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§01UN158d SARS-CoV-2 VOI uag VOC 21ng1uvaya GISAID

® 17 AuyIEU — 17 AAAN 2565 1978971UTUIU 98,731 SARS-CoV-2 sequences

® 971UIU 98,386 sequences ang[,uﬂEjiJ Omicron variant of concern (VOC) AaLdu 99.7% ¥8931uU
sequences Tusau 30 U

U

* 26 fugNU -2 AAIAN 2565 151891UTUIU sequences THEWNTUUFIUTBYA GISAID 3 nunlutey ¢adl

* BA5 uazaneniuganuaiu Anlu 78.9%
* BA.4 uazangwugnvaIy Anlu 6.7% (including BA.4.6)

* BA2 uaganeniuganuaiu Anlu 3.9% (including BA.2.75)

4

* WHO finpuannuanansalunsvauniAuiu anuguusiwestsa lunquledasoumeoiuglminiAntusudans
iV RIRIAGH
* o fuil 17 ganau 2565 wuilssnuaneuganuay XBB Tu 26 Uszing; 233 XBB sequences Lag 609
XBB.1 sequences (XBB filfusmisnanefugiiindisumis G252V)
o doyaidesiu numeiudgnuant vaugiduiuldd fenuldiusuresmaifiudiuiu uisslifvdng
nanInsABULUAIPUANTULIRdlsA Weekly epidemiological update on COVID-19 - 19 October 2022

https://www.who.int/publications/m/item/weekly-epidemiological-update-on-covid-19---19-october-2022
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Table 2. Relative proportions of SARS-CoV-2 sequences over the last four weeks by specimen collection date

Last 4 weeks by collection date (%)

Lineage Countries Sequences 2022-37 2022-38 2022-39  2022-40
BA.1.X 184 2192 470 0.04 0.04 0.02 0.03
BA.2.X 164 2018702 2.93 3.12 3.61 4.34
BA.3.X 28 791 0.0 0.0 0.0 0.0
BA.4.X 124 113 056 7.42 7.24 6.68 5.39
BA.5.X 142 1087 974 85.84 83.47 80.15 7712
Unassigned 86 102 296 3.49 5.71 8.86 11.68
Other 204 6 595 633 0.17 0.14 0.13 0.15

Omicron subvariants under monitoring

BA.5 (+ 5 mutations) 103 57 679 11.58 13.75 16.77 20.71
BA.2.75.X 63 15 585 2.27 2.51 2.76 3.22
BA46.X 87 36 469 5.77 5.82 5.48 4.39
BJ.1 (BA2 subvariant) 11 118 0.01 0.01 0.01 0.01
XBB.X 27 880 0.11 0.27 0.56 1.29
BA.2.3.20.X 27 613 0.21 0.24 0.35 0.36
BQ.1.X (BAS subvariant) 51 4 855 0.84 1.64 3.51 5.96

Table 2 shows the number of countries reporting the highlighted lineages, the total number of sequences reported and the prevalence
of the lineages for the last four weeks. BA.1.X, BA.2.X, BA.3.X, BA.4.X and BA.5.X include all BA.1, BA.2, BA.3, BA.4 and BA.5 pooled
d dent lineages. The U igned category includes lineages pending for a Pango lineage name, whereas the Other category includes
lineages other than those listed in the legend. The Omicron subvariants under monitoring are updated regularly, more detailed
information can be found at the WHO variant tracking site. Data source: sequences and metadata from GISAID, retrieved on 24 October
2022.

Figure 4. Panel A and B: The number and percentage of SARS-CoV-2 sequences, as of 24 October 2022
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Figure 4 Panel A shows the number, and Panel B the percentage, of all circulating variants since June 2022. Omicron sister-lineages and additional
Omicron VOC descendent lineages under further monitoring are shown. BA.1.X, BA.2.X, BA.3.X, BA.4.X and BA.5.X include all BA.1, BA.2, BA.3, BA.4
and BA.5 pooled descendent lineages, except the Omicron subvariants under monitoring shown individually. The Unassigned category includes
lineages pending for a Pango lineage name, whereas the Other category includes lineages that are assigned but not listed in the legend. Source: SARS-
CoV-2 sequence data and metadata from GISAID, as of 24 October 2022.

