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auaN13tH15EINIINALWUTVDUYD SARS-CoV-2 (1 Nov 2021 - 30 Apr 2022)
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Proportion of SARS-CoV-2 Lineage

Prevalence of Pangolin lineages in the Thailand with sequence data

from 17 January 2020 to 29 April 2022
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Prevalence of Pangolin lineages in the Thailand with Omicron sequence data

from 16 December 2021 to 29 April 2022
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Prevalence of Pangolin lineages in the Thailand with BA.1 (Omicron) sequence data

from 16 December 2021 to 29 April 2022
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Prevalence of Pangolin lineages in the Thailand with BA.2 (Omicron) sequence data

from 17 January 2022 to 29 April 2022
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Earliest #
Lineage date designated

XMt Germany 30.0%, United Kingdom 23.0%, Denmark 20.0%, Netherlands 13.0%, 2022-02-14 22 30 Recombinant lineage of BALl and
Croatia 3.0% BA.2, Europedan lineage, from
pango-designation issue #472
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As of 4 May 2022 02:26 AM, O sequences in the

EPI_ISL ID Virus name Complete (3
Location ‘ Host o High coverage (3 - -
Collection to Submission to ‘ Low coverage excluded (3 x M I I n ea ge have b een d e ectEd S I n C e t he
Clade al ) Lineage [xpy o Substitutions(3 _ Variant | i With patient status (3
Collection date complete (3 H .d t.ﬁ d -
Under investigation I I n ea ge wa S I e n I e -
Virus name Passage de Accession ID Collection da SubmissionL () Length Host Location Originating
hCoV-19/Germany/NW-RKI-I-776479/2022 Original ~ EPI_ISL_12529603 2022-04-19  2022-05-05 <> 29,629 Human  Europe/Germar Universitit Wh (=1p
hCoV-19/Germany/ST-RKI--766069/2022  Original ~ EPI_ISL_12520402 2022-03-02  2022-0505 <> 29,873 Human  Europe/Germar Departmer X M fo u nd f d e
hCoV-19/Germany/BB-RKI--750031/2022  Original ~ EPI_ISL_12513588  2022-04-26  2022-05-05 <> 29,649 Human  Europe/Germar Kiinikum E oun
hCoV-19/Germany/MV-RKI--747306/2022  Original  EPI_ISL_12357567 2022-04-11 2022-04-28 <{> 29629 Human  Europe/Germar Limbach - Io Cc at i on S
hCoV-19/Germany/SH-ChVir27756/2022  Original ~ EPI_ISL_12249424 ~ 2022-03-30  2022-04-25 ML 29,801 Human  Europe/Germar A.Krumbh cumu I at i ve
NCOV-19/Germany/SH-RKI-1-720457/2022  Original ~ EPI_ISL_12198832 20220406 2022-04-21 <> 29726 Human  Europe/Germar LADR Zen tota I e 'h st Ia st
hCoV-19/Scotland/QEUH-3D378C6/2022 ~ Original ~ EPI_ISL_12085004 2022-04-04 2022-04-16 <> 29,721 Human  Europe/United} Lighthouse p reva I ence
hCoV-19/Scotland/QEUH-3D37820/2022  Original  EPI_ISL_12084981 2022-04-04  2022-04-16 <> 29,721 Human  Europe/United } Lighthouse
hCoV-19/Portugal/PT31800/2022 Original ~ EPI_ISL_11941982 2022-03-29 2022-04-11 ML 29,717 Human  Europe/Portuga CHEDV
hCoV- RKI-1 Original EPI_ISL_11455491 2022-03-02 20220328 ML 29,844 Human  Europe/Germar MVZDr.El U n i te d S tat e S O n Ot det ect ed
hCoV- RIVM-92722/202 Original ~ EPI_ISL_11408015 2022-03-11  2022-03-25 ML 29,726 Human  Europe/Netherl Dutch CO\
hCoV-19/Netherlands/NH-RIVM-92672/202 Original  EPI_ISL_11408014 ~ 2022-03-08 20220325 ML 29,726 Human  Europe/Netherl: Dutch CO\
hCoV-19/Scotland/QEUH-3AFB858/2022 ~ Original ~ EPI_ISL_11401042  2022-03-16 20220325 <> 29,721 Human  Europe/United} Lighthouse C al ifo rn ia U N ited
hCoV-19/DenmarkDCGC-443983/2022  Original ~ EPLISL_11380511  2022-03-18 2022-0325 (> 20,785 Human  Europe/Denmar Departmer ! O not d etect ed
hCoV-19/England/LSPA-3B27F6C/2022  Original  EPI_ISL_11338264  2022-03-15 20220324 <> 29,721 Human  Europe/United} Rosalind F S t a t es

