lag wsunwndanna Asdanual
ASUANSUINYIAERTNISILANE

_ 30 d911AU 2566




SARS-CoV-2 variants of interest and variants under monitoring
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Table 3. Weekly prevalence (%) of SARS-CoV-2 VOIs and VUMs, week 26 to week 30 of 2023

Lineage Countries® Sllaquenu:las§ 2023-26 2023-27 2023-28 2023-29 2023-30

\VOIs

XBB.1.5* 121 265053 14.5 12.6 12.3 12.4 11.0| . o ¢

XBB.1.16* 101 46752 22.1 23.1 22.6 24.0 21.1 LLu’JIugJ A18NUD

EG.5* 50 7988 10.2 12.6 15.5 17.7 21.1 h

VUMs

BA.2.75* 125 123414 2.7 2.4 2.3‘*L\ 16 2.1

BA.2.86 3 AR R R  h A T ; i  h it

CH.1.1* 96 42 886 0.5 0.6 0.5 0.7 0.5 Stable XBB.1.16* BA.2.75* CH.l.l*
XBB* 130 68 382 6.0 6.6 6.5 6.9 5.4

XBB.1.9.1* 102 55183 15.3 13.5 12.5 11.6 14.7 % * *
XBB.1.9.2* 86 25989 7.1 7.6 7.2 5.8 5.2 XBB XBB191 XBBZ3
XBB.2.3* 70 9437 4.3 4.6 4.7 5.1 4.7

Unassigned 94 152 253 6.0 4.8 4.0 3.1 2.8 decreasing XBB]_]_S*

Other” 209 6 768 445 10.8 11.2 11.3 10.6 10.9]

#Number of countries and sequences are since the emergence of the variants
* Includes descendant lineages, except those individually specified elsewhere in the table. For example, XBB* does not include XBB.1.5, XBB.1.16,
EG.5, XBB.1.9.1, XBB.1.9.2, and XBB.2.3

+n

Other” represents other circulating lineages excluding the VOI, VUMs, BA.1¥, BA.2¥, BA.3¥, BA.4*, BA.5*. Due to delays in or retrospective
assignment of variants, caution should be taken when interpreting the prevalence of the “Other” category.

* Prevalence for BA.2.86 cannot be calculated due to the very small numbers of sequences at this time.

https://www.who.int/docs/default-source/coronaviruse/situation-reports/20230622_weekly epi_update 156.pdf




FMUIUADLIUATLUININAAUUFIUVBYA GISAID 21 Aug - 3 Sep 2023 (n = 116)
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Other (Non VOI/VUM, VUM Non XBB) VUM (XBB*) VOI (XBB.1.5*, XBB.1.16*) VOI (EG.5%)
Pango_WGS | Wasvuun | Pango WGS wWasuivuiuea | Pango WGS | washuivuiug | Pango WGS' Wasiuivuium
EP.1 2 GE.1 8 XBB.1.16 21 EG.5.1 4
BN.1.3.12 2 FL.4 7 GY.3 5 EG.5.1.1 3

XBB.2.3.3 5 GY.2.1 4 EG.5.2.1 1
TOTAL 4 XBB.1.42 3 FU.2 3 TOTAL 8
XBB.1.22.2 3 XBB.1.16.1 2
XBB.1.9.1 2 XBB.1.16.2 2
FL.2 2 GY.7 1
FL.10.1 2 XBB.1.5 1
EG.8 2 GR.1 1
XBB.1 2 XBB.1.16.18 1
XBB.1.9.2 2 XBB.1.16.11 1
FL.14 1 GY.5 1
FL.18 1 FY.1 1
EG.4.3 1 XBB.1.16.22 1
GJ.3 1 XBB.1.16.20 1
GJl.1.1 1 FU.3 1
HH.1 1 EU.1.1 1

EG.1.6 1
XBB.1.22.1 1 TOTAL 49
EG.2 1
FY.3.1 1
FL.24 1
Gl.1 1
Gl.1.2 1
FL.1.5.1 1
FY.2 1
EG.1 1
XBB.2.3.11 1

TOTAL
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HK.3 = EG.5.1.1.3 = XBB.1.9.2.5.1.1.3

[Departmentlof]medical[Sciences]

® double mutation Spike L455F + Spike F456L

* iuAnuansaluningea

* Januanunsalunsaulaeay

® FYPNUSANU S

q

(57189971UASILSNAN South Africa Wudeg19AuEIBLlADUNNTIAN 2564)

XBBO0O.10
XBBO0.30
AY.103
AY.25
AY.39
AY.4.2.3
AY.44
B.1.1.519
B.1.429
BA.1
BA.1.1
BA.1.1.1
BA.1.13
BA.1.13.1
BA.1.15
BA.1.17
BA.1.17.2
BA.1.18
BA.2
BA.2.10
BA.2.12
BA.2.64

AAQAAAACQQ/AA

BA.4.6
BA.5.1
BA.5.1.3
BA.5.2
BA.5.2.1
BA.5.2.48
BA.5.3.1
BF.10
BN.1.3.6
BQ.1.1
BQ.1.1.1
BY.1.1
CH.1.1.1
DY.2
DY.4
EG.5
EG.5.1
FD.1.1
FE.1.1
Unassigne