§01UN158d SARS-CoV-2 VOI uag VOC 21ng1uvaya GISAID

24 fugng - 24 anAl 2565 15189743 107,952
SARS-CoV-2 sequences

973U 107,952 sequences a&ﬂumjm Omicron variant of
concern (VOO) Al 99.7% ve431u7u sequences Tu
39U 30 U

3 -9 panAy 2565 151891UF1UIU sequences THBLNS
vugudeya GISAID annunluties dadl

* lineages of Omicron (category unassigned) A
U 11.7%

*  XBB recombinants wag XBB.1 At 1.4%
*  linumenuaeiuiduquenainlelinsou

mawuﬁammamum{]%uuumstuﬁsJasJﬂ’n 390 @y
Wuﬁ IG]EJV]LUH?{’]FJWHSGF]NE‘!QJ 91UIU 48 EHEJWHS

mawuﬂamiau BA5 §3AanuUIIuIULIN Andy 77. 1%
AUAIE BA.G Aoy 5.4% waz BA.2 %awumwﬂumwu
Ay 4.3%

Weekly epidemiological update on COVID-19 - 23 October 2022

https://www.who.int/publications/m/item/weekly-epidemiological-update-on-covid-19---23-october-2022
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USA

| WHO label US Class

voC
voC
voC
voC
voC
voC
voC
voC

Lineage # Y%Total 95%PI

90%

Omicron BA.S
BQ.1
BQ.1.1
BA.4.6
BF.7
BA.5.2.6
BA.2.75

BA.2.75.2

49.6%
14.0%
13.1%
9.6%
7.5%
2.8%
1.8%
1.2%

45.3-53.9%
11.2-17.5%
9.8-17.3%
8.6-10.7%
6.6-8.5%
2.3-3.5%
1.5-2.2%
0.9-1.6%

Spread of the SARS-CoV-2
variant sub-lineage BQ.
21 October 2022

70%

60%

Yo VIrai Lineages Among intections

50% BA4 VOC 0.2% 0.2-0.3%
BA.2.12.1 VOC 0.0% 0.0-0.0%
40% BA.1.1 VOC 0.0%  0.0-0.0%
BA.2 VOC 0.0% 0.0-0.0% Key messages
30% B.1.1.529 VOC 0.0% 0.0-0.0% . European Union/European Economic Area (EU/EEA) countries have detected the circulation of SARS-
Delta B.1.617.2 VBM 0.0% 0.0-0.0% CoV-2 variant sub-lineages BQ.1 in levels ranging from 0—19% during week 40. This variant originates
Other  Other* 00%  0.00.1% from the BA.5 Omicron Variant of Concern (VOC).

20%

10%

0%

7130/22

8/6/22
8/27/22

9/3/22
9/10/22
9/17/22
9/24/22

Collection date, week ending

10/1/22

10/8/22

10/15/22

10/22/22

10/29/22

Enumerated lineages are US VOC and lineages circulating above 1%
nationally in at least one week period. "Other" represents the aggregation of
lineages which are circulating <1% nationally during all weeks displayed.

These data include Nowcast estimates, which are modeled projections that

may differ from weighted estimates generated at later dates

# BA.1, BA.3 and their sublineages (except BA.1.1 and its sublineages) are
aggregated with B.1.1.529. Except BA.2.12.1, BA.2.75, BA.2.75.2 and their
sublineages, BA.2 sublineages are aggregated with BA.2. Except BA.4.6,
sublineages of BA.4 are aggregated to BA.4. Except BF.7, BA.5.2.6, BQ.1 and

BQ.1.1, sublineages of BA.5 are aggregated to BA.5. For all the lineages listed in
the above table, their sublineages are aggregated to the listed parental lineages

respectively. Previously, BA.5.2.6 were aggregated with BA.5. Lineages
BA.2.75.2, BA.4.6, BF.7, BA.5.2.6 and BQ.1.1 contain the spike substitution
R346T.

nanInsalluglsy uazansgowsn

Juwnltudanesiug BQ.1 / BQ.1.1 auiluaneiugndnunu BAS

faldwundngiudaneiug BQ.1 / BQ.1.1 HAuTUILIINTT

BA.4/BA.5

BQ.1, including its sub-lineages, has been designated as Variant of Interest (VOI) by ECDC as of 20
October 2022. Based on modelling estimates, it is expected that by mid-November to beginning of
December 2022, more than 50% of SARS-CoV-2 infections will be due to BQ.1/BQ.1.1. By the
beginning of 2023, more than 80% of SARS-CoV-2 cases are expected to be due to BQ.1/BQ.1.1.