hCoV-19/Austria/LB-R00066-S223/2022 Original EPI_ISL_11325602 2022-03-16 2022-03-23 ML 29,772 Human Europe / Austria . Lifebrain C
hCoV-19/England/BRBR-3AF92C5/2022 Original EPI_ISL_11309215 2022-03-15  2022-03-23 0 29,721 Human Europe / United t  Berkshire ¢

-
hCoV-19/Scotiand/QEUH-3AECB6F/2022  Original  EPI_ISL_11305203 2022-03-16 2022-0323 (> 29721 Human  Europe/United} Lighthouse W I"| d Wi d e 0 not d etect Ed
h(‘r\\/dﬂ(@m'landl«’\il IH.3A7AQQA/2N22 Drininal FPI IS 11280174 2022.03.13 2022.03.92 o 20721 Hiiman Furnna / LInited + | inhthaiise

[Total: 38 viruses 1 EPI_SET Select Analysis Download

view change over time change locations
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United Kingdom 100.0%

LInited States of America 77.0%, Mexico 16.08, Guatemala 3.0%, Honduras 2.0%, El Salvader 1.0%
Japan 100.0%

United Kinedom 95.0%, United States of America 2.0%6, Israel 0.0%, Germany 0.0%, Denmark 0.0%
Denmark 96.0%, Germany 2.0%, United Kinedom 1.0%, United States of America 1.0%, Spain 1.0%
Denmark 98.0%, United Kingdom 2.0%

Finland 88.0%, Sweden 6.0%, United Kingdom 3.0%, France 3.0%

United Kingdom 98.0%, United States of America 2.0%

Germany 30.0%6, United Kingdom 27.0%, Denmark 18.0%, Netherlands 12.0%, Croatia 3.0%

United Kingdom 99.0%, Denmark 1.0%

United Kinedom 100.0%

LInited States of America 95.0%, Switzerland 3.0%, india 3.0%
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EpiCoV employed the new Pango lineage v4.0.6 (2022-04-24) tool, as soon as it became available,

