/
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N1 UNE1BWUTNLEI5ES

UIULAALTRNINUTUNAUFIBRUSFAEY (318)

+Uf B.1.1.7 (Alpha) B.1.617.2 (Delta) B.1.351 (Beta) B.1.1.529 (Omicron)
OREILIN 1 wo 6489 | 23w, 1 W.8. 64 4 23 31.A. D9 1 W.g. 64 99 23 31.0. 9 1 W.g. 64 89 23 3.4 A9
22 u.A. 65 25 u.A. 65 B 22 u.A. 65 25 4.A. 65 Rt 22 u.A. 65 25 u.A. 65 Bt 22 u.A. 65 25 u.A. 65 Rt
R 1 0 0 522 1 523 0 0 410 410
\UR 2 0 0 648 5 653 0 0 162 22 184
LR 3 0 0 184 5 189 0 0 44 32 76
LR 4 0 0 362 362 0 0 303 4 307
a5 0 0 560 560 0 0 360 13 373
QI[N 0 0 1481 7 1488 0 0 1870 74 1944
e 7 0 0 507 3 510 0 0 1197 64 1261
LA 8 0 0 1525 6 1531 0 0 855 62 917
Lun 9 0 0 177 177 0 0 278 3 281
1R 10 0 0 80 80 0 0 82 82
a 11 2 2 463 4 467 1 1 1139 207 1346
LR 12 13 13 3539 4 3543 2 2 328 7 335
ua 13 0 0 951 21 972 1 1 4540 489 5029
ERLY 15 0 15 10,999 56 11,055 4 0 4 11,568 977 12,545
0.06% 46.81% 0.02% 53.11%

RUNYAR © NTUINYAEASNITUNNILENTZ TN AENUSHAUTAUTEINAAIUATUN 1 W.8.

64 - 25 u.a. 2565




> o AMUUNUA (naululszne)
AN 3
Potentially B.1.1.529 (Omicron)

NIANWURIUAT 5029 (1474)
YAYI 950 (508)
Ol 777 (103)

SouLdn 431 (431)
dynsdinig 379 (66)
4914903571 375 (45)

NIWEUS 324 (322)

RNRE 264 (264)
NAIF15ATY 262 (262)
\Wealny 244 (141)

%’ayja 25 un91Au 2565 11a1 18.00.1.
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mOT5% r0:3% [ 0:.0% | [0.0% | [0:1% 1 [ 0.0% | [0:1% | (0% 0:2% [ 0.:0% | [ 0.0% | [ 0:0%

5.4%
11.4%
17.1%

29.9%

(%)

50.8%

48.9%
27

b4
U

YTV TUIUATBYIIVNUAUR

71.1%

U

(o)
99.5% 99.6% 100.0%100.0% 99.9% 98.5% 96:6%

28.8%
"1 ro/ fl 3.3%

30 A - 6 W, - 13 Wy, -20 W, -27 Wy, - 45.A.- 11 8.A.- 20 §.A. -

o

1%

70.0%

24.A. - 9u.A - 16 U.A. -23 3.A. -
S5wey. 12wy 190wy, 26 Wy, 35.A.64 105.A. 198A. 265.A. 5.A.64- 8UA. 15uUA 22uA 25U.A.
64 64 64 64 64 64 64 1uA. 65 65 65 65

65
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AFIUARUTNHNTZIMUINUNGUATDENN : AsuatUaUssne (WeARnIeY 2564)

NEURLAUNIRINAUTZINA

0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.2% 0.2%

26.6%
44.5%

82.8% 77.10/0
100.0% 100.0% 100.0% 100.0%

73.0%
55.3%

96.5% [ 99.4%
17.29% | 22-°%

300.A.-56 Wy -12 20 Wy, - 27 WN.Y.-345.A.-10 115.A.- 205.A.- 275.A.64-234A. -8 9U.A. -15 16U.A. - 234.A. -
We. 64 Wy 64 26 Wy 64 5.A.64 5.A.64 196.A. 64 266.A.64 1UA 65 WA 65 WA 65 22U.A 65254.A 65

naudue lulssine

0.5%| [0.3% [0.0%]| [0.0%  [0.1%]| |0.0%  |0.1%| [0.1% 0.2%| |0.0%| |0.0%| |0.0%| |7.79%
16.2%
27.7%

42.5%
59.6%
83.8% e

309.A. -5 6 Wy, -12 13W8. - 20W8. - 27 WY -345A.-10 116A.- 206.A.- 275.A.64-2UA. -8 9UA. -15 16U.A. - 231.0A. -
We. 64 Wy 64 19 We. 6426 We. 64 §5.A.64  §5.A.64 195A 64 265.A.64 1UA 65 WA 65 WA 65 22 UM 65 25UA. 65

99.5% 99.6% 100.0%1/00.0% 99.9% 100.0% 99.9%



Omicron Sublineage

NSUINUIANEASNISUNNE
[Sciencos}

Ceparmentlol]

Earliest # #
Lineage Most common countries date designated assigned Description
B.1.1.529 United States of America 62.0%, 2021-11-12 0 2713 South Africa and Botswana lineage, from Omicron
Turkey 15.0%, India 3.0%, Germany pango-designation issue #343

3.0%, Italy 3.0%

BA.1 United Kingdom 44.0%, United States 2020-10-23 130 420299  Alias of B.1.1.529.1, from pango- Omicron
) of America 32.0%, Denmark 5.0%, designation issue #361
Canada 3.0%, Germany 2.0%

BA.2 Denmark 79.0%, United Kingdom 2021-11-11 6 10385 Alias of B.1.1.529.2, from pango- Omicron
) 6.0%, India 5.0%, Sweden 2.0%, designation issue #361
Singapore 2.0%

BA.3 Poland 42.0%, South_Africa 40.0%, ~ 2021-11-23 5 78 Alias of B.1.1.529.3, from pango- Omicron
United Kingdom 10.0%, Germany designation issue #367
3.0%, Belgium 1.0%

(-9 6 (-9 o
a1 ElW%ﬁq‘SziJ’lﬂﬁaﬂﬂ’Jtaﬂﬁa BA.1

Source: https://cov-lineages.org/lineage_list.html (online) update: 26-JAN-2022 10.00


https://github.com/cov-lineages/pango-designation/issues/343
https://github.com/cov-lineages/pango-designation/issues/361
https://github.com/cov-lineages/pango-designation/issues/361
https://github.com/cov-lineages/pango-designation/issues/367

mut (nuc) Gene Mut(aa) BA.1 BA.2 BA.3

r1693 216a1del S LppA24s ! Identification of Omicron

C21762T S AGZ\L Y Y
21765 21770del S |del69/70 ¥ %
C21846T S To5] Y Y
G21987A (outlier); S~ G142D Y ¥ ¥ Omicron lineage screening by RT-PCR
21987 21995 S del143/145 Y Y
U 22194 22196del S N211] Y Y
T22200G S V213G Y .
g G22578A S G339D Y Y Y RT-PCR specific
C22674T S S371F Y Y : i i
4= T22673C, C22674TS $371L Y S gene mutation PRI Q1 Eein
(0 T22679C S $373P Y Y Y
+2 22686T S $375F Y Y Y
A22688G > T376A v HV69-70deletion +/ -
G22775A S D405N y y
G22813T S K417N Y Y Y
S 122882G S NZZOR v v v K417N +
O G22898A S G446S Y Y
@ G22992A S SAZIN Y Y Y | 452R _
— (22995A S T478K Y Y Y
A23013C S E484A Y Y Y
(O A23040G S Q493R Y Y Y T478K +
= 623048 S G496S Y
A23055G S 98R Y Y N501Y +
A23063T S I'%ow Y Y
T23075C S V505H Y v
C23202A S T547K Y
A23403G S D614G Y Y Y
C23525T S H655Y Y Y Y
T23599G S N679K Y Y Y
C23604A S P681H Y Y Y
C23854A S N764K Y Y ] L ]
G23948T S D796Y Y Y Y Confirmed and Identified sub-lineages by WGS
C24130A S N856K Y
A24424T S Q954H Y Y Y
T24469A S N969K Y Y Y
C24503T S L981F Y ©



GISAID submission (Southeast Asia)

Indonesia
Philippines GG 128321
Thailand I 12447
Singapore I 12294

Malaysia NI =258
Vietham N 2351
Cambodia INNINEGN 2158
Brunei [ 4ss
Timor-leste M 356
Myanmar | 115

Laos |41

0 2000 4000 6000 8000 10000 12000 14000 16000

GISAID submission (N)
Updated: 21 January 2022



GISAID submission : Uayas1gWug BA.2 anUszmealne

Accession ID | | Virus name | | (] complete(® (] high coverage(®
Location |asia / thailand v | Host | v | [Jlow coverage excl® [ w/Patient status(3)
Collection | O | to | Y| Submission | Y| to | O (] collection date compl(%)

Clade al v| Lineage [BA2 v |  Substitutions() | v | Variants | v | Reset Fulltext A
OJ Virus name Passage de Accession ID Collection da Submission [ (@ Length Host Location Originating
O hCoV-19/Thailand/DMSc-06677/2022 Original EPI_ISL 9095573 2022-01-09 2022-01-25 <> 29779 Human Asia/ Thailand /  Sirindhorn t
O hCoV-19/Thailand/DMSc-06614/2022 Original EPI_ISL_S095510 2022-01-07 2022-01-25 @ 29780 Human Asia/ Thailand /  Sirindhorn +
O hCoV-19/Thailand/DMSc-06590/2022 Original EPI_ISL_9095486 2022-01-06 2022-01-25 <'> 29779 Human Asia/ Thailand /  Klang Hosp
O hCoV-19/Thailand/NIC_BKK_SEQ24346/2( Original EPI_ISL_9021088 2021-12 2022-01-24 <'> 29461 Human Asia/ Thailand / Vichaive] In’
O hCoV-19/Thailand/DMSc-06412/2021 Original EPI_ISL_8840711 = 2021-12-27  2022-01-19 <) 29,766 Human Asia/ Thailand /' Regional M
O hCoV-19/Thailand/DMSc-06357/2021 Original EPI_ISL_8840710 2021-12-26  2022-01-19 @ 29624 Human Asia/ Thailand/ Regional M

Joya o 25 UNIAU 2565
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AIUNUIAARINAF-AY.1 (Delta+K417N)

> Juaenugdosvaunan (B.1.617.2)

> AY.1 wunisszunaveadeladailufiou w.a. 2564 fiussmawuia fins
nanewus Taswdsuudansneziluludau Spike AliBainmzadifnge
Tumundsdl “417” Waguain “K” (Lysine) Wiy “N”(Asparagine)

> AY.1 geasiinnsnanenugludau spike wangaurisgunuuReIfuaewug
\nan1A. T19R, (G142D), 156del, 157del, R158G, L452R, T478K,

D614G, P681R, D950N Taeil “Ka17N” isdnan

%
oS P P
R 5 M P, = 2t 06 P i i P en>
9?. ‘Jﬂ k\hq \‘5”' OQ\. \\6} ‘{-]1[ OQ,O 10.9 - \O"‘ '-‘;\ﬂ' 2D 1{\&9 “\‘D .Rf’.; \\-; (.Q. (.\‘1 ¥ (.r!, o iv c;ﬁ. ?3']- 1‘3 \ﬁf) il vﬂ,‘o eL‘b r_;:f-
I

& £ f .s', G dr
)9‘? 2 &;0( -’:\)n >'59 4‘r>} 06 ?ooié},-‘) R ‘76;:{‘-\ 41{5‘?/ ‘1’6‘0"(/:- ’6’; &’O Do, 8 Oﬁ‘ 9‘36 ‘36‘435 4"45‘?\
“o e

2
%2

T 5, A5~ %2 ACENCN

Summary
As of 24 January 2022 09:26 AM, 2,956 sequences in the AY.1 lineage have
been detected since the lineage was identified:

AY1found when found™”
location ¥ . - .
total cumulative prevalence first last

India 84 < 0.5% 7 Apr 2021 3 Jan 2022
Unit es j <0.5% 21 Jul 2020 29 Dec 2021
Worldwide Y <0.5% 21 Jul 2020 15 Jan 2022

<0.5% 31 Mar 2021 7 Dec 2021
prm
Apparent cumulative prevalence is the ratio of the sequences containing AY] to all

sequences collected since the identification of AY1in that location. ™ Dates are o Read about biases
based on the sample collection date

The strain has been detected in at least 44 countries and 44 U.S. states.

o o O A \ S o
Q" P o D- [ S, Y gl 3 % =
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1‘;“' 02 ety '5“’ n‘ﬂo O «0'11@6‘ S

& ,d . 5 g s X o A 2 g o
arq"i ‘?e.,? J%s'fi 74?5"9‘ "f:-‘c"J oﬁ"w &&Lse" "91 AN 50, O 09&0%%17 ) lo? 0,

B "y


https://outbreak.info/ ณ

A18RUTAAATNEAE-AY.1 (Delta+K417N) Tuussinalng

NSUINUIANEASNISUNNE
T () CRD

dmsululszmdlnensranuaienuginadwgs Delta+K417N (AY.1) sqemailn

S sy

Whole Genome Sequencing (WGS) Wa#1A21uL%au89uBIN1SUNITEUIANUEY
WUSLAAAINET Delta +KA17N (AY.1) TngHaN15ATIAINATIZNAMEAITUAITS

[

No Lab_ID Collection_date Location Note WGS
1| SEQ/21-20805 Taiszy TN 5 Junoun \Juld lo Wuee aynldldl | Avl
nay Auldl $usa azan ATK+
2 SEQ/21-21354 15-Nov-64 TIUNT duiiariUasladn No.1 AY.1
3 SEQ/21-21372 19-Nov-64 TIUNT duriariUasladn No.1 AY.1
4 SEQ/21-21387 20-Nov-64 IN.HIA - AY.1
5 SEQ/21-21623 lyiszy FNAUANIEA AAUVNANT1YR113nS (Funead) | AVl
6 SEQ/21-22786 10-Dec-64 FNUNUgnan 9 | EAuMad1sIveIundng (uneana) AY.1
Sumesiuduuua

File name Lineage

— ANALYSED (Click tick icon for more info) 6 sequences ¥ : ]
o gisaid_hcov-19.2021_12.10_08 fasta hCoV-19/Thalland/AFRIMS-6950/2021[EPI_ISL_5605500[2021-09-18 aves 3O ; f-zlé
gisaid_hcov-19_2021_12_10_08 fasta 21387 w1 A0 H v.-=
gisaid_hcov-19_2021_12_10_08 fasta 21372 w1 A0 . 4 = o
R . = s ,:1 400 LLAUATN Phylogenetlc tree LFAAIAIMUAAIYATINUUDY
i 2068 v ARO L sanugnssuatenug AY.1 anuvluusamdlnewSeuiisunu
o gisald_hcov-19_2021_12_10_08.fasta 21623 w1 A0 ] 3

Aag1eanewugnnunalan laewuliaudunuslndifeeiy

wanseayadAuiugNITUTIATIEIIAE Pango lineage (https:/pangolin.cog-uk.io/)
g o

anewugnnululszmauiisy nmald waziautud wniige



A18WRUTAAATNAF-AY.4.2 (Delta+Y145H wag A222V)

-
Variants of Interest (VOI)
For these variants, evidence is available on genomic properties, epidemiological evidence or in-vitro evidence that
could imply a significant impact on transmissibility, severity and/or immunity, realistically having an impact on the

> AY.4.2 WU ﬂ’]ssgu’] ﬂq‘l aq Lﬁ?ja‘lfa %laﬁolu La au Laauﬁ qu’] Eju 2564 ﬁﬂsg LV‘ ﬂ epidem\.o\ogica\ silu.ation in the EU;‘EEA. However, the evider?ce. is still preliminary or is associated with major

uncertainty. In addition, all the criteria for variants under monitoring outlined below apply.

NSUINLIANEASNISUNNE
[OcparimentloiMedicallSciences]

> Juaenugdosvataan (B.1.617.2)

29N dn1snatenug tneldsundasnsnaziluludiu Spike nlvgainng

Year and for for
Lineage + Country first Spike month Evidence for impact impact

WwadiAnie 2 Auviishe “Y145H” way “A222V” el | = e I T N
>ﬁﬂﬁnmuﬂ'nuﬁuﬂaﬁﬂuq%mwmmamwmmﬁns (UHSA) gnszaudne T e e T W

N501Y,
DE14G

Wug AY.4.2 10y ‘enewugidesaauaiu’ (Variant Under Investigation)

Lambda C37 Peru L452Q, December Yes (v) Sporadic/Travel
F4908 2020 (16, 17)

snewusangaludie VUI-210CT-21

nia AYA2 United L452R June 2021 Yes (v) (18) NO (V) No (v) Community
Kingdom T4T8K (18,19)  (18)
A222V Dotic
Y145H PESIR,
A222V,
Y145H

3

":l

| 2 P e, & oo Summar
\‘5%.‘;5"’ kxeﬂ' 4".0 4".0 ,*j‘ ' O« P ;:1‘1\&9 x\‘ﬂr"ﬁ" \va"ox}‘ 1‘5‘ TP ® ﬁ.’f‘ © Qw.'rf“ 'f’q «3"'}1 Y

L L As of 24 January 2022 09:26 AM, 83,736 sequences in the AY.4.2 lineage

SEE BEEE B B ES SESEES ESE BEES l have been detected since the lineage was identified:
G0 SEEEEETEE NