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Globaloverview

The number of new COI® cases and deaths globallgcreasedlightlythis week, with over & million cases

and over90 000 deaths(Figure 1) Case and death incidence, however, remsanthe highest level since the
beginning of the pandemic. New weekly cases decreas#teinegions of Europe and Eastern Mediterranean,
whilethe SouthEast Asia Regia@ontinued an upward trajectory for 9 weeks and reported a further 6% increase
last week(Table 1) Death incidence increased in the So#hst Asia and Western Pacific regionhile India
continues to account for 95% of cases and 93% of deaths in the-EasthAsi&egion, as well as 50% of global
cases and 30% of global deathgorrying trends have been observed in neighltimg countries In all WHO
Regions there are countries whit¢tave beershowing a sustained upward trend in cases and deaths over several

weeks

Figure 1COVIBL9 cases reported weekly by WHO Region, and global deathsf May 2021+*
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" SeeAnnex: Data, table and figure notes



The highest numbers of new cases were reported from India (2 738 957 new cases€i#4e), Brazil (423 438
new cases; similar to previous wgethe United States of America (334 784 new cases; 3% decrease), Turkey
(166 733 new cases; 35% decrease), and Argentina (140 771 new cases; 8% decrease).

Table 1Newly reported and cumultive COVIBL9 cases and deaths, by WHR2gion, as d® May 2021

New cases [ New deaths Change in

WHO Region in last7 Clér;];éastl(\f; in last7 days| new deaths in %ngtl;:?t(lg/e)
days (%) 0 (%)| last7 days * 0
: 1272 491 63 554 005 33879 1 551 860
-40 -80,
Americas (23%) 4% (40%) (38%) 8% (47%)
919 119 o, D2871662 19 056 0 1104 629
Europe (17%) 23% (34%) (21%) 18% (34%)
, 2877 410 o. 25552640 28 977 0 309 197
SouthEast Asia (52%) 6% (16%) (32%) 15% (9%)
Eastern 280 853 13% 9428 375 5 605 13% 189 052
Mediterranean (5%) ° (6%) (6%) 0 (6%)
. 40 656 3 357 846 1034 83904
) 0
Africa (1%) 5% (2%) (1%) 3% (3%)
- 127 073 2597 134 1691 39179
-40 0
Western Pacific 2%) 4% (2%) (2%) 34% (1%)
5517602 157362408 90 242 3277834
40 =40
Global (100%) 4% 7 (1000) (100%) 4% 7 (1000%)

“Percent change in the number of newly confirmed cases/deaths in past seven days, compared to seven days prior
*SeeAnnex: Data, table and figuretes

For the latest data and other updates on COWDplease see:
1 WHO COVHD9 Dashboard
1 WHO COVHDI Weekly Operational Update



https://covid19.who.int/
https://covid19.who.int/
https://www.who.int/emergencies/diseases/novel-coronavirus-2019/situation-reports/

Fgure 2.COVIBL9 cases per 100 000 populatiogported by countries, territories and area&7 April ¢ 9 May 2021+*
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Special Focus: Update on SAB&V2 variants

WHQ in collaboration with national authorities, institutions and researcheygtinely assesses if variants of
SARE0V2 result in changes in transmissibility, clinical presentation and severity, or if they result in changes
in public health and social measures (PHSM) implementation by national health authorities. Systems have
beenestablishedo RS G SO0 daAadyltae 2F LRGSYGAlLt @GFINARFIyGa 2
assess these based on the risk posed to global public health (seealsog definition}. National

authorities may choose to designad¢her variants of local interest/conceretailed information on

currently circulating/OCs and VOIs is available in previously publistgins of the\WWeekly Epidemiological
Update Here we provide information on a newly designat@Cwithin lineage B.1.617, and provida

update on the geographical distribution, and emerging evidence surrounding phenotypic characterialics of

designated VOIs and VOCs.

Newly designatedvOCwithin lineageB.1.617

In consultationwith the WHOSARSC0\,2 Virus Evolution Working Group, WHO has determined that viruses
within the lineage B.1.617 have been characterized ¥©CB.1617 containsthree sublineageqTable2),

which differ by few but potentially relevant mutations in the spike proteinval as prevalence of detection
globally As of 11 May, over 4500 sequences have been uploaded to GISAID and assigned to B.1.617 from 4
countries in all six WHO regigrend WHO has received reports of detections fifiora additional countries
(Figure3). Though there may be important differences amdhg threesublineagescurrently available

evidence is todimited for VOI/VOCharacterizatiorby sublineag. Future clineationof sublineagess
VOIs/VOCs may be possible as our understartursyiblineageand relative importance of their
epidemiologyincreasesAt the present time WHO has designated B.1.617aa8¢0C based on early evidence

of phenotypic impacts compared to otheirculating virus variants, namely:

1 B.l.617sublineagesppear to have higher rates of transmission, including observed rapid increases in
prevalence in multiple countries (moderate evideregilablefor B.1.617.1 and B.1.617.2), and

1 Preliminary evidencsuggess potential reduced effectivenessf Bamlanivimab, a monoclonal antibody
used for COVHR9 treatment, ancpotentially slightly reduced susceptibility to neutralisation antibodies
(limited evidencevailablefor B.1.617.1).

Table 2: Overview of B.1.617 sublineages, as of 11 May 2021

Sublineage B.1.617.1 B.1.617.2 B.1.617.3

Sequences in GISAID 2001 2507 67

Number of countries 34 (in 6 WHO regions) 31 (in 5 WHO regions) 4 (in 3 WHO regions)

reporting detections

Number of lineage 7 8 6

defining spike mutations*

Characteristic spike G142D, E154K, L452R, T19RG142D, del157/158,452R, TI19R, L452R, E484Q,

mutations* E484Q, D614G, P681R, T478K, D614G, P681R, D950N D614G, P681R, D950N
Q1071H

*Mutations found in >60% of sequences


https://www.who.int/publications/m/item/covid-19-weekly-epidemiological-update
https://www.who.int/emergencies/diseases/novel-coronavirus-2019/situation-reports
https://www.who.int/emergencies/diseases/novel-coronavirus-2019/situation-reports

Figure3. Countries, territories and areas with B.1.617.1, B.1.617.2 or B.1.617.3 sequences uploaded to
GISAIDand/or reported to WHOas of 11 May 2021*
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* Unverified detectlons based primarily on GISAID, subject to change as WHO valldates detectlon wmmﬂ)e

Virusesn the B.1.617ineagewere first reported in India in October 2020. The resurgence in CO¥Hases
and deaths in India hasisedquestiors onthe potential role of B.1.617 and other variarfesg., B.1.1.7n
circulaton. A recent risk assessmeaot the situation inmdia conductedby WHO found that resurgence and
acceleration of COViD9transmissio in India had several potentiabntributing factors, including increase

in the proportion of cases of SARS\2 variants with potentially increased transmissibility; several religious
and political mass gathering evemtich increasedocial mixingand,underuseof andreducedadherence

to public health and social measures (PHSMg exact contributions of theseachof thesefactors on
increased transmission imdliaare not well understood

Approximately 0.1% of positive samples in India have been sequenced and uploaded to GISAID to identify
SARE 02 variants.The prevalence ofeveral VOCs including BLIZ and B.1.612 sublineages increased
concurrent to the surge in COVID cases reporiin IndiaWhile B.11.7 and B.1.612.¢ariantshave begun

to wane in recent weeks marked increase in the proportion of viruses sequenced as B.1.642 Been
observed over the same perio8ince thadentification of these variants through late April 20811.617.1

and B.1.617.2 accounted for 21% affd of sequenced sampl&®m Indig respectively?

Preliminaryanalysexonducted by WHO using sequences submitted to GISAID suggests that B.1.617.1 and
B.1.617.2 have a substantially higher growth rate than other circulating variants in India, suggesting potential
increased transmissibility comparetioo few sequences of B6IL7.3 have been detected to date to assess

its relativetransmissibility.

Other studies suggest that the case numbers increased more rapidly during the most recent surge when
variants B.1.1.7 and B.1.617 were circulating, compared to the first surge t@@ctober 20205 A

structural analysis of B.1.617 receptor binding domain (RBD) mutations (L452R and E484Q, along with P68
in the furin cleavage site) suggest that mutations in these variaatgresult in increased ACE2 binding and

rate of S1S2 clavage resulting in better transmissibility, apdssiby capacity teescape binding and
neutralization by some monoclonal antibodigg a preliminary study on hamsters, infection with B.1.617.1
resulted in increased body weight loss, higher viral loddngs and pronounced lung lesions as compared to
B.1 variants (D614G@).



