be 

fulfilled by Alejandro Balazs (abalazs@mgh.harvard.edu). 

  
Materials Availability 
Plasmids generated in this study will be available through Addgene. Recombinant proteins and 

antibodies are available from their respective sources. 

  
Data and Code Availability 
This study did not generate sequence data or code. Data generated in the current study (including 

ELISA, neutralization, and cytokine measurements) have not been deposited in a public 

repository but are available from the corresponding author upon request. 

 

EXPERIMENTAL MODEL AND SUBJECT DETAILS 
Human subjects 
Use of human samples was approved by Partners Institutional Review Board (protocol 

2020P002274). Serum samples from 48 vaccine recipients that received one or two doses of the 

BNT162b2 or mRNA-1273 vaccine were collected. For each individual, basic demographic 

information including age and sex as well as any relevant COVID-19 history was obtained. 
 
Cell lines 
HEK 293T cells (ATCC) were cultured in DMEM (Corning) containing 10% fetal bovine serum 

(VWR), and penicillin/streptomycin (Corning) at 37°C/5% CO2. 293T-ACE2 cells were a gift from 

Michael Farzan (Scripps Florida) and Nir Hacohen (Broad Institute) and were cultured under the 

same conditions. Confirmation of ACE2 expression in 293T-ACE2 cells was done via flow 

cytometry. 

  

METHOD DETAILS 
Construction of variant spike expression plasmids 
To create variant spike expression plasmids, we performed multiple PCR fragment amplifications 

utilizing oligonucleotides containing each desired mutation (Integrated DNA Technology) and 
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utilized overlapping fragment assembly to generate the full complement of mutations for each 

strain.  Importantly we generate these mutations in the context of our previously described codon-

optimized SARS-CoV-2 spike expression plasmid harboring a deletion of the C-terminal 18 amino 

acids that we previously demonstrated to result in higher pseudovirus titers.  Assembled 

fragments were inserted into NotI/XbaI digested pTwist-CMV-BetaGlobin-WPRE-Neo vector 

utilizing the  In-Fusion HD Cloning Kit (Takara). All resulting plasmid DNA utilized in the study 

was verified by whole-plasmid deep sequencing (Illumina) to confirm the presence of only the 

intended mutations. 

 

SARS-CoV-2 pseudovirus neutralization assay 
To compare the neutralizing activity of vaccinee sera against coronaviruses, we produced 

lentiviral particles pseudotyped with different spike proteins as previously described (Garcia-

Beltran et al. 2021). Briefly, pseudoviruses were produced in 293T cells by PEI transfection of a 

lentiviral backbone encoding CMV-Luciferase-IRES-ZsGreen as well as lentiviral helper plasmids 

and each spike variant expression plasmid.  Following collection and filtering, production was 

quantified by titering via flow cytometry on 293T-ACE2 cells. Neutralization assays and readout 

were performed on a Fluent Automated Workstation (Tecan) liquid handler using 384-well plates 

(Grenier). Three-fold serial dilutions ranging from 1:12 to 1:8,748 were performed for each serum 

sample before adding 50–250 infectious units of pseudovirus for 1 h. Subsequently, 293T-ACE2 

cells containing polybrene were added to each well and incubated at 37°C/5% CO2 for 60-72 h. 

Following transduction, cells were lysed using a luciferin-containing buffer (Siebring-van Olst et 

al. 2013) and shaken for 5 min prior to quantitation of luciferase expression within 1 h of buffer 

addition using a Spectramax L luminometer (Molecular Devices). Percent neutralization was 

determined by subtracting background luminescence measured in cell control wells (cells only) 

from sample wells and dividing by virus control wells (virus and cells only). Data was analyzed 

using Graphpad Prism and NT50 values were calculated by taking the inverse of the 50% 

inhibitory concentration value for all samples with a neutralization value of 80% or higher at the 

highest concentration of serum. 

 

Titering 
To determine the infectious units of pseudotyped lentiviral vectors, we plated 400,000 293T-ACE2 

cells per well of a 12-well plate. 24 h later, three ten-fold serial dilutions of neat pseudovirus 

supernatant were made in 100 μL, which was then used to replace 100 μL of media on the plated 

cells. Cells were incubated for 48 h at 37°C/5% CO2 to allow for expression of ZsGreen reporter 
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gene and harvested with Trypsin-EDTA (Corning). Cells were resuspended in PBS supplemented 

with 2% FBS (PBS+), and analyzed on a Stratedigm S1300Exi Flow Cytometer to determine the 

percentage of ZsGreen-expressing cells.  Infectious units were calculated by determining the 

percentage of infected cells in wells exhibiting linear decreases in transduction and multiplying by 

the average number of cells per well determined at the initiation of the assay.  At low MOI, each 

transduced ZsGreen cell was assumed to represent a single infectious unit.  

 

Spike Expression 
To compare the relative surface expression of pseudovirus spike variant proteins, we plated 

400,000 293T cells per well of a 12-well plate. 24 h later, 1 μg of variant spike expression plasmid 

was mixed with 250ng of vector encoding GFP and transfected using PEI. Cells were incubated 

for 48 h at 37°C and harvested into PBS+ Cells transfected with each vector were divided and 

stained with 5 μg/mL of either, B38 , ADI-55689, or ADI-56046  for 30 minutes at room 

temperature. Cells were then washed with 1 mL PBS+, spun at 900 x g, and stained with 2 μg/mL 

of anti-human IgG-AF647 polyclonal antibody (Invitrogen) for 30 minutes at room temperature. 

Cells were washed with 1 mL of PBS+, spun at 900 x g, resuspended in 100 μL of PBS+, fixed 

with 100ul 4% PFA and analyzed on a Stratedigm S1300Exi Flow Cytometer. 

 
SARS-CoV-2 receptor binding domain and spike IgG, IgM, and IgA ELISA 
Quantitative detection of total antibodies to SARS-CoV-2 receptor binding domain (RBD) was 

performed as previously described (Garcia-Beltran et al. 2021). Briefly, we used an indirect ELISA 

with a standard consisting of anti-SARS-CoV and -CoV-2 monoclonal antibody (CR3022) (IgG1 

isotype). 96-well ELISA plates were coated with purified wild-type SARS-CoV-2 RBD. Plates were 

blocked with BSA and washed. A seven-point standard curve was created using CR3022-IgG1 

starting at 2 μg/mL by performing 1:3 serial dilutions with dilution buffer, and serum samples were 

diluted 1:100 with dilution buffer. Diluted samples and standards were added to corresponding 

wells and incubated for 1 h at 37°C, followed by washing. Total antibodies were detected with 

anti-human IgG/A/M(H+L)-HRP (Bethyl) diluted 1:25,000 for a 30 min incubation at room 

temperature. After washing, TMB substrate (Inova) was added to each well and incubated for 5-

15 min before stopping with 1 M H2SO4. Optical density (O.D.) was measured at 450 nm with 

subtraction of the O.D. at 570 nm as a reference wavelength on a SpectraMax ABS microplate 

reader. Anti-RBD antibody levels were calculated by interpolating onto the standard curve and 

correcting for sample dilution; one unit per mL (U/mL) was defined as the equivalent reactivity 

seen by 1 μg/mL of CR3022. 
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QUANTIFICATION AND STATISTICAL ANALYSIS 
Data and statistical analyses were performed using GraphPad Prism 9.0.1, JMP Pro 15.0.0 (SAS 

Institute), and R v4.0.2. Flow cytometry data was analyzed using FlowJo 10.7.1. Non-parametric 

multivariate ANOVAs were performed on the indicated figures where several cohorts were 

present; all p values were adjusted for multiple comparisons. Statistical significance was defined 

as p < 0.05. Error bars throughout all figures represent one standard deviation. 