The observed increase in the growth rate of BQ.1 is probably driven mainly by immune escape. This
variant and its sub-lineages will probably contribute to a further increase in cases of COVID-19 in the
EU/EEA in the coming weeks and months. The extent of the increase in COVID-19 cases will depend on
various factors, including immune protection against infection influenced by the timing and coverage of
COVID-19 vaccination regimes, and the extent, timing and variant landscape of previous SARS-CoV-2
pandemic waves. Based on limited available data, there is no evidence of BQ.1 being associated with a

greater infection severity than the circulating variants BA.4/BA.5.

Countries should remain vigilant for signals of BQ.1 emergence and spread; maintain sensitive and
representative testing and genomic surveillance with timely sequence reporting and strengthen sentinel
surveillance systems (primary care ILI/ARI and SARI).

Countries should continue to monitor COVID-19 case rates - especially in people aged 65 years and
older - and severity indicators such as hospitalisations, ICU admissions, ICU occupancy and death.
Improving COVID-19 vaccine uptake of the primary course and first booster dose remains a priority for
all eligible individuals that are not up-to-date with the recommended schedule. For the time being, for
current autumn/winter vaccination campaigns, an additional booster dose should also be offered,
prioritising individuals who are at risk of progression to severe disease, such as older adults (e.g. above
60 years of age), immunocompromised individuals and those with underlying medical conditions, and
pregnant women. Residents and staff in long-term care facilities, as well as healthcare workers should
also be considered among priority groups.
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WHO : Previously circulating variants of concerns (VOCs)

Previously circulating VOCs:

WHO label  Pango
lineage*

Alpha Brd=1e7

Beta B.1.351

Gamma P.1

Delta B.1.617.2

GISAID clade

GRY

GH/501Y.V2

GR/501Y.V3

G/478K.V1

Nextstrain clade

201 (V1)

20H (V2)

20J (V3)

21A, 211, 21J

Earliest
documented Date of designation
samples
United Kingdom, vOC: 18-Dec-2020
Sep-2020
Previous VOC: 09-Mar-
2022
VOC: 18-Dec-2020
South Africa,
May-2020 Previous VOC: 09-Mar-
2022
VOC: 11-Jan-2021
Brazil,
Nov-2020 Previous VOC: 09-Mar-
2022
VOI: 4-Apr-2021
India, VOC: 11-May-2021
Oct-2020
Previous VOC: 7-Jun-2022

*Includes all descendent lineages.

https://www.who.int/en/activities/tracking-SARS-CoV-2-variants/ (14 October 2022)
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aneustes BA.A Al uiananeWudiindy 2 fums
VULUSAUNUIY Lawn R346T ag N658S

o uil 24 maAY 2565 GISAID WHewNsIuL 39,301
sequences

BA.4.6 anusanauiinuiulad

5¥AU neutralizing antibodies titer ¢i9 BA.4.6 AN
BA.5 Uszaney 2.7 Wi (wmaaﬂu@@m%aiaﬁmau BA.1
LA BA.2 5¥pE1Ian 21 Tundifnie)

526U neutralizing antibodies titer sio BA.4.6 N
BA.5 Uszanad 2 wih (maaeuluglnsuin@u mRNA-1273
vaccine (Moderna) 81381 6 LADUNSITUIATUATU 2
LU A)

https://www.nejm.org/doi/full/10.1056/NEJMc2212117

Lineage

BA4S6

United States of Americ

a 62.0%, United Kingdom 8.0%, Canada 7.0%, Denmark 3.0%,

France 2.0%

Earliest
date

2022-03-
12

# #
designated

Alias of B11.529.4.6, mainly found
in USA, England and Denmark,
from pango-designation issue
#741

A Sublineages of Omicron Variants
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Recombination
‘with breakpoint

Omicron lineages with changes at [ nas6, naso, Fass

XBB

Omicron subvariants under monitorin

346, 444, 452, 460, and 486 pestx 8 [] Ra4s, Las2, Fass
< Bl BMLL11
BA.2.10.4 @b,é | BMal } oeaesi [] kaaa, Las2, rass
&é g ; & AT > (] kasa, sz, naso
" BA2.10 ng’é" BM.1 = [ aas, Las2, Naso
7 BAAT5A +F4865 » BY.1 [ Rass, Las2, Na6o, F486
«BA2.75 < spager” BA2.756  ipasenFa86S |\ L BA275.2 WUsyy — [] kada, Las2, Na6o, Fass
"(7 e |
RO M CA1\ | [T]Ra46, kaas, Las2, Naso, Fass|
% g s ) | [ o) [T e
G * BA2.754 — @ \
“ BA.2.75.7 BA.5.2.18 A
- ~BEI6_/(BAs52, \
=D L452R/NAGOK
o @.4.5
$ X » BR7
46T
W R\ BELD
» BAS.2 2 +K444M, NaGOK // BU.l\
KA44T, N46OK S +R346T
\ “BAS3 : g £Ba.L1
B : o (BAS62) »BW1
\*\\ \_,thAf’ 6 //_—_‘_xmu, NaoK, Raa6? N
\\\_,\\“7‘3@1‘52!?,7456?@53@4\3
R, 520 ook ———
3cha changes 5 changes

.. Raj Rajnarayanan @Rajla... - 25/9/65
b Anasnpunauds @TWenseleers @GISAID
waz @CovidGenomicsUK

mAb therapeutics like Bebtelovimab &
Evushed etc will work w/ BA.2.3.20

It has S:K444R rather than the more
concerning K444T immune evasive

mutation.

Plus L452M vs rather than a L452R

as of 12 October 2022

BA.5 + one or more of these mutations:

B SR seoy BA5 sublineages (e.g. BF.7.
+K444X or +V445X or  GRA 228 e B 71212022
+N450D or +N460X) BF.14, BQ.1) S:R346X, S:K444X, S5:V445X , S:N450D or S:N460X
BA2.75: BA2 + S:K147E, S:W152R, S:F157L, S:1210V,
T SRR 5 B e $:G257S, S:D339H, 5:G446S, S:N460K, S:Q493R reversion .
BA2.75.2: BA2.75 + S:R346T, S:F486S, S:D1199N
BA 2 sublineage BA2+S:V83A, S:Y144-, S:H146Q, S:Q183E, S:V213E,
BJ.1**= GRA 21L S:G339H, S:R346T, S:L368I, 5:V445P, 5:G446S, S:V483A,  6/9/2021
(B.1.1.529.2.10.1.1) S:F490V, S:G798D, S:S1003l
BA 46 GRA 22A BA 4 sublineage BA 4+S:R346T, S:N658S 20/7/2020
:;fg’;‘;’;%"'sfb:’n':z'wji o BA2+SV83A SY144-, SH146Q, S:Q183E, SV213E,
XBB® recombinant Bl and BMA 11 wi o 'C S:6252V, S:G330H, SIR346T, SL368], S:V445P, S:G446S,  13/8/2022
Kol St S:N460K, S:F486S, S:F490S
breakpoint in S1 ?
5A 2 3 208 GRA 21L BA 2 sublineage BA. 2+ S:M153T, S:N164K, S:H245N, S:G257D, S:K444R, 15/8/2022

S:N450D, S:L452M, S:N460K, S:E484R

vian : https://www.who.int/activities/tracking-SARS-CoV-2-variants

Mike Honey
@Mike_Honey_

®

Here's the latest variant picture for the BA.2.3.20
lineage, nickname "Basilisk".

It's early growth stalled in Singapore (5%), which is now
almost dominated by XBB."

It is now showing growth in Australia (3%), possibly in
South Korea and Austria.
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Phylogeny
Nextstrain Clade A

B 21) (Delta)

. uploaded sample

20

30

grssn) USA/TX-CDC-ASC210657518/2021|0L967427.1|2021-11-29

@ USA/MA-CDCBI-CRSP_403VIEWXWFFEOGFH/2021|0L903319.1|2021-12-05
__ =) USA/MA-CDCBI-CRSP_GK6EVJGPL7IHKNBF/2021|0L846902.1|2021-12-02
@) USA/GA-CDC-QDX31921852/2021|OM085580.1/2021-12-11

) USA/MI-CDC-STM-FS7W2BYGC/2021|OM053336.1/12021-12-08

. U@ USA/MI-CDC-ASC210482612/2021|0L886918.1|2021-11-16

ssssnll) USA/NC-CDC-ASC210318476/2021|0K629545.1|2021-09-27

w) USA/MN-CDC-ASC210483166/2021|0L929808.1/12021-11-17

® USA/AL-CDC-LC0150890/2021|MZ859008.1|2021-07-30
USA/NC-CDC-LC0180423/2021|MZ990229.1|12021-08-09
USA/AL-CDC-FG-061999/2021|MZ764110.1|2021-07-29
USA/AL-UAB-GX855/2021|0K033149.1|2021-08-12

) USA/LA-CDC-ASC210202512/2021|0K029360.1|2021-07-29

Marc Johnson @SolidEvide... - 14 214.
ANaINBUNALNY @Catlove40476297
Delta (L452R/T478K) + K417T, Y449R,

Marc Johnson
@SolidEvidence

Pi is hiding in plain site.

N450D, G496V, Q498Y, and N501T.

All changes that are pretty common in
cryptic lineages.

Q) 2

L) USA/KS-CDC-ASC210237601/2021|OK015755.1|2021-08-02
* ) USA/GA-CDC-LC0211668/2021|0K114667.1|2021-08-20

") USAVIN-CDC-LC0271367/2021|0K308436.1/2021-09-02

] USA/OH-CDC-LC0271669/2021|0K308398.1|12021-08-31

| USA/NC-CDC-ASC210269377/2021|0K006410.1|2021-08-03

{ | USA/NC-CDC-ASC210269379/2021|0OK006411.1|2021-08-03
C; USA/IL-CDC-ASC210233189/2021|0K022966.1|2021-07-28
L) USA/FL-CDC-ASC210209282/2021|0K016087.1|2021-08-02
1) USA/WA-UW-21072636188/2021|MZ835849.1|12021-07-26
) USA/NC-CDC-LC0224561/2021|0K129561.1|2021-08-19

| USA/FL-CDC-LC0274504/2021|0K366392.1/2021-09-08

£ USA/IN-CDC-LC0280188/2021|0K362728.1|2021-08-31

USA/TN-CDC-ASC210124757/2021|OK408798.1|2021-08-26
.| USA/FL-CDC-STM-000714846/2021|0L527208.1|2021-07-29

) USA/OH-GD_00943/2021|0L795847.1|2021-09-08

) USA/TN-VUMC-001922/2021|0M921661.12021-07-21

USA/TN-VUMC-002456/2021|0M922688.1|2021-08-03

USA/TN-VUMC-002452/2021|0M922684.1|2021-08-03
USA/NJ-CDC-LC0148073/2021|MZ863277.1|2021-07-28

b «@) USA/SARS00025921/2021|0L335225.1|2021-10-15

) USA/NC-CORVASEQ-DH-260M1515000004066/2021|0L867897.1|2021-09-20

|| USA/TN-VUMC-002848/2021|0M922956.1|2021-08-04

) USA/IL-CDC-LC0128355/2021|0K123249.1|2021-07-19
] USA/AR-UMGC-7633/2021|MZ831589.1|2021-07-20
| USA/MI-MDHHS-5C31467/2021|0L801748.1|12021-07-25
] USA/MO-CDC-LC0101995/2021|MZ783799.1/2021-07-07
|| USA/WA-UW-21072469088/2021|MZ815065.1|2021-07-24
£ USA/MO-CDC-LC0210591/2021|0OK114221.1|12021-08-20

| USA/MO-CDC-LC0141401/2021|MZ861244.1|2021-07-25
| USA/MO-CDC-LC0144191/2021|MZ864999.1/2021-07-16
F USA/IL-CDC-LC0141565/2021|MZ861185.1|2021-07-23

-} USA/NC-CDC-LC0177692/2021|MZ989117.1|2021-08-08
USA/NC-CDC-LC0192803/2021|MZ946469.1|2021-08-12

USA/NC-CDC-LC0165028/2021|MZ941431.1|12021-08-07

.} USA/NC-CDC-LC0171105/2021|MZ940446.1|2021-08-04
) USA/SC-CDC-LC0169132/2021|MZ939071.1|2021-07-31

40 50 60 70
Mutations

Uagtiuny 1 sequence uugIuvaYa GISAID
fisumisnaewugiiiinen Delta L léun
K417T, YA49R, N450D, G496V, Q498Y, N501T
Joudu Delta aneiugtios AY.103

Check out this Delta derivative
(yes Delta) that was collected
less than a month ago.
0 Q 116 &
6 additional AA changes in the
RBD alone.

@ hCoV-19/USA/TX-HMH-MCoV-116919/2022|EPI_ISL_15514302|20

It looks like a bad copy of )
Omicron. Changes at many of -
the same positions, but
different AA changes.

10:36 PM - Oct 31, 2022 - Twitter Web App

Virus detail

Virus name:
Accession ID:

Pango Lineage:
AA Substitutions:

Variant:
Passage details/history:

Collection date:
Location:

hCoV-19/USA/TX-HMH-MCoV-116919/2022

EPI_ISL_15514302

betacoronavirus

GK

AY.103 (Pango v.4.1.3 PLEARN-v1.15.1), Delta (B.1.617.2-like) (Scorpio)

Spike A243del, Spike D614G, Spike D950N, Spike E156G, Spike F157del, Spike G142D, Spike G496V, Spike H66R,
Spike H146D, Spike K417T, Spike L244del, Spike L452R, Spike N149K, Spike N450D, Spike N501T, Spike P25T, Spike
P681S, Spike Q23L, Spike Q498Y, Spike R158del, Spike S151N, Spike S746A, Spike T19R, Spike T478K, Spike T739V,
Spike V143del, Spike Y144del, Spike Y145del, Spike Y449R, M 182T, M S4Y, N D63G, N D377Y, N G215C, N K388N, N
R203K, N §232G, NS3 H182D, NS3 I10L, NS3 Q245K, NS3 S26L, NS3 T190I, NS7a F591, NS7a T1201, NS7b T40I,
NSP1 1114T, NSP1 V38A, NSP2 1514V, NSP2 N92S, NSP3 A488S, NSP3 D622E, NSP3 E576D, NSP3 K977Q, NSP3
N208del, NSP3 N1383H, NSP3 N1543K, NSP3 P1228L, NSP3 P1469S, NSP3 S209del, NSP3 V238L, NSP4 D38G,
NSP4 F17L, NSP4 G196D, NSP4 1382T, NSP4 T4921, NSP4 V167L, NSP5 R298K, NSP5 T211, NSP6 L37V, NSP6 T77A,
NSP12 D40A, NSP12 G671S, NSP12 P323L, NSP13 1334V, NSP13 P77L, NSP14 A394V, NSP15 F263L

VOC Delta GK (B.1.617.2+AY.*) first detected in India

Original

2022-10-04

North America / USA / Texas / Houston
Human

Host:




v ¢d EJ o
ﬂ’ﬁf\]']LLuﬂﬁ'] W‘L!ﬁq‘VIL 132794
Srurudiadefinusuunauaienusdfyde3s real-time RT-PCR (318)
Potentially |Potentially |Potentially
Health B.1.1.7 | B.1.617.2 | B.1.351 Potentially BA.1 (Omicron) Potentially BA.2 (Omicron) Potentially BA.4/BA.5 (Omicron) | Potentially BA.2.75 (Omicron) | Potentially B.1.1.529 (Omicron)
area (Alpha) (Delta) (Beta)
30 L. 64 — 28 0.0, 65 5 AN, - 22 f.A. - Total 5 AN, - 22 f.A. - Total 14 w.a. - | 22 a1.A. - Total 2 n.A. - 22 n.A. - Total 1 W.8. 64 - 22 a1.A. — Total
21 a.A. 65|28 A.A. 65 21 a.A. 65|28 n.A. 65 21 a.0. 65|28 .A. 65 21 .. 65|28 .0, 65 21 .. 65|28 .. 65
bun 1 571 2438 0 422 422 1317 1 1318 564 23 587 2 2 716 716
bun 2 600 1109 0 164 164 631 631 157 14 171 2 2 401 401
bR 3 797 1028 0 64 64 221 221 76 5 81 0 0 116 116
LR 4 644 1639 0 180 180 759 2 761 274 7 281 0 0 475 475
kUM 5 198 887 0 187 187 549 1 550 207 1 208 0 0 445 445
bUM 6 1942 7031 3 782 782 2297 2297 549 9 558 0 0 2664 2664
bun 7 27 1771 0 642 642 1323 1323 321 6 327 0 0 1905 1905
bR 8 586 2902 5 173 173 578 578 207 3 210 0 0 1311 1311
UM 9 158 418 0 60 60 379 379 161 161 0 0 329 329
kUn 10 80 265 0 68 68 346 346 89 9 98 1 4 5 106 106
bum 11 403 942 52 646 646 1310 1310 166 13 179 0 0 2413 2413
kUM 12 2943 4725 630 211 211 967 1 968 218 4 222 0 5 5 950 10 960
R 13
(hna.) 4960 13649 1q 1687 1687 8482 8482 2575 24 2599 16 1 17 6544 6544
S 14,609 | 38,804 694 5,286 0 5,286 19,159 5 19,164 5,564 118 5,682 21 10 31 18,375 10 18,385
14.23% | 37.80% | 0.68% 0.00% 5.15% 3.50% | 18.67% 82.52% | 5.54% 6.99% 0.03% 6.99% | 17.91%
ALNGAG © TBUAVBINITUINGNANERS NSNS I0529NANENUE BIuA TUT 30 1.0, 64 - 28 A.A. 2565




(%4

aduE18WUgEa8 Omicron 310 SNP/Deletion : 58%3193UN 22 A.A. - 28 f.A. 65

Omicron lineage
SNP/Deletion
INQUITAIANIINGID (Potentially)
Other
BA.2 BA.4/BA.5 BA.2.75 Total
Omicron
NGUFAUNIUYIIIVIUIANT
0 7 0 0 7
(SQ, AQ ,Sandbox, Test and Go)
nfcjaﬁuﬂ meludssine 5 111 10 10 136
TIUNIVUA 5 118 10 10 143

VUGG © NSUINGIANAATNITUINNELENTETINTINAWNUTUEUTAUTENAAUATUN 1 W8, 64 - 28 A.A. 2565
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¢ 1

9

AFIUEAI9NUSEDY Omicron a1n SNP/Deletion : 52%7199UN 22 a.A. — 28 .A. 65

B BA.1 (Omicron)

M BA.2 (Omicron)

M BA.4/BA.5 (Omicron)

W BA.2.75 (Omicron)

© Other (Omicron)

82.5%

A18819 Potentially Omicron fugnanenugdasla 31w 133 619819 30 143 G819

wEmn : AsuAIMEaasnsunmdiilszimsanateiuivaulaussimanudiun 1 we. 64 - 28 a.a. 2565

NEURLAUNIRINAUTENA

100.0%

AMUIU 7 A29819

naudug luuszmne

7.0% 3.7%

7.4%

81.6%

AMUIU 136 29819
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[-%4 1

Y

andiuaeiugeay Omicron 310 SNP/Deletion : WUMNNUNYBIUTEWNA

2
%4 1

ANLLE WOBAIAN 2565 (Fununsszu

84 d18WUg BA.4/BA.5)

161(%)

3@8@3%@\1‘0’11{3”&1}39EJ'W\TVN‘VQ.IWV‘LLEJﬂ
7.6%
8.6%
9.8%
5.9%
2.6%

v
o

o

99.3%

1%

7 W x 3 4 1118 25 2 9 16 23 30 6 13 20 27 3 1017 24 1 8 15 22
WA WA WA WA By e e 8.0 0.8 0. 0A. NA NAEA d.A d.A. @A Ne. NY. N N 6.A. 6.A 6. 6.
-13-20-27 -3-10-17-24 -1 -8 -15-22-29 -5-12-19-26 -2 -9 -16-23-30 -7 -14-21-28

WA WA WA e Oy e 1. n.a 0e 0e NA. NAL A d.A. d.A A N8 N8 NY. N N 6.A. 6.A 6. 6.a
65 65 65 65 65 65 65 65|65 65 65 65 65 65 65 65 65|65 65 65|65 65 65 65 65

HBA1 1 1 37 1
HBA2 86 1221137182 141 200 249 178 49 52 /35 28 9 |12 8 6 5|5 1 2 1 2
W BA.4/BAS 1112 29 260398 128171 141 207 108 127/ 72119 82 78 68| 72|52 41 22 12 17

W BA2.75 1 11 212 3 5|1 1

Toya o4 28 m.A. 2565 1381 18.00.1.

S ndiuenlaoe)

TYATVNIMUIUAIBDY WNYNURUANLY N

o

o

1%

HBAL

W BA2

B BA.4/BAS
HBA2.75

5.5%
4%
0%

3

20.2%
2

98.8%

71421284111\5252916233061320273101724181522
LA, WA WA, WA 1. Uy, e, 1.8, 0.6 N.A. N.A. A NA. EA &0 @A @A N8, NG NY. NE AA GL.A §.A. 6.A.
-13-20-27 -3 -10-17)-24 -1 -8 -15-22]-29 -5-12|-19-26 -2 -9 -16-23-30 -7 |- 14-21-28

WA, WA WA 3.8, 1. Ty, e n.A. A NA. N.A. N.A A §.A. d.A. 4.0 Ny N8 NG NY. NE. A.A GLA. §.A. 6.A.
65 65 65 65 65 6565 65 65|65 6565 65 65 65 65 65 65 65 65 65|65 65|65 65

2.1 3 1. 2/2 2 3|5 2/ 5 2|1 1 2|2
302 272 253 181 237 156 172 259|226 159 108 116 49 50 37|15 12 14 10 5 6|5 2 9|5
12155 123 120 163 270 192 261 254 188|209 238 211152 169 144 96 |100 94
1 1 1.9



IMUIUAWWUZERY Omicron Niraula waz WHO szyliddnniu (Monitor) (c’L SAID
: Tuuszimelve dzauauns 28 nanAu 2565

R GRY Suii 28 nanAu 2565

o = | 1 174 a va
. 4 U7 NpIadneasu)ian1slu
w UUNULEAT Ty s
5NN USZINANTIINY 9853131959
(CINYAD] -

LW UUFIUTRYa GISAID

BF.5 6 0 6
BF.7 2 0 2
BF.14 0 0 0
BQ.1 1 1 2
BE.1 5 0 5
WGS BE.1.1 2 0 2
BJ.1 0 0 0
BN.1 5 4 9
BA.4.6 2 1 3
XBB.X 2 3 5
BA.2.3.20 0 2 2



Emerging variant Anunslulsewmedlne (Yaya o Fuii 31 AA1AN 2565)

BA.4.6
* yelne 918 59

* 917195 : elawiley Uiduny

AVPREIIEER
* ASUNNFIBINISAUNA

o A

* JUMAUMIDYIY : 24 AUBYU 2565

o yuldusrenaululszmelng wiou

NINNIAN 2565 Useinalnemeunstoyadiuiu
2 srwuugIudeys GISAID vauztudthissudy
aeug BA.4.6)

* JlAaNNUITILIUTIUIU 42,421

seqguences

BA.2.3.20

* WFYYIFIY 818 49 U

91119 -9 1o 1{uAD 2-3 TUNULISN.

quaelvuseiRendeeglusewmelng

ASUNNAIBINISAUNA

U % 1

* JUTLNUAIDENT : 26 AULIEU 2565

BQ.1

* glve 91g - U

®* LAUNNAUINEUTZINE (B9113)
* ASUNNAIDINITAUNYA

* JUMAUMBDENN : 21 AULIU 2565

BA.2.3.20

* Whnudalne 91g 10 U
* oduaglulsumelney
* ASUANAIINITAUIER

* JUNAUADEIY : 9 AUBIEU 2565

‘WUﬁEJ\‘l’mﬂ%JQ LLiﬂiuU%LVIﬁIVIS
MLANNUTIZINUIIUIY 1,048 sequences

o putdusien 2 Tuuszwmelne
* yMlanNUSIBNUIIUIU 5,174

sequences




XBB.1
* yJaydnlls 91g 76 U

* 9nsaney : [ 1uAe ATK + 1 Juneauin
[ENIERTRG

® Chest X-ray : No pulmonary opacity
* ATUANAIDINITAUNYR

* JuNAUAIBEN : 8 RA1AY 2565

XBB.1

* wielne 91g 44 Y

* 91n13d1AEY M NUEU UInea Lume
* Wwunnauaneaelsema (Wseina)

* ASUNNFAIBINITAUNA

o JUMAUMIDEIY : 28 FUBNEU 2565

XBB

* Whinuglne 918 10 U

anfigaglulsswmelng

Wuneldluanunntaunuiudunaudiy 2 Ju

* ASUNNFIBINISAUNEA

FuAue819 : 11 Aamu 2565

XBB
* YlanNusI9UIIUIL

1,007 sequences

XBB.1
* JMlanNNUTILIUINUIY

772 sequences



NSUINUIANEASNISUNNE
[Sciences

Department Jof]

Lineage Sequences from Thailand
GISAID Newly
BA.1.X ar14 2
BA.2.X 7418 73
BA.3.X 0 0
BA.4.X 201 1
BA.5.X 2298 244
Unassigned 68 0
Other 498 0
Omicron subvariants under monitoring
BA.5 (+ 5 mutation) 832 0
BA.2.75.X 26 38
BA.4.6.X 2 1
BJ.1 (BA.2 subvariant) 0 0
XBB.X 2 3
BA.2.3.20.X 0 2
BQ.1.X (BA.5 subvariant) 0 1

d01unN158 SARS-CoV-2 VOI uag VOC Tuuszwndlne

111 : grudaya GISAID waz Jayalvsiannisnansianugnssusediai (agsendnesameunsuugiudaya GISAID) daya o4 Juil 28 Aanau 2565

100% Other 0.7%
75%
BA.2
50%
49.5 %
BA.1
2% 32 %
BA.2.75 0.2%
Delta 3.1%
0,
0% | | | | | | |
Jan Feb Mar Apr May Jun Jul Aug Sep
[ Other W BA.5.2 W BAS5 W BA4 BA.2.75 BA.2.12.1 BA.2 BA.1

B Delta
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