Potential impacts of B.1.617 lineage on effectiveness of vaccines or therapeutics, or reinfection risks, remain
uncertain. Preliminary laboratory studies awaiting peer revéaggest a limited reduction in neutralisation

by antibodies; however, realorld impacts may be limitelOne study found aevenfold reduction in
neutralizationeffectivenessagainst B.1.617.af antibodies generated by vaccination wttoderna- mRNA

1273 andPfizer BioNTeclomirnaty vaccine'sA second study also found a reduction in neutralization
againstvirus carryinghe E484Q mutation (contained in B.1.617.1 and B.1.617.3) for Pfizer BioNTech
Comirnaty vaccine, similar to thédund with the E484K mutatiohA third study reviewing a limited sample

of convalescent sera of COVIB cases (n=17) and sera from recipients of the BhaCalvaxin vaccine

(n=23 concluded that most neutralizing activity against B.1.617 net@ned® A fourth study reported an
approximately threefold decrease in neutralization activity by plasma from recipients of Pfizer BioNTech
Comirnatyvaccine (n=15) against B.1.617, and a limited-teld decrease by convalescent sera from cases
with severe COVHD9 (n=15). The same study showed that B.1.617.1 (with additional spike mutations R21T,
and Q218H) mediates increased entry into certain human and intestinal cell lines, and was resistant to the
monoclonal antibody Bamlanivimab; however, asvefficiently inhibited by Imdevimab and by a cocktail of
Casirivimab and Imdeviméb.

Outside of India, the United Kingdom has reported the largest number of cases sequenced as B.1.617 sub
lineages, and recently designated B.1.617.2 as a national vafi@onhcern. This follows a recent steep
increase in the number of cases sequenced as B.1.617 sublineages, and a national assessment that
characterized B.1.617.2 as at least equivalent in terms of transmissibility as VOC B.1.1.7; however, they
noted insuffcient data to assess the potential for inmuescape! As of 5 May, the United Kingdom has
reported 520 genomically confirmed B.1.617.2 cases (of which approximatelhivis weredomestically
acquired, 261 confirmed B.1.617 cases (without further delineation), and nine confirmed B.1.617.3 cases.

Further obust studies into the phenotypic impacts of these variants, including impacts on epidemiological
characteristics (transmissibility, severity;irdection risk, etc.) and impact on countermeasures, are urgently
needed.
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Other VOCs

As surveillance activities to detect SARS/2 variants are strengthened at local and national levels,
including by strategic genomic sequencing, the number of countries/areas/territories (hereafter countries)
reporting VOCs and VOIs has continued togase.Since our last update on 4 May, VOC 202012/01 has
been detected in seveadditionalcountries, variant 501Y.V2 in five additional countries, and vaRahin

four additional countries. As dfl May, a totall49countries have reporteOC202012/01 (Figurd), 102
countries variant 501Y.V2 (Figuk and60 countries varianf.1 (Figuré) ¢ see also Annex 2. The
information presented here should be interpreted with due consideration of surveillance limitations
including differences in sequencing capacities and prioritization of samples for sequencing between
countries.

Table 3: SARS0\,2 Variants of Concernand Variants of Interest, as of 11 May 2021

PANGO lineage

Nextstrain clade ,:;t;rgate g:-:-rtsgcte din E:r:r;zts Characteristic spike mutation
GISAID clade

Variants of ConcerifVOCs)

B.1.1.7 VOC 202012/01  United Kingdom Sep 2020  69/70del, 144del, N501Y,
201/501Y.v1 A570D, D614G, P681H, T71¢
GR/501Y.V1 S982A, D1118H

B.1.351 VOC 202012/02  South Africa May 2020 D80A, D215G, 241/243del,
20H/501Y.VZ K417N, E484K, N501Y, D61
GHA501Y.V2 A701V

B.1.1.28.1, aliaB.1" VOC202101/02 Brazil Nov 2020 L18F, T20N, P26S, D138Y,
20J/501Y.V3 R190S, K417T, E484K, N501
GR/501Y.V3 D614G H655Y, 710271, V117
B.1.617* - India Oct 2020  L452R, D614G, P681R, +

- (E484Q, Q107H, T19R,
G/452R.V3 del157/158, T478K, D950N)
Variants ofInterest (VOIs)

B.1.525 - Multiple Dec 2020 Q52R, A67V, 69/70del, 144d:
20A/S.484K countries E484K, D614G, Q677H, F88t
G/484K.V3

B.1.427/B.1.429 CAL.20C/L452R  United States of Mar 2020  S13I, W152C, L452R, D614C
20C/S.452R America

GH/452R.V1

B.1.1.28.2, alias P.2 - Brazil Apr 2020 E484K, D614G, V1176F
20B/S.484K

GR

B.1.1.28.3, alias P.3 PHLB.1.1.28 Philippines Jan 2021  141/143del, E484K, N501Y,
- D614G, P681H, E1092K,

- H1101Y, V1176F

B.1.526 (+E484K/S477N) - United States of Nov 2020  L5F,T95l, D253G, D614G,
20C America A701V, + (E484K or S477N)
GH

B.1.616 - France Feb 2021 H66D, G142V, 144del, D215¢
- V483A, D614G, H655Y, G66!
GH Q949R, N1187D

“While work is ongoing to establish standardized nomenclature for key variants, these are thenemibsisein this publication.
* B.1.617s divided in three sublineages (B.1.617.1, B.1.617.2 and B.1.617.3), which diffiéations and phenotypic chacteristics.
Currentavailabledata is too limited tanake clear distinctions betweeblineage at this time.



Figure 4. Countries, territories and areas reporting SARS/2 VOC 202012/01, as of 11 May 2021
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Figure 5. Countriedgrritories and areas reporting SARS0\/2 variant 501Y.V2, as of 11 May 2021
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Figure6. Countries, territories and areas reporting SAR8\V2 variant P.1, as of 11 May 2021

Vaccine performance against VOCs

Available evidence on vaccine performance against \@slzeen highlighted in previous editions of the
Weekly Epidemiological Update, most recertlyApri| and is summarised in Table

Table 4 Summary of vaccine performance against variants of concern (VOC) relative to ancestral stains

VOC 202012/01 (B.1.1.7) 501Y.V2 (B.1.351) P.1(B.1.1.28.1)
Efficacy/effectiveness against disease iofection
Protection retained against disease Reduced protection against disease, Limited evidence
1 Severe disease: No/minimal loss:  limited evidence 1 No/minimal loss: Sinovac
Pfizer BioNTecComirnaty? 1 Severe disease: No/minimal loss: CoronaVadé*
1 Infection & symptomatic disease: Jansse\d26.CO\2.5, PfizerBioNTeeh
o No/minimal loss: AstraZeneca Comirnaty®
Vaxzevria, NovavaRovavax, Pfizel 1 Mild-moderate disease:
BioNTechComirnaty*3 0 Moderate loss: Janssehd26.COV
1 Asymptomatidnfection: 2.5, NovavasxCovava$®-36
o No/minimal loss: Pfizer BioNTech o Inconclusive/substantial losmited
Comirnaty-14 sample sizeAstraZenecd/axzevri&’
o Inconclusive/moderate/substantia { Infection Moderate loss: Pfizer
loss limited sample size BioNTechCominaty?
AstraZeneca/axzevria 1 Asymptomatidnfection: No evidence
Neutralization
9 No/minimal loss: Bhara€ovaxin, 1 Minimal/modest loss: BeijinGNBG 1 No/Minimal redugion:
GamaleyaSputnik V, Moderna BBIBFCorV, SinovaCoronaVa®4° AstraZenecd/axzevria,
mRNA1273,NovavaxCovavax T Minimal to large loss: ModernmRNA SinovaeCoronaVaé®+®
Pfizer BioNTeclComirnaty Beijing 1273, Pfizer BioNTegbomirnaty>¢2° q Minimal/moderate
CNBGBBIBFCorV, Sinovac 22,2421,2932,38,4043 reduction: Moderna
CoronaVat=° 1 Moderate to substantial loss: mRNA1273, Pfizer
1 Minimal/moderate loss: AstraZeneca/axzevriaGamaleya BioNTeckHComirnaty
AstraZeneca/axzevrias! Sputnik VNovavaxCovavai-30-3342 16,17,24,27,29,30,41,43,45.46



https://www.who.int/publications/m/item/weekly-epidemiological-update-on-covid-19---27-april-2021



































