  

 . CC-BY-NC-ND 4.0 International licenseIt is made available under a 
 is the author/funder, who has granted medRxiv a license to display the preprint in perpetuity. (which was not certified by peer review)

The copyright holder for this preprint this version posted February 18, 2021. ; https://doi.org/10.1101/2021.02.14.21251704doi: medRxiv preprint 

https://doi.org/10.1101/2021.02.14.21251704
http://creativecommons.org/licenses/by-nc-nd/4.0/


 

REFERENCES 

“AZD1222 Vaccine Met Primary Efficacy Endpoint in Preventing COVID-19.” 2020. November 
23, 2020. https://www.astrazeneca.com/media-centre/press-
releases/2020/azd1222hlr.html. 

Baden, Lindsey R., Hana M. El Sahly, Brandon Essink, Karen Kotloff, Sharon Frey, Rick Novak, 
David Diemert, et al. 2021. “Efficacy and Safety of the mRNA-1273 SARS-CoV-2 Vaccine.” 
The New England Journal of Medicine 384 (5): 403–16. 

Cele, Sandile, Inbal Gazy, Laurelle Jackson, Shi-Hsia Hwa, Houriiyah Tegally, Gila Lustig, 
Jennifer Giandhari, et al. 2021. “Escape of SARS-CoV-2 501Y.V2 Variants from 
Neutralization by Convalescent Plasma.” medRxiv, January, 2021.01.26.21250224. 

“COVID-19 Vaccine Tracker.” n.d. Accessed February 8, 2021. https://www.raps.org/news-and-
articles/news-articles/2020/3/covid-19-vaccine-tracker. 

Crawford, Katharine H. D., Rachel Eguia, Adam S. Dingens, Andrea N. Loes, Keara D. Malone, 
Caitlin R. Wolf, Helen Y. Chu, et al. 2020. “Protocol and Reagents for Pseudotyping 
Lentiviral Particles with SARS-CoV-2 Spike Protein for Neutralization Assays.” Viruses 12 
(5). https://doi.org/10.3390/v12050513. 

Galloway, Summer E., Prabasaj Paul, Duncan R. MacCannell, Michael A. Johansson, John T. 
Brooks, Adam MacNeil, Rachel B. Slayton, et al. 2021. “Emergence of SARS-CoV-2 
B.1.1.7 Lineage - United States, December 29, 2020-January 12, 2021.” MMWR. Morbidity 
and Mortality Weekly Report 70 (3): 95–99. 

Garcia-Beltran, Wilfredo F., Evan C. Lam, Michael G. Astudillo, Diane Yang, Tyler E. Miller, 
Jared Feldman, Blake M. Hauser, et al. 2021. “COVID-19-Neutralizing Antibodies Predict 
Disease Severity and Survival.” Cell 184 (2): 476–88.e11. 

Greaney, Allison J., Andrea N. Loes, Katharine H. D. Crawford, Tyler N. Starr, Keara D. Malone, 
Helen Y. Chu, and Jesse D. Bloom. 2021. “Comprehensive Mapping of Mutations to the 
SARS-CoV-2 Receptor-Binding Domain That Affect Recognition by Polyclonal Human 
Serum Antibodies.” Cold Spring Harbor Laboratory. 
https://doi.org/10.1101/2020.12.31.425021. 

Greaney, Allison J., Tyler N. Starr, Pavlo Gilchuk, Seth J. Zost, Elad Binshtein, Andrea N. Loes, 
Sarah K. Hilton, et al. 2020. “Complete Mapping of Mutations to the SARS-CoV-2 Spike 
Receptor-Binding Domain That Escape Antibody Recognition.” bioRxiv : The Preprint 
Server for Biology, September. https://doi.org/10.1101/2020.09.10.292078. 

Hou, Yixuan J., Shiho Chiba, Peter Halfmann, Camille Ehre, Makoto Kuroda, Kenneth H. 
Dinnon 3rd, Sarah R. Leist, et al. 2020. “SARS-CoV-2 D614G Variant Exhibits Efficient 
Replication Ex Vivo and Transmission in Vivo.” Science 370 (6523): 1464–68. 

Hu, Jie, Pai Peng, Kai Wang, Bei-Zhong Liu, Liang Fang, Fei-Yang Luo, Ai-Shun Jin, Ni Tang, 
and Ai-Long Huang. 2021. “Emerging SARS-CoV-2 Variants Reduce Neutralization 
Sensitivity to Convalescent Sera and Monoclonal Antibodies.” Cold Spring Harbor 
Laboratory. https://doi.org/10.1101/2021.01.22.427749. 

Jangra, Sonia, Chengjin Ye, Raveen Rathnasinghe, Daniel Stadlbauer, Florian Krammer, 
Viviana Simon, Luis Martinez-Sobrido, Adolfo Garcia-Sastre, and Michael Schotsaert. 
2021. “The E484K Mutation in the SARS-CoV-2 Spike Protein Reduces but Does Not 
Abolish Neutralizing Activity of Human Convalescent and Post-Vaccination Sera.” medRxiv 
: The Preprint Server for Health Sciences, January. 
https://doi.org/10.1101/2021.01.26.21250543. 

Ju, Bin, Qi Zhang, Jiwan Ge, Ruoke Wang, Jing Sun, Xiangyang Ge, Jiazhen Yu, et al. 2020. 
“Human Neutralizing Antibodies Elicited by SARS-CoV-2 Infection.” Nature 584 (7819): 
115–19. 

Korber, Bette, Will M. Fischer, Sandrasegaram Gnanakaran, Hyejin Yoon, James Theiler, 

 . CC-BY-NC-ND 4.0 International licenseIt is made available under a 
 is the author/funder, who has granted medRxiv a license to display the preprint in perpetuity. (which was not certified by peer review)

The copyright holder for this preprint this version posted February 18, 2021. ; https://doi.org/10.1101/2021.02.14.21251704doi: medRxiv preprint 

http://paperpile.com/b/jUBXz3/LmzA
http://paperpile.com/b/jUBXz3/LmzA
https://www.astrazeneca.com/media-centre/press-releases/2020/azd1222hlr.html
https://www.astrazeneca.com/media-centre/press-releases/2020/azd1222hlr.html
http://paperpile.com/b/jUBXz3/LmzA
http://paperpile.com/b/jUBXz3/AOgU
http://paperpile.com/b/jUBXz3/AOgU
http://paperpile.com/b/jUBXz3/AOgU
http://paperpile.com/b/jUBXz3/AOgU
http://paperpile.com/b/jUBXz3/H7QG
http://paperpile.com/b/jUBXz3/H7QG
http://paperpile.com/b/jUBXz3/H7QG
http://paperpile.com/b/jUBXz3/H7QG
http://paperpile.com/b/jUBXz3/H7QG
http://paperpile.com/b/jUBXz3/4vUv
http://paperpile.com/b/jUBXz3/4vUv
https://www.raps.org/news-and-articles/news-articles/2020/3/covid-19-vaccine-tracker
https://www.raps.org/news-and-articles/news-articles/2020/3/covid-19-vaccine-tracker
http://paperpile.com/b/jUBXz3/cjTOT
http://paperpile.com/b/jUBXz3/cjTOT
http://paperpile.com/b/jUBXz3/cjTOT
http://paperpile.com/b/jUBXz3/cjTOT
http://paperpile.com/b/jUBXz3/cjTOT
http://paperpile.com/b/jUBXz3/cjTOT
http://dx.doi.org/10.3390/v12050513
http://dx.doi.org/10.3390/v12050513
http://paperpile.com/b/jUBXz3/4lv2
http://paperpile.com/b/jUBXz3/4lv2
http://paperpile.com/b/jUBXz3/4lv2
http://paperpile.com/b/jUBXz3/4lv2
http://paperpile.com/b/jUBXz3/4lv2
http://paperpile.com/b/jUBXz3/4lv2
http://paperpile.com/b/jUBXz3/AxgG
http://paperpile.com/b/jUBXz3/AxgG
http://paperpile.com/b/jUBXz3/AxgG
http://paperpile.com/b/jUBXz3/AxgG
http://paperpile.com/b/jUBXz3/AxgG
http://paperpile.com/b/jUBXz3/LqW6
http://paperpile.com/b/jUBXz3/LqW6
http://paperpile.com/b/jUBXz3/LqW6
http://paperpile.com/b/jUBXz3/LqW6
http://paperpile.com/b/jUBXz3/LqW6
http://paperpile.com/b/jUBXz3/LqW6
http://paperpile.com/b/jUBXz3/LqW6
http://paperpile.com/b/jUBXz3/LqW6
http://paperpile.com/b/jUBXz3/LqW6
http://paperpile.com/b/jUBXz3/Nk6f
http://paperpile.com/b/jUBXz3/Nk6f
http://paperpile.com/b/jUBXz3/Nk6f
http://paperpile.com/b/jUBXz3/Nk6f
http://paperpile.com/b/jUBXz3/Nk6f
http://paperpile.com/b/jUBXz3/Nk6f
http://dx.doi.org/10.1101/2020.09.10.292078
http://dx.doi.org/10.1101/2020.09.10.292078
http://paperpile.com/b/jUBXz3/9aWn
http://paperpile.com/b/jUBXz3/9aWn
http://paperpile.com/b/jUBXz3/9aWn
http://paperpile.com/b/jUBXz3/9aWn
http://paperpile.com/b/jUBXz3/9aWn
http://paperpile.com/b/jUBXz3/kizQ
http://paperpile.com/b/jUBXz3/kizQ
http://paperpile.com/b/jUBXz3/kizQ
http://paperpile.com/b/jUBXz3/kizQ
http://paperpile.com/b/jUBXz3/kizQ
http://paperpile.com/b/jUBXz3/kizQ
http://dx.doi.org/10.1101/2021.01.22.427749
http://dx.doi.org/10.1101/2021.01.22.427749
http://paperpile.com/b/jUBXz3/B0fO
http://paperpile.com/b/jUBXz3/B0fO
http://paperpile.com/b/jUBXz3/B0fO
http://paperpile.com/b/jUBXz3/B0fO
http://paperpile.com/b/jUBXz3/B0fO
http://paperpile.com/b/jUBXz3/B0fO
http://paperpile.com/b/jUBXz3/B0fO
http://paperpile.com/b/jUBXz3/B0fO
http://dx.doi.org/10.1101/2021.01.26.21250543
http://dx.doi.org/10.1101/2021.01.26.21250543
http://paperpile.com/b/jUBXz3/Hbwjf
http://paperpile.com/b/jUBXz3/Hbwjf
http://paperpile.com/b/jUBXz3/Hbwjf
http://paperpile.com/b/jUBXz3/Hbwjf
http://paperpile.com/b/jUBXz3/Hbwjf
http://paperpile.com/b/jUBXz3/F7cn
https://doi.org/10.1101/2021.02.14.21251704
http://creativecommons.org/licenses/by-nc-nd/4.0/


 

Werner Abfalterer, Nick Hengartner, et al. 2020. “Tracking Changes in SARS-CoV-2 Spike: 
Evidence That D614G Increases Infectivity of the COVID-19 Virus.” Cell 182 (4): 812–
27.e19. 

Le Bert, Nina, Anthony T. Tan, Kamini Kunasegaran, Christine Y. L. Tham, Morteza Hafezi, 
Adeline Chia, Melissa Hui Yen Chng, et al. 2020. “SARS-CoV-2-Specific T Cell Immunity in 
Cases of COVID-19 and SARS, and Uninfected Controls.” Nature 584 (7821): 457–62. 

Legros, Vincent, Solène Denolly, Manon Vogrig, Bertrand Boson, Eglantine Siret, Josselin 
Rigaill, Sylvie Pillet, et al. 2021. “A Longitudinal Study of SARS-CoV-2-Infected Patients 
Reveals a High Correlation between Neutralizing Antibodies and COVID-19 Severity.” 
Cellular & Molecular Immunology 18 (2): 318–27. 

Lemieux, Jacob, Katherine J. Siddle, Bennett M. Shaw, Christine Loreth, Stephen Schaffner, 
Adrianne Gladden-Young, Gordon Adams, et al. 2020. “Phylogenetic Analysis of SARS-
CoV-2 in the Boston Area Highlights the Role of Recurrent Importation and Superspreading 
Events.” medRxiv : The Preprint Server for Health Sciences, August. 
https://doi.org/10.1101/2020.08.23.20178236. 

Liu, Haolin, Qianqian Zhang, Pengcheng Wei, Zhongzhou Chen, Katja Aviszus, John Yang, 
Walter Downing, et al. 2021. “The Basis of a More Contagious 501Y.V1 Variant of SARS-
COV-2.” Cold Spring Harbor Laboratory. https://doi.org/10.1101/2021.02.02.428884. 

“Moderna Developing Booster Shot for New Virus Variant B.1.351.” n.d. Accessed February 8, 
2021. https://www.the-scientist.com/news-opinion/moderna-developing-booster-shot-for-
new-virus-variant-b-1-351-68384. 

Moore, Michael J., Tatyana Dorfman, Wenhui Li, Swee Kee Wong, Yanhan Li, Jens H. Kuhn, 
James Coderre, et al. 2004. “Retroviruses Pseudotyped with the Severe Acute Respiratory 
Syndrome Coronavirus Spike Protein Efficiently Infect Cells Expressing Angiotensin-
Converting Enzyme 2.” Journal of Virology 78 (19): 10628–35. 

Muik, Alexander, Ann-Kathrin Wallisch, Bianca Sänger, Kena A. Swanson, Julia Mühl, Wei 
Chen, Hui Cai, et al. 2021. “Neutralization of SARS-CoV-2 Lineage B.1.1.7 Pseudovirus by 
BNT162b2 Vaccine-Elicited Human Sera.” Science, January. 
https://doi.org/10.1126/science.abg6105. 

Nonaka, Carolina Kymie Vasques, Marília Miranda Franco, Tiago Gräf, Ana Verena Almeida 
Mendes, Renato Santana de Aguiar, Marta Giovanetti, and Bruno Solano de Freitas Souza. 
2021. “Genomic Evidence of a Sars-Cov-2 Reinfection Case With E484K Spike Mutation in 
Brazil,” January. https://doi.org/10.20944/preprints202101.0132.v1. 

“Novavax COVID-19 Vaccine Demonstrates 89.3% Efficacy in UK Phase 3 Trial.” n.d. Accessed 
February 8, 2021. https://ir.novavax.com/news-releases/news-release-details/novavax-
covid-19-vaccine-demonstrates-893-efficacy-uk-phase-3. 

Faria, Nuno R., et al. 2021. “Genomic Characterisation of an Emergent SARS-CoV-2 Lineage in 
Manaus: Preliminary Findings.” January 12, 2021. https://virological.org/t/genomic-
characterisation-of-an-emergent-sars-cov-2-lineage-in-manaus-preliminary-findings/586. 

Oude Munnink, Bas B., Reina S. Sikkema, David F. Nieuwenhuijse, Robert Jan Molenaar, 
Emmanuelle Munger, Richard Molenkamp, Arco van der Spek, et al. 2021. “Transmission 
of SARS-CoV-2 on Mink Farms between Humans and Mink and back to Humans.” Science 
371 (6525): 172–77. 