Registered Users EpiFlu™ EpiIRSVY™ My profil H H H H 1
e e . s to assign phylogenetic lineages to genetic sequences. When such an update occurs, all genomes in
EpiCoV™ Search Downloads Upload H H
| | | EpiCoV undergo reclassification by Pango which can lead to temporary fluctuations in the tallies
Search ¥ . . . .
of variants. There are currently three different methods available for Pango lineage calls and they
EPI_ISL ID |:|Virus name . e H : H H H ] :
et | | = significantly disagree in the lineage assignments. Users should not overinterpret differences in the
ocation ~ oS
Collection | | to | | Submission | | to | | "neage cou nts-
Clade |a|| v| Lineage | - | Substitutions (@ w | Var
Text Search
| OK |
[J | virus name | Passag _ Cnl.l.el:limdal &nbmissiond © | Lengm| Host | Location Originating s
O hCoV-19/ndonesia/Bp; Message Asia / Indonesia. BLKPAI® N EXTC L AD E ».'
O hCoV-19/indonesia/BE! EpiCoV employed the new Pango lineage v4.0.6 (2022-04-24) tool, as soon as it became available, Asia / Indonesia | BLKPAI e
to assign phylogenetic lineages to genetic sequences. When such an update occurs, all genomes in
O hCoV-19/ndonesia/BB] EpiCoV undergo reclassification by Pango which can lead to temporary fluctuations in the tallies Asia / Indonesia, BLKPAI
of variants. There are currently three different methods available for Pango lineage calls and they
O hCoV-19/indonesia/BB: significantly disagree in the lineage assignments. Users should not overinterpret differences in the |Asia /Indonesia, BLKFPAI
lineage counts.
O hCoV-19/Indonesia/BE- Asia / Indonesia, BLKPAI . XM . X N X E
O hCoV-19/Indonesia/BE- — Asia ! Indonesia, BLKFPAI n
O hCoV-19/Indonesia/BB-NIHRD-WGS.22.04  Original EPI_ISL_12544583 2022-03-16 = 2022-05-04 <i> 29,760 Human Asia / Indonesia. BLKPAI
O hCoW-19/Indonesia/BE-NIHRD-WGS.22.04  Original EPI_ISL_12544582 2022-03-15  2022-05-04 <i> 28,760 Human Asia ! Indonesia, BELKPAI
[l hCoV-19/Indonesia/BB-NIHRD-WGS.22.04  Original EPI_ISL_12544581 2022-03-15 = 2022-05-04 <D 29,760 Human Asia / Indonesia. BLKPAI
hCoV-19/Indonesia/BB-NIHRD-WGS.22.04  Original EPI_ISL_12544580 2022-03-15  2022-05-04 29,760 Human Asia / Indonesia . BLKPAI
O
O hCoV-19/Indonesia/BE-NIHRD-WGS.22.04  Criginal EPI_ISL_12544579 2022-03-14 | 2022-05-04 <i> 29,760 Human Asia / Indonesia, BLKFPAI
O hCoV-19/Indonesia/BB-NIHRD-WGS.22.04  Original EPI_ISL_12544578 2022-03-14  2022-05-04 <i> 29,760 Human Asia / Indonesia. BLKPAI
O hCoV-19/Indonesia/BB-NIHRD-WGS.22.04  Criginal EPI_ISL_12544577 2022-03-14 | 2022-05-04 <i> 29,760 Human Asia ! Indonesia | BLKFPAI
hCoV-19/Indonesia/BB-NIHRD-WGS.22.04  Original EPI_ISL_12544576 2022-03-13 = 2022-05-04 29783 Human Asia / Indonesia. BLKPAI
O
O hCoV-19/Indonesia/BB-NIHRD-WGS.22.04  Criginal EPI_ISL_12544575 2022-03-12 | 2022-05-04 <i> 29,760 Human Asia / Indonesia | BLKPAI
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Total: 10,691,375 viruses w < B E"E‘ s EPISET  Sel Analvsis  Download
Important note: In the GISAID EpiFlu™ Database Access Agreement, you have accepted certzin terms and conditions for viewing and using data regarding influenza viruses. To the extent
the Database contains data relating to non-influenza viruses, the viewing and use of these data is subject to the same terms and conditions, and by viewing or using such data you agree to
be bound by the terms of the GISAID EpiFlu™ Database Access Agreement in respect of such data in the same manner as if they were data relating to influenza viruses.




o Shared and unique Spike mutations in BA.1, BA.2, and BA.4/BA.5
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Omicron BA.4 & BAS5 were recently
designated lineages of Omicron. Bayesian
phylogenetic methods revealed that BA.4 and
BA.5 are distinct from other Omicron lineages.
BA.4 and BA.5 are estimated to have
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Spike mutation profile for BA.4 & BA.5

1 60 140 220 300
T T T

S L8 FF A
FESELSFs

620 710 880 1050 12
r T

;
T x{
£§ &

* BA.4 and BA.5 share a similar spike profile as BA.2, except for
e Additional mutations: 69-70del, L452R, F486V
* Reversion to wild type: Q493 (Q493R in BA.1, BA.2 and BA.3)
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BA2.12

Alias for B.1.1.529.2.12

As of 6 May 2022 02:26 AM, 4,452 sequences in the BA.2.12 lineage have been detected since the

0.15% lineage was identified: )
Overall proportion @ BA.2.12 found when found
location & : 5
cumulative prevalence first last
Sequences over time Estimated cases <0.5% 5 Jan 2022 25 Apr 2022
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1 de . eC 202 Pl I 222
e
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0%
20211111 2022-02-06 2022-05-04 The strain has been detected in at least 40 countries and 46 U.S. states.
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© 2008 - 2022 | Terms of Use | Privacy Notice | Contact