& ¥ Y 1

AU daasunsiaelugadlantulag

Jaunulaunndu

q

pike L455F + Spike FA456L $2u9dU 2,399 sequences

XBB
XBB.1.16
XBB.1.16.6
XBB.1.19.1
XBB.1.28
XBB.1.5
XBB.1.5 (consensus call)
XBB.1.5.1
XBB.1.5.10
XBB.1.5.12
XBB.1.5.13
XBB.1.5.14
XBB.1.5.26
XBB.1.5.28
XBB.1.5.33
XBB.1.5.4
XBB.1.5.47
XBB.1.5.55
XBB.1.5.59
XBB.1.5.62
XBB.1.5.63
XBB.1.5.66
XBB.1.5.67
XBB.1.5.7
XBB.1.9.1
XBB.1.9.2

® NaN1IEUAL AA Substitutions: Spike L455F + Spike F456L
Tuusewelng nunsua 3 578 Juied 2 nenamdy HK.3

Virus name Accession ID Collection date Location Lineage
hCoV-19/Thailand/NIC_CMI_685/2023 |EPI_ISL_17016997 2023-02-01 Chiang Mai BN.1.3.6
hCoV-19/Thailand/NIC_BKK_7412/2023 |EPI_ISL_18112583 2023-07-20 Bangkok EG.5.1
hCoV-19/Thailand/NIC_BKK_7516/2023 |EPI_ISL_18112656 2023-07-21 Bangkok EG.5.1

* ynlans189u HK.3 91u7u 127 sequences 10 12 UTstne

country count

Australia 1
Canada 5
China 90
Denmark 1
Germany 1
Japan 4
Singapore 2
South Korea 13
Spain 2
Sweden 1
Thailand 2
United States 5

Show more

International comparison

China X South Korea X Canada

8%

6%

4%

2% ’i
0%- e

2023-03-20 2023-04-24 2023-05-28 2023-07-03 2023-08-14

www.gisaid.org
https://cov-spectrum.org
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HK.3 = EG.5.1.1.3 = XBB.1.9.2.5.1.1.3

[Departmentlof]medical[Sciences]

Jaauny 2 518 Tudszmdlve Duasouasafisniu

Virus name Accession ID Collection date Location Pangolin / GISAID  Nextclade

1 ‘hCoV—l9/Thailand/NIC_BKK_7412/2023 ‘ EPI ISL 18112583 2023-07-20  Asia / Thailand / Bangkok EG.5.1 HK.3
2 ‘hCoV—l9/Thailand/NIC_BKK_7516/2023 ‘ EPI ISL 18112656 2023-07-21 Asia / Thailand / Bangkok EG.5.1 HK.3

a1aui 1 a1nu 2

* WAy 918 65 U dyuilne * wAndd 918 11 U dywdlne

* inf9e1e Nasopharyngeal swab * inF9g1e Nasopharyngeal swab

* FuliuMee1a 20 N3ngIAL 2566 * Juiudege 21 N3nNgIAL 2566

* A0UAUMBEN : AL * AnuilNUMBEIT : AN

* 7 1 warsien 2 Wuaseuasmety  ® 1997 1 waysien 2 [Wuaseuasatieaiu

www.gisaid.org
https://cov-spectrum.org
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Relative growth advantage : Comparing HK.3* vs

NSUINUIANEASNISUNNE
[MedicallSciences]

[Departmentlof]

If variants spread pre-dominantly by local transmission across demographic
group... (show more)

Relative growth advantage

Estimated proportion through time

66%

15% Current adv. @

World 53-
78%

sep 2023 Confidence int. @

0%

Mar 2023 May 2023 Jul 2023

(*) Assumes that the current advantage is due to an intrinsic viral
advantage (a combination of increased transmission, immune
escape, and prolonged infectious period).

Reference

Chen, Chaoran, et al. "Quantification of the spread of SARS-CoV-2 variant B.1.1.7 in
Switzerland." Epidemics (2021); doi: 10.1016/j.epidem.2021.100480

alan : Nan1saAsIzraulaseulu
nsulany HK.3 danulmdseugs
N1 XBB.1.16 AnLu 66%

If variants spread pre-dominantly by local transmission across demographic
group... (show more)

Relative growth advantage

There is not enough data to provide a reliable estimate. ]

| understand the danger and want to see the plot anyways.

If variants spread pre-dominantly by local transmission across demographic
group... (show more)

Estimated proportion through time
100%

95%

0% Th al |an d Current adv. @
40% : -39-

230%

0% .

-

Relative growth advantage

sep 2¢ Confidence int. @

May 2023 Jul 2023

(*) Assumes that the current advantage is due to an
intrinsic viral advantage (a combination of increased
transmission, immune escape, and prolonged infectious
period).

Reference

Chen, Chaoran, et al. "Quantification of the spread of SARS-CoV-2 variant B.1.1.7 in
Switzerland." Epidemics (2021); doi: 10.1016/j.epidem.2021.100480

XBB.1.16*

Usenelng: wanns
IAsrzuaulalseuly
NSAULANY HK.3 &
AUlaLUTEUAINI
XBB.1.16 AnLTu 95%
2e19l5ARIY A1SAIUIE
%onafiAuAaIALAREY
Lﬁ@ﬂﬁﬂﬂﬁi’]ﬂ?ﬂ%@%aﬁ

(%4
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[Departmentlof]medical[Sciences]

* BA.2.86 wu 21 918 Tugiutaya GISAID (Sslinululszmealne)

* Autin3q8 Dr.Leshan nansiaiugnIsudIeg1elifaaniabey

AUINAFMNLUASIUEIUaT8LRUN N 1AL
Tuanizd S-Gene (lllavisdalaga)
L lieuiusiaiugnssy BA.2.86 Tu GISAID

NUINEDAARDINY

£ Dr. Leshan Wanni...

} @dr _leshan w
After sequencing the SARS-CoV-2
S gene and carefully analyzing the
data with existing BA.2.86 data
| can confirm that our Thailand
wastewater samples positive for
BA.2.86. Thanks for @Tuliodna for
SGTFAssay and it’s useful for places
like us with limited resources.

& Dr. Leshan Wannigama @dr les... - 3d
Thanks this method @Tuliodna we tested
couple of our wastewater samples and
seems like they are positive for BA.2.86
new Covid variant. We doing future
analysis to validate it #BA.2.86 #newva...

10:18 PM - 23 Aug 23 - 65.4K Views

EPL_ISL ID |:| Virus name

e —

Location [ v | Host [CIHigh coverage (@
Collection [ | to | | Submission | | to | | [iLow coverage excluded @
Clade |al| vl Lineage |BA.2.85 vl Variant | vl [Jwith patient status (@
AA Substitutions @ | ~ | Nudl Mutations@ | v [_ICollection date complete (@
[CJunder investigation
Text Search
4
0 Virus name Passage dé Accession ID Collection da  Submission L () Length Host Location Originating
O hCoV-19/Denmark/DCGC-658800/2023 Qriginal EPI_ISL_18160063 = 2023-08-07 & 2023-08-29 (D 29,101| Human Europe / Denmar  Departr
(] hCoV-19/Denmark/DCGC-558505/2023 Criginal EPI_ISL_18159709 | 2023-08-07 | 2023-08-29 @ 29,296 Human Europe / Denmal  Departr
O hCoV-19/Denmark/DCGC-557655/2023 Criginal EPI_ISL_18158884 = 2023-08-14 = 2023-08-29 @ 29,580 Human Europe / Denmai  Departr
O hCoV-19/Denmark/DCGC-657232/2023 Criginal EPI_ISL_18158452 = 2023-08-21 @ 2023-08-29 @ 29,551 | Human Europe / Denmal  Departr
O hCoV-19/Denmark/DCGC-657228/2023 Qriginal EPI_ISL_18158448  2023-08-14 | 2023-08-29 @ 28,575 Human Europe / Denmar  Departr
(] hCoV-19/Denmark/DCGC-556489/2023 Criginal EPI_ISL_18157710 | 2023-08-14 | 2023-08-29 @ 28,785 Human Europe / Denmal  Departr
(] hCoV-19/Sweden/261733286655/2023 Criginal EPI_ISL_18147561 = 2023-08-18 @ 2023-08-29 @ 29,750 Human Europe / Sweder  Swedis
O hCoV-19/Sweden/261733291192/2023 Criginal EPI_ISL_18147559 | 2023-08-19 | 2023-08-29 @ 29,777 | Human Europe / Sweder  Swedis
O hCoV-19/PortugallPT49347/2023 Criginal EPI_ISL_18142275  2023-08-15 = 2023-08-2% @ 29,709 | Human Europe / Porfuga  CHTMZ
(] hCoV-19/Portugal/PT49343/2023 Criginal EPI_ISL_18142273 = 2023-08-15 @ 2023-08-28 @ 29,709 | Human Europe / Portuga CHTM#
(] hCoV-19/USA/OH-ODH-SC3032044/2023  Criginal EPI_ISL_18138566 = 2023-07-29 = 2023-08-26 @ 29,735 Human Morth America /L Patholo
O hCoV-19/Denmark/DCGC-54785372023 Criginal EPI_ISL_18135401 | 2023-08-14 & 2023-08-25 @ 29,802 Human Europe / Denmal  Departr
O hCoV-19/South Africa/NICD-N55967/2023 | Criginal EPI_ISL_18125259 | 2023-07-24 & 2023-08-22 @ 29,653 Human Africa / South A Randhe
(] hCoV-19/South Africa/NICD-N55999/2023  Criginal EPI_ISL_18125249 = 2023-07-28 @ 2023-08-22 @ 29,711 | Human Africa / South Afr  Nelmec
(] hCoV-19/USANVA-GBW-H20-330-6734/202  Criginal EPI_ISL_18121060 = 2023-08-10 & 2023-08-21 @ 29,844 Human Morth America /L Clinical ~
3
fotal: 21 viruses 1 EPI SET Select Analysiz Download
www.gisaid.org
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