Oxner, Reese. 2020. “Denmark To Kill Up To 17 Million Minks After Discovering Mutated 
Coronavirus.” NPR. November 5, 2020. 
https://www.npr.org/2020/11/05/931726205/denmark-to-kill-up-to-17-million-minks-after-
discovering-mutated-coronavirus. 

Paiva, Marcelo Henrique Santos, Duschinka Ribeiro Duarte Guedes, Cássia Docena, Matheus 
Filgueira Bezerra, Filipe Zimmer Dezordi, Laís Ceschini Machado, Larissa Krokovsky, et al. 
2020. “Multiple Introductions Followed by Ongoing Community Spread of SARS-CoV-2 at 
One of the Largest Metropolitan Areas of Northeast Brazil.” Viruses 12 (12). 

 . CC-BY-NC-ND 4.0 International licenseIt is made available under a 
 is the author/funder, who has granted medRxiv a license to display the preprint in perpetuity. (which was not certified by peer review)

The copyright holder for this preprint this version posted February 18, 2021. ; https://doi.org/10.1101/2021.02.14.21251704doi: medRxiv preprint 

http://paperpile.com/b/jUBXz3/F7cn
http://paperpile.com/b/jUBXz3/F7cn
http://paperpile.com/b/jUBXz3/F7cn
http://paperpile.com/b/jUBXz3/F7cn
http://paperpile.com/b/jUBXz3/F7cn
http://paperpile.com/b/jUBXz3/JITs
http://paperpile.com/b/jUBXz3/JITs
http://paperpile.com/b/jUBXz3/JITs
http://paperpile.com/b/jUBXz3/JITs
http://paperpile.com/b/jUBXz3/JITs
http://paperpile.com/b/jUBXz3/MXVo
http://paperpile.com/b/jUBXz3/MXVo
http://paperpile.com/b/jUBXz3/MXVo
http://paperpile.com/b/jUBXz3/MXVo
http://paperpile.com/b/jUBXz3/MXVo
http://paperpile.com/b/jUBXz3/MXVo
http://paperpile.com/b/jUBXz3/2y7sF
http://paperpile.com/b/jUBXz3/2y7sF
http://paperpile.com/b/jUBXz3/2y7sF
http://paperpile.com/b/jUBXz3/2y7sF
http://paperpile.com/b/jUBXz3/2y7sF
http://paperpile.com/b/jUBXz3/2y7sF
http://paperpile.com/b/jUBXz3/2y7sF
http://paperpile.com/b/jUBXz3/2y7sF
http://paperpile.com/b/jUBXz3/2y7sF
http://paperpile.com/b/jUBXz3/Kc1z
http://paperpile.com/b/jUBXz3/Kc1z
http://paperpile.com/b/jUBXz3/Kc1z
http://paperpile.com/b/jUBXz3/Kc1z
http://paperpile.com/b/jUBXz3/Kc1z
http://paperpile.com/b/jUBXz3/Kc1z
http://paperpile.com/b/jUBXz3/Kc1z
http://paperpile.com/b/jUBXz3/Pkz1
http://paperpile.com/b/jUBXz3/Pkz1
https://www.the-scientist.com/news-opinion/moderna-developing-booster-shot-for-new-virus-variant-b-1-351-68384
https://www.the-scientist.com/news-opinion/moderna-developing-booster-shot-for-new-virus-variant-b-1-351-68384
http://paperpile.com/b/jUBXz3/Pkz1
http://paperpile.com/b/jUBXz3/e5aso
http://paperpile.com/b/jUBXz3/e5aso
http://paperpile.com/b/jUBXz3/e5aso
http://paperpile.com/b/jUBXz3/e5aso
http://paperpile.com/b/jUBXz3/e5aso
http://paperpile.com/b/jUBXz3/e5aso
http://paperpile.com/b/jUBXz3/QPw0
http://paperpile.com/b/jUBXz3/QPw0
http://paperpile.com/b/jUBXz3/QPw0
http://paperpile.com/b/jUBXz3/QPw0
http://paperpile.com/b/jUBXz3/QPw0
http://paperpile.com/b/jUBXz3/QPw0
http://dx.doi.org/10.1126/science.abg6105
http://dx.doi.org/10.1126/science.abg6105
http://paperpile.com/b/jUBXz3/Ee4v
http://paperpile.com/b/jUBXz3/Ee4v
http://paperpile.com/b/jUBXz3/Ee4v
http://paperpile.com/b/jUBXz3/Ee4v
http://dx.doi.org/10.20944/preprints202101.0132.v1
http://dx.doi.org/10.20944/preprints202101.0132.v1
http://paperpile.com/b/jUBXz3/RPKH
http://paperpile.com/b/jUBXz3/RPKH
https://ir.novavax.com/news-releases/news-release-details/novavax-covid-19-vaccine-demonstrates-893-efficacy-uk-phase-3
https://ir.novavax.com/news-releases/news-release-details/novavax-covid-19-vaccine-demonstrates-893-efficacy-uk-phase-3
http://paperpile.com/b/jUBXz3/RPKH
http://paperpile.com/b/jUBXz3/LyYK
http://paperpile.com/b/jUBXz3/LyYK
https://virological.org/t/genomic-characterisation-of-an-emergent-sars-cov-2-lineage-in-manaus-preliminary-findings/586
https://virological.org/t/genomic-characterisation-of-an-emergent-sars-cov-2-lineage-in-manaus-preliminary-findings/586
http://paperpile.com/b/jUBXz3/LyYK
http://paperpile.com/b/jUBXz3/3Fno
http://paperpile.com/b/jUBXz3/3Fno
http://paperpile.com/b/jUBXz3/3Fno
http://paperpile.com/b/jUBXz3/3Fno
http://paperpile.com/b/jUBXz3/3Fno
http://paperpile.com/b/jUBXz3/3Fno
http://paperpile.com/b/jUBXz3/VTgX
http://paperpile.com/b/jUBXz3/VTgX
https://www.npr.org/2020/11/05/931726205/denmark-to-kill-up-to-17-million-minks-after-discovering-mutated-coronavirus
https://www.npr.org/2020/11/05/931726205/denmark-to-kill-up-to-17-million-minks-after-discovering-mutated-coronavirus
http://paperpile.com/b/jUBXz3/VTgX
http://paperpile.com/b/jUBXz3/DzHC
http://paperpile.com/b/jUBXz3/DzHC
http://paperpile.com/b/jUBXz3/DzHC
http://paperpile.com/b/jUBXz3/DzHC
http://paperpile.com/b/jUBXz3/DzHC
http://paperpile.com/b/jUBXz3/DzHC
https://doi.org/10.1101/2021.02.14.21251704
http://creativecommons.org/licenses/by-nc-nd/4.0/


 

https://doi.org/10.3390/v12121414. 
Resende, Paola Cristina, et al. 2021. “Spike E484K Mutation in the First SARS-CoV-2 

Reinfection Case Confirmed in Brazil, 2020.” January 10, 2021. 
https://virological.org/t/spike-e484k-mutation-in-the-first-sars-cov-2-reinfection-case-
confirmed-in-brazil-2020/584. 

Naveca, Felipe, et al. 2021. “SARS-CoV-2 Reinfection by the New Variant of Concern (VOC) 
P.1 in Amazonas, Brazil.” January 18, 2021. https://virological.org/t/sars-cov-2-reinfection-
by-the-new-variant-of-concern-voc-p-1-in-amazonas-brazil/596. 

Pinto, Dora, Young-Jun Park, Martina Beltramello, Alexandra C. Walls, M. Alejandra Tortorici, 
Siro Bianchi, Stefano Jaconi, et al. 2020. “Structural and Functional Analysis of a Potent 
Sarbecovirus Neutralizing Antibody.” bioRxiv : The Preprint Server for Biology, April. 
https://doi.org/10.1101/2020.04.07.023903. 

Plante, Jessica A., Yang Liu, Jianying Liu, Hongjie Xia, Bryan A. Johnson, Kumari G. 
Lokugamage, Xianwen Zhang, et al. 2020. “Spike Mutation D614G Alters SARS-CoV-2 
Fitness.” Nature, October. https://doi.org/10.1038/s41586-020-2895-3. 

Polack, Fernando P., Stephen J. Thomas, Nicholas Kitchin, Judith Absalon, Alejandra Gurtman, 
Stephen Lockhart, John L. Perez, et al. 2020. “Safety and Efficacy of the BNT162b2 mRNA 
Covid-19 Vaccine.” The New England Journal of Medicine 383 (27): 2603–15. 

Rees-Spear, C., L. Muir, S. A. Griffith, J. Heaney, Y. Aldon, J. L. Snitselaar, P. Thomas, et al. 
2021. “The Impact of Spike Mutations on SARS-CoV-2 Neutralization.” Cold Spring Harbor 
Laboratory. https://doi.org/10.1101/2021.01.15.426849. 

Santos, Jadson C., and Geraldo A. Passos. 2021. “The High Infectivity of SARS-CoV-2 B.1.1.7 
Is Associated with Increased Interaction Force between Spike-ACE2 Caused by the Viral 
N501Y Mutation.” Cold Spring Harbor Laboratory. 
https://doi.org/10.1101/2020.12.29.424708. 

Shen, Xiaoying, Haili Tang, Charlene McDanal, Kshitij Wagh, Will Fischer, James Theiler, 
Hyejin Yoon, et al. 2021. “SARS-CoV-2 Variant B.1.1.7 Is Susceptible to Neutralizing 
Antibodies Elicited by Ancestral Spike Vaccines.” bioRxiv : The Preprint Server for Biology, 
January. https://doi.org/10.1101/2021.01.27.428516. 

“South Africa Suspends Use of AstraZeneca’s COVID-19 Vaccine after It Fails to Clearly Stop 
Virus Variant.” 2021. February 7, 2021. https://www.sciencemag.org/news/2021/02/south-
africa-suspends-use-astrazenecas-covid-19-vaccine-after-it-fails-clearly-stop. 

Tegally, Houriiyah, Eduan Wilkinson, Richard J. Lessells, Jennifer Giandhari, Sureshnee Pillay, 
Nokukhanya Msomi, Koleka Mlisana, et al. 2021. “Sixteen Novel Lineages of SARS-CoV-2 
in South Africa.” Nature Medicine, February, 1–7. 

Wang, Chunyan, Wentao Li, Dubravka Drabek, Nisreen M. A. Okba, Rien van Haperen, Albert 
D. M. E. Osterhaus, Frank J. M. van Kuppeveld, Bart L. Haagmans, Frank Grosveld, and 
Berend-Jan Bosch. 2020. “A Human Monoclonal Antibody Blocking SARS-CoV-2 Infection.” 
Nature Communications 11 (1): 2251. 

Wang, Pengfei, Lihong Liu, Sho Iketani, Yang Luo, Yicheng Guo, Maple Wang, Jian Yu, et al. 
2021. “Increased Resistance of SARS-CoV-2 Variants B.1.351 and B.1.1.7 to Antibody 
Neutralization.” bioRxiv : The Preprint Server for Biology, January. 
https://doi.org/10.1101/2021.01.25.428137. 

Wibmer, Constantinos Kurt, Frances Ayres, Tandile Hermanus, Mashudu Madzivhandila, 
Prudence Kgagudi, Bronwen E. Lambson, Marion Vermeulen, et al. 2021. “SARS-CoV-2 
501Y.V2 Escapes Neutralization by South African COVID-19 Donor Plasma.” bioRxiv : The 
Preprint Server for Biology, January. https://doi.org/10.1101/2021.01.18.427166. 

Wu, Kai, Anne P. Werner, Juan I. Moliva, Matthew Koch, Angela Choi, Guillaume B. E. Stewart-
Jones, Hamilton Bennett, et al. 2021. “mRNA-1273 Vaccine Induces Neutralizing 
Antibodies against Spike Mutants from Global SARS-CoV-2 Variants.” bioRxiv : The 
Preprint Server for Biology, January. https://doi.org/10.1101/2021.01.25.427948. 

 . CC-BY-NC-ND 4.0 International licenseIt is made available under a 
 is the author/funder, who has granted medRxiv a license to display the preprint in perpetuity. (which was not certified by peer review)

The copyright holder for this preprint this version posted February 18, 2021. ; https://doi.org/10.1101/2021.02.14.21251704doi: medRxiv preprint 