Registered Users EpiFlu™ EpiCoVv™ My profile

EpiCoV™ | Search | Downloads | Upload

Search ¥ Reset filters
EPI_ISL ID ’—’Virus name | | Complete ()
Location [Asia / Thailand / ... v Host ‘ v High coverage ()
Collection [ ‘ to | Submission | | to ] Low coverage excluded ()
Clade D Lineage ga2.12 ,, Substitutions®) | . Variant ! :] With patient status (%)
Collection date complete(3)
Under investigation
4
Virus name Passage de Accession ID Collection da SubmissionL () Length Host Location Originating
hCoV-19/Thailand/NIC_BKK_16858/2022  Original EPI_ISL_12292661 2022-04 2022-04-26 '/ 29,453 Human Asia / Thailand /

n hCoV-19/ThailanleIC__BKK_SEQ3071/20 EPI_ISL_10502280 | 2022-01 2022-03-01 29,783 | Human Asia / Thailand /

Total: 2 viruses 1 EPI_SET Select Analysis Download

Important note: In the , you ha
the Database contains da lating to non-influenza viruses, the viewing and
be bound by th ms of the

ing or using such
ng to influenza viruses
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Virus detail

Virus name: hCoV-19/Thailand/NIC_BKK_SEQ3071/2022

Accession ID: EPI_ISL_10502280

Type: betacoronavirus

Clade: GRA

Pango Lineage: BA.2.12 (Pango v.4.0.6 PLEARN-v1.8), Omicron (BA.2-like) (Scorpio)

AA Substitutions: Spike A27S, Spike D405N, Spike D614G, Spike D796Y, Spike E484A, Spike G142D, Spike HE55Y, Spike L

N440K, Spike N501Y, Spike N679K, Spike N764K, Spike N969K, Spike P25del, Spike P26del, Spike P68
Q493R, Spike Q498R, Spike Q954H, Spike R408S, Spike S371F, Spike S373P, Spike S375F, Spike S477N
S704L, Spike T19I, Spike T376A, Spike T478K, Spike V213G, Spike Y505H, E T9I, M A63T, N E31del, N G
P13L, N R32del, N R203K, N S33del, N S413R, NS3 T223I, NSP1 S135R, NSP3 G489S, NSP3 T24l, NSP
NSP4 L438F, NSP4 T3271, NSP4 T492I, NSP5 P132H, NSP6 F108del, NSP6 G107del, NSP6 S106del, NS
NSP14 142V, NSP15 T112I

Variant: VOC Omicron GRA (B.1.1.529+BA.*) first detected in Botswana/Hong Kong/South Africa
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Virus name: hCoV-19/Thailand/NIC_BKK_16858/2022

Accession ID: EPI_ISL_12292661

Type: betacoronavirus

Clade: GRA

Pango Lineage: BA.2.12 (Pango v.4.0.6 PLEARN-v1.8), Omicron (BA.2-like) (Scorpio)

AA Substitutions: Spike A27S, Spike D405N, Spike D614G, Spike D798Y, Spike E484A, Spike G142D, Spike G339D, Spike H6:

K417N, Spike L24del, Spike L452Q, Spike N440K, Spike N501Y, Spike N679K, Spike N764K, Spike N969K, ¢
P25del, Spike P26del, Spike P681H, Spike Q483R, Spike Q498R, Spike Q954H, Spike R408S, Spike S371F,
S373P, Spike S375F, Spike S477N, Spike S704L, Spike T19l, Spike T376A, Spike T478K, Spike V213G, Spik
TAl M ARRT M O1AGFE N E21dal N C204AR N P12 N R224al N R202K N S21%4dal N2 T2921 NSP1 126K
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Alias for B.1.1.5629.2.12.1
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All participants infected in BA.1 infection wave in South Africa
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Figure 3 | Five core components of COVID-19 preparedness, readiness and response
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Ref : Strategic preparedness, readiness and response plan to end the global COVID-19 emergency in 2022 (WHO/WHE/SPP/2022.1)
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