http://paperpile.com/b/jUBXz3/DzHC
http://paperpile.com/b/jUBXz3/DzHC
http://paperpile.com/b/jUBXz3/DzHC
http://paperpile.com/b/jUBXz3/pnLN
http://paperpile.com/b/jUBXz3/pnLN
https://virological.org/t/spike-e484k-mutation-in-the-first-sars-cov-2-reinfection-case-confirmed-in-brazil-2020/584
https://virological.org/t/spike-e484k-mutation-in-the-first-sars-cov-2-reinfection-case-confirmed-in-brazil-2020/584
http://paperpile.com/b/jUBXz3/pnLN
http://paperpile.com/b/jUBXz3/TZwb
http://paperpile.com/b/jUBXz3/TZwb
https://virological.org/t/sars-cov-2-reinfection-by-the-new-variant-of-concern-voc-p-1-in-amazonas-brazil/596
https://virological.org/t/sars-cov-2-reinfection-by-the-new-variant-of-concern-voc-p-1-in-amazonas-brazil/596
http://paperpile.com/b/jUBXz3/TZwb
http://paperpile.com/b/jUBXz3/xDv6A
http://paperpile.com/b/jUBXz3/xDv6A
http://paperpile.com/b/jUBXz3/xDv6A
http://paperpile.com/b/jUBXz3/xDv6A
http://paperpile.com/b/jUBXz3/xDv6A
http://paperpile.com/b/jUBXz3/xDv6A
http://dx.doi.org/10.1101/2020.04.07.023903
http://dx.doi.org/10.1101/2020.04.07.023903
http://paperpile.com/b/jUBXz3/KJ5M
http://paperpile.com/b/jUBXz3/KJ5M
http://paperpile.com/b/jUBXz3/KJ5M
http://paperpile.com/b/jUBXz3/KJ5M
http://paperpile.com/b/jUBXz3/KJ5M
http://paperpile.com/b/jUBXz3/KJ5M
http://paperpile.com/b/jUBXz3/KJ5M
http://paperpile.com/b/jUBXz3/JKSn
http://paperpile.com/b/jUBXz3/JKSn
http://paperpile.com/b/jUBXz3/JKSn
http://paperpile.com/b/jUBXz3/JKSn
http://paperpile.com/b/jUBXz3/JKSn
http://paperpile.com/b/jUBXz3/u9fX
http://paperpile.com/b/jUBXz3/u9fX
http://paperpile.com/b/jUBXz3/u9fX
http://paperpile.com/b/jUBXz3/u9fX
http://paperpile.com/b/jUBXz3/u9fX
http://paperpile.com/b/jUBXz3/u9fX
http://paperpile.com/b/jUBXz3/u9fX
http://paperpile.com/b/jUBXz3/hZPS
http://paperpile.com/b/jUBXz3/hZPS
http://paperpile.com/b/jUBXz3/hZPS
http://paperpile.com/b/jUBXz3/hZPS
http://paperpile.com/b/jUBXz3/hZPS
http://paperpile.com/b/jUBXz3/hZPS
http://dx.doi.org/10.1101/2020.12.29.424708
http://dx.doi.org/10.1101/2020.12.29.424708
http://paperpile.com/b/jUBXz3/sQnC
http://paperpile.com/b/jUBXz3/sQnC
http://paperpile.com/b/jUBXz3/sQnC
http://paperpile.com/b/jUBXz3/sQnC
http://paperpile.com/b/jUBXz3/sQnC
http://paperpile.com/b/jUBXz3/sQnC
http://dx.doi.org/10.1101/2021.01.27.428516
http://dx.doi.org/10.1101/2021.01.27.428516
http://paperpile.com/b/jUBXz3/HHVn
http://paperpile.com/b/jUBXz3/HHVn
https://www.sciencemag.org/news/2021/02/south-africa-suspends-use-astrazenecas-covid-19-vaccine-after-it-fails-clearly-stop
https://www.sciencemag.org/news/2021/02/south-africa-suspends-use-astrazenecas-covid-19-vaccine-after-it-fails-clearly-stop
http://paperpile.com/b/jUBXz3/HHVn
http://paperpile.com/b/jUBXz3/Jv6L
http://paperpile.com/b/jUBXz3/Jv6L
http://paperpile.com/b/jUBXz3/Jv6L
http://paperpile.com/b/jUBXz3/Jv6L
http://paperpile.com/b/jUBXz3/Jv6L
http://paperpile.com/b/jUBXz3/rT7q1
http://paperpile.com/b/jUBXz3/rT7q1
http://paperpile.com/b/jUBXz3/rT7q1
http://paperpile.com/b/jUBXz3/rT7q1
http://paperpile.com/b/jUBXz3/rT7q1
http://paperpile.com/b/jUBXz3/rT7q1
http://paperpile.com/b/jUBXz3/jsuc
http://paperpile.com/b/jUBXz3/jsuc
http://paperpile.com/b/jUBXz3/jsuc
http://paperpile.com/b/jUBXz3/jsuc
http://paperpile.com/b/jUBXz3/jsuc
http://paperpile.com/b/jUBXz3/jsuc
http://dx.doi.org/10.1101/2021.01.25.428137
http://dx.doi.org/10.1101/2021.01.25.428137
http://paperpile.com/b/jUBXz3/9dtU
http://paperpile.com/b/jUBXz3/9dtU
http://paperpile.com/b/jUBXz3/9dtU
http://paperpile.com/b/jUBXz3/9dtU
http://paperpile.com/b/jUBXz3/9dtU
http://paperpile.com/b/jUBXz3/9dtU
http://dx.doi.org/10.1101/2021.01.18.427166
http://dx.doi.org/10.1101/2021.01.18.427166
http://paperpile.com/b/jUBXz3/97yQ
http://paperpile.com/b/jUBXz3/97yQ
http://paperpile.com/b/jUBXz3/97yQ
http://paperpile.com/b/jUBXz3/97yQ
http://paperpile.com/b/jUBXz3/97yQ
http://paperpile.com/b/jUBXz3/97yQ
http://dx.doi.org/10.1101/2021.01.25.427948
http://dx.doi.org/10.1101/2021.01.25.427948
https://doi.org/10.1101/2021.02.14.21251704
http://creativecommons.org/licenses/by-nc-nd/4.0/


 

Yang, Ren, Baoying Huang, A. Ruhan, Wenhui Li, Wenling Wang, Yao Deng, and Wenjie Tan. 
2020. “Development and Effectiveness of Pseudotyped SARS-CoV-2 System as 
Determined by Neutralizing Efficiency and Entry Inhibition Test in Vitro.” Biosafety and 
Health, August. https://doi.org/10.1016/j.bsheal.2020.08.004. 

Yurkovetskiy, Leonid, Xue Wang, Kristen E. Pascal, Christopher Tomkins-Tinch, Thomas P. 
Nyalile, Yetao Wang, Alina Baum, et al. 2020a. “Structural and Functional Analysis of the 
D614G SARS-CoV-2 Spike Protein Variant.” Cell 183 (3): 739–51.e8. 

Yurkovetskiy, Leonid, Xue Wang, Kristen E. Pascal, Christopher Tomkins-Tinch, Thomas 
Nyalile, Yetao Wang, Alina Baum, et al. 2020b. “SARS-CoV-2 Spike Protein Variant D614G 
Increases Infectivity and Retains Sensitivity to Antibodies That Target the Receptor Binding 
Domain.” bioRxiv : The Preprint Server for Biology, July. 
https://doi.org/10.1101/2020.07.04.187757. 

Zhou, Bin, Tran Thi Nhu Thao, Donata Hoffmann, Adriano Taddeo, Nadine Ebert, Fabien 
Labroussaa, Anne Pohlmann, et al. 2020. “SARS-CoV-2 Spike D614G Variant Confers 
Enhanced Replication and Transmissibility.” bioRxiv : The Preprint Server for Biology, 
October. https://doi.org/10.1101/2020.10.27.357558. 

 

 . CC-BY-NC-ND 4.0 International licenseIt is made available under a 
 is the author/funder, who has granted medRxiv a license to display the preprint in perpetuity. (which was not certified by peer review)

The copyright holder for this preprint this version posted February 18, 2021. ; https://doi.org/10.1101/2021.02.14.21251704doi: medRxiv preprint 

http://paperpile.com/b/jUBXz3/8x2Ge
http://paperpile.com/b/jUBXz3/8x2Ge
http://paperpile.com/b/jUBXz3/8x2Ge
http://paperpile.com/b/jUBXz3/8x2Ge
http://paperpile.com/b/jUBXz3/8x2Ge
http://paperpile.com/b/jUBXz3/8x2Ge
http://dx.doi.org/10.1016/j.bsheal.2020.08.004
http://dx.doi.org/10.1016/j.bsheal.2020.08.004
http://paperpile.com/b/jUBXz3/YOET
http://paperpile.com/b/jUBXz3/YOET
http://paperpile.com/b/jUBXz3/YOET
http://paperpile.com/b/jUBXz3/YOET
http://paperpile.com/b/jUBXz3/YOET
http://paperpile.com/b/jUBXz3/O6e1
http://paperpile.com/b/jUBXz3/O6e1
http://paperpile.com/b/jUBXz3/O6e1
http://paperpile.com/b/jUBXz3/O6e1
http://paperpile.com/b/jUBXz3/O6e1
http://paperpile.com/b/jUBXz3/O6e1
http://paperpile.com/b/jUBXz3/O6e1
http://paperpile.com/b/jUBXz3/O6e1
http://paperpile.com/b/jUBXz3/O6e1
http://paperpile.com/b/jUBXz3/MZmj
http://paperpile.com/b/jUBXz3/MZmj
http://paperpile.com/b/jUBXz3/MZmj
http://paperpile.com/b/jUBXz3/MZmj
http://paperpile.com/b/jUBXz3/MZmj
http://paperpile.com/b/jUBXz3/MZmj
http://dx.doi.org/10.1101/2020.10.27.357558
http://dx.doi.org/10.1101/2020.10.27.357558
https://doi.org/10.1101/2021.02.14.21251704
http://creativecommons.org/licenses/by-nc-nd/4.0/


Figure 1

B

RBD

S1

S2

Naturally occurring mutations

in SARS-CoV-2 spike trimer

90°

Top Side

C

D

A

Position 1
3

1
8

2
0

2
6

6
9

7
0

8
0

1
3
8

1
4
5

1
5
2

1
9
0

2
1
5

2
4
2

2
4
3

2
4
4

2
4
6

4
1
7

4
5
2

4
5
3

4
8
4

5
0
1

5
7
0

6
1
4

6
5
5

6
8
1

6
9
2

7
0
1

7
1
6

9
8
2

1
0
2
7

1
1
1
8

1
1
7
6

1
2
2
9

wild type S L T P H V D D Y W R D L A L R K L Y E N A D H P I A T S T D V M
D614G · · · · · · · · · · · · · · · · · · · · · · G · · · · · · · · · ·
B.1.1.7 · · · · – – · · – · · · · · · · · · · · Y D G · H · · I A · H · ·

B.1.1.298 · · · · – – · · · · · · · · · · · · F · · · G · · V · · · · · · I
B.1.429 I · · · · · · · · C · · · · · · · R · · · · G · · · · · · · · · ·

P.2 · · · · · · · · · · · · · · · · · · · K · · G · · · · · · · · F ·
P.1 · F N S · · · Y · · S · · · · · T · · K Y · G Y · · · · · I · F ·

B.1.351 v1 · · · · · · A · · · · G – – – · N · · K Y · G · · · V · · · · · ·
B.1.351 v2 · F · · · · A · · · · G – – – · N · · K Y · G · · · V · · · · · ·
B.1.351 v3 · · · · · · A · · · · · – – – I N · · K Y · G · · · V · · · · · ·
SARS-CoV 75.6% homology to SARS-CoV-2

WIV1-CoV 76.5% homology to SARS-CoV-2

SARS-CoV-2 spike protein structure

RBD

500 1000 12731 250 750

TMSP S2S1

Naturally occurring variants by strain

Emergence of SARS-CoV-2 variant worldwide

adapted from nextstrain.org

Jan 2020
Apr 2020

Jul 2020
Oct 2020

Jan 2021

labelAB.1.1.7

B.1.1.298

B.1.429

P.2

P.1

B.1.351

Sam
pling Tim

e

Jan ‘20

Apr ‘20

Jul ‘20

Oct ‘20

Jan ‘21

A

B.1.1.7

B.1.1.298

B.1.429

P.2

P.1

B.1.351

SARS-CoV

WIV1-CoV

Combined Figure Click here to access/download;Figure;SARS-CoV-2 Variant
Neutralization - FIGURES v30.1.pdf . CC-BY-NC-ND 4.0 International licenseIt is made available under a 

 is the author/funder, who has granted medRxiv a license to display the preprint in perpetuity. (which was not certified by peer review)
The copyright holder for this preprint this version posted February 18, 2021. ; https://doi.org/10.1101/2021.02.14.21251704doi: medRxiv preprint 

https://www.editorialmanager.com/cell/download.aspx?id=2182852&guid=f9120a2b-27c2-4b43-b940-f3d1af8d8134&scheme=1
https://www.editorialmanager.com/cell/download.aspx?id=2182852&guid=f9120a2b-27c2-4b43-b940-f3d1af8d8134&scheme=1
https://doi.org/10.1101/2021.02.14.21251704
http://creativecommons.org/licenses/by-nc-nd/4.0/


Figure 1. Emergence and spread of SARS-CoV-2 variants of concern around the world.

(A) Phylogenetic tree of SARS-CoV-2 variants (adapted from nextstrain.org) with sampling dates is illustrated with a focus on
the following lineages: A (grey), B.1.1.7 (purple), B.1.1.298 (blue), B.1.429 (green), P.2 (yellow), P.1 (orange), and B.1.351
(red). Dotted lines to SARS-CoV (brown) and bat-derived WIV1-CoV (black) are not to scale but indicate a distant
phylogenetic relationship to SARS-CoV-2.
(B) World map depicting the locations where the variants of these lineages were first described: original wild-type virus from A
lineage (grey) in Wuhan, China; D614G variant (pink) in Europe that became dominant circulating strain; B.1.1.7 lineage
(purple) in the United Kingdom; B.1.1.298 (blue) in Denmark; B.1.429 (green) in California, United States; P.2 (yellow) in
Brazil and Japan; P.1 (orange) in Brazil and Japan; and B.1.351 (red) in South Africa.
(C) Crystal structure of pre-fusion stabilized SARS-Cov-2 spike trimer (PDB ID 7JJI) is shown with top (left panel) and side
(right panel) views. Sites where naturally occurring mutations occur are indicated with residue atoms highlighted as colored
spheres. Spike regions and associated mutations are colored as follows: RBD in red, S1 (excluding RBD) in blue, and S2 in
yellow.
(D) Schematic of SARS-CoV-2 spike protein structure and the mutation landscape of variants used in this study are 
illustrated. The mutations present in each variant tested represent the consensus sequence for that lineage and represent 
actual circulating strains: A (wild type), B.1.1.7, B.1.1.298, B.1.1.429, P.2, and P.1 lineages. In the case of the B.1.351 lineage, 
the three most abundant variants (v1, v2, and v3) deposited in GISAID were assessed. For SARS-CoV and WIV1-CoV, the 
percent homology is indicated. The following abbreviations are used: SP, signal peptide; TM, transmembrane domain; RBD, 
receptor binding domain. In the mutation map, a dot (∙) indicates the same amino acid in that position as wild type and a dash 
(–) indicates a deletion.

 . CC-BY-NC-ND 4.0 International licenseIt is made available under a 
 is the author/funder, who has granted medRxiv a license to display the preprint in perpetuity. (which was not certified by peer review)

The copyright holder for this preprint this version posted February 18, 2021. ; https://doi.org/10.1101/2021.02.14.21251704doi: medRxiv preprint 

https://doi.org/10.1101/2021.02.14.21251704
http://creativecommons.org/licenses/by-nc-nd/4.0/


Figure 2
A

BNT162b2 (Pfizer) mRNA-1273 (Moderna)
1 dose 1 dose 2 dose2 dose

FFLuc
ZsGr

FFLuc ZsGr

SARS-CoV-2

variant

Producer

Cells

Infection of ACE2+

target cells

Gag-
Pol

Vaccinee

sera

Tat

Rev

spike
variant

Luminescence

quantification

Plasmid

vectors

Automated 384-well plate setup in
high-throughput liquid handler

pre-
mixed

+luciferin

60-h
culture

dilution

ne
ut

ra
liz

at
io

n

NT50

pseudovirus

B

N
e
u
tr

a
liz

a
tio

n
 (

%
)

Serum dilution

D614G B.1.1.7 B.1.1.298 B.1.429 P.2 P.1

B.1.351 v1 B.1.351 v2 B.1.351 v3 SARS-CoV WIV1-CoV

C D FE

 . CC-BY-NC-ND 4.0 International licenseIt is made available under a 
 is the author/funder, who has granted medRxiv a license to display the preprint in perpetuity. (which was not certified by peer review)

The copyright holder for this preprint this version posted February 18, 2021. ; https://doi.org/10.1101/2021.02.14.21251704doi: medRxiv preprint 

https://doi.org/10.1101/2021.02.14.21251704
http://creativecommons.org/licenses/by-nc-nd/4.0/


Figure 2: COVID-19 vaccines elicit potent but dose-dependent neutralizing responses against SARS-CoV-2.

(A) Schematic of our vaccine recipient cohort, consisting of a primarily young population of individuals who received one or two
doses of either BNT-162b2 (Pfizer) or mRNA-1273 (Moderna) vaccine, is presented in conjunction with our previously described
high-throughput lentiviral vector-based SARS-CoV-2 pseudovirus neutralization assay (Garcia-Beltran et al. 2021).
(B) Representative neutralization curves are shown for an individual >7 days out from the second dose of BNT-162b2 vaccine
comparing wild-type SARS-CoV-2 pseudovirus to the following variant pseudoviruses: D614G (pink); B.1.1.7 (purple); B.1.1.298
(blue); B.1.429 (green); P.2 (yellow); P.1 (orange); B.1.351 v1, v2, and v3 (red); SARS-CoV (brown); and WIV1-CoV (black).
(C) Neutralization (NT50) of wild-type SARS-CoV-2 pseudovirus is plotted versus time post-vaccination. The first dose (“dose #1”)
of both BNT-162b2 (blue) and mRNA-1273 (red) vaccines occurred at day 0. The second dose of the BNT-162b2 vaccine occured
at 21 days (“dose #2” in blue text) and for the mRNA-1273 vaccine (“dose #2” in red text) occured at 28 days. Four groups of
vaccine recipients are indicated: (i) vaccine recipients >7 days out from their second dose of BNT-162b2 vaccine (n = 22, blue
circles); (ii) vaccine recipients that received only one dose of the BNT-162b2 vaccine or were <7 days from their second dose (n =
7, light blue triangles); (iii) vaccine recipients >7 days out from their second dose of the mRNA-1273 vaccine (n = 4, red squares);
and (iv) vaccine recipients that received only one dose of the mRNA-1273 vaccine or were <7 days from their second dose (n = 14,
pink diamonds).
(D) Total anti-RBD antibody levels measured by a quantitative ELISA against the wild-type RBD antigen versus neutralization of
wild-type SARS-CoV-2 pseudovirus are presented. ELISA was performed in duplicates and the average value was used. Groups
are the same as in (C).
(E) Neutralization of wild-type SARS-CoV-2 is compared between female and male sex. Symbols for each group are the same as in
(C). Bars and error bars indicate mean and standard deviation.
(F) Neutralization of wild-type SARS-CoV-2 is plotted against age of vaccine recipient. Groups are the same as in (C).
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Figure 3: Sera from COVID-19 vaccine recipients cross-neutralize some but not all SARS-CoV-2 variants of concern.

(A-B) Titers that achieve 50% neutralization (NT50) are plotted for all individuals that received 1 dose (bottom panels) or 2 full
doses (upper panels) of either the BNT-162b2 (A) or mRNA-1273 (B) vaccines for each of the following SARS-CoV-2
pseudoviruses: wild-type; D614G; B.1.1.7; B.1.1.298; B.1.429; P.2; P.1; and three variants of the B.1.351 lineage denoted as
B.1.351 v1, v2, and v3. Other coronaviruses, namely, SARS-CoV from the 2002 Hong Kong outbreak and the pre-emergent bat
coronavirus WIV1-CoV, were also tested. Individuals who were <7 days out from their second dose of the vaccine were
classified as having received 1 dose. Dotted lines indicate vaccine recipients that were previously diagnosed with or highly
suspected to have COVID-19 before being vaccinated. Gray regions indicate upper and lower limits of detection of our
neutralization assay. The following abbreviations are used to indicate the country where the variant was first described: UK,
United Kingdom; DK; Denmark; US, United States; BR, Brazil; JP, Japan; and SA, South Africa.
(C) Fold decrease in neutralization for each pseudovirus relative to wild type is shown for 22 vaccine recipients >7 days out from
the second dose of BNT-162b2. Fold decrease was calculated by dividing the concentration at which 50% neutralization is
achieved (IC50, which is 1/NT50) by the average IC50 value of wild type. The value of the mean is shown at the top of each bar.
Bars and error bars indicate mean and standard deviation. An ANOVA correcting for multiple comparison between all
pseudoviruses was performed, and statistical significance of each pseudovirus relative to wild type is shown with the following
notations: * p < 0.05, ** p < 0.01, *** p < 0.001, **** p < 0.0001.
(D) Surface expression of the indicated variant spike proteins on the surface of transfected 293T cells was measured by flow 
cytometry. Transfected cells were stained with three monoclonal antibodies targeting spike, S309, ADI-55689, and ADI-56046,
and median fluorescence intensities (MFI) of transfected (GFP+) cells were averaged to obtain a relative MFI demonstrating 
efficient expression of all spikes at the cell surface. Bars and error bars indicate mean and standard deviation.

Spike surface expression
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Figure 4. Limited cross-neutralization of B.1.351 strain of SARS-CoV-2 is similar to that of distantly related

coronaviruses and mainly due to RBD mutations.

(A) Crystal structure of pre-fusion stabilized SARS-Cov-2 spike trimer (PDB ID 7JJI) with RBD and non-RBD mutation sites for
B.1.351 variants are indicated with residue atoms highlighted as colored spheres. Spike regions and associated mutations are
colored as follows: RBD in red, S1 (excluding RBD) in blue, and S2 in yellow. In the case of mutations that are present in only
some variants, the variants in which they occur (v1, v2, and/or v3) are indicated; all other mutations are present in the three
tested B.1.351 variants. The relative frequencies of B.1.351 v1, v2, and v3 variants (as determined by sequences deposited in
GISAID) are indicated.
(B) Neutralization of B.1.351 v1 and v2 variants was compared to chimeric variants lacking RBD mutations, denoted v1/wtRBD
and v2/wtRBD, in 22 vaccine recipients >7 days out from the second dose of BNT-162b2. Sera was also tested against
pseudovirus bearing only RBD mutations found in B.1.351 (K417N, E484K, and N501Y). The dark red line indicates the
geometric mean of the relative neutralization of each pseudovirus. Gray regions indicate upper and lower limits of detection of
the assay.
(C) Correlations between neutralization titer of D614G and B.1.351 chimeric viruses. The solid diagonal line indicates identical 
neutralization, and the dotted diagonal black lines indicate a 10-fold difference in neutralization (NT50).
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Figure S1
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Figure S1: SARS-CoV-2 variants tested in this study.

Schematic of mutations in the spike protein sequence of the following SARS-CoV-2 variants are illustrated: wild type (grey),
D614G (pink), B.1.1.7 (purple), B.1.1.298 (blue), B.1.1.429 (green), P.2 (yellow), P.1 (orange), three variants of B.1.351 (red;
v1, v2, and v3), SARS-CoV (brown), and WIV1-CoV (black).
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Figure S2
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Figure S2: Correlations of SARS-CoV-2 variant neutralization titers.

Correlations between neutralization of wild-type and the indicated variant pseudoviruses are demonstrated. The solid 
diagonal black line indicates identical neutralization, and the dotted diagonal black lines indicate a 10-fold difference in 
neutralization (NT50). Four groups of vaccine recipients are indicated: (i) vaccine recipients >7 days out from their second 
dose of BNT-162b2 vaccine (n = 22, blue circles); (ii) vaccine recipients that received only one dose of the BNT-162b2 
vaccine or were <7 days from their second dose (n = 7, light blue triangles); (iii) vaccine recipients >7 days out from their 
second dose of the mRNA-1273 vaccine (n = 4, red squares); and (iv) vaccine recipients that received only one dose of the 
mRNA-1273 vaccine or were <7 days from their second dose (n = 14, pink diamonds).
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Figure S3

Figure S3: Determination of neutralization titers over a wide range of pseudovirus quantities

To determine the consistency of neutralization titers (NT50) measured by this assay, varying amounts of infectious units per
well of wild-type SARS-CoV-2 and B.1.351 v1 pseudovirus were used to perform the neutralization assay for 22 serum
samples from BNT162b2 vaccine recipients >7 days out from their second dose. These data demonstrate the robustness of
calculating NT50 across a 22-fold range of infectious units of pseudovirus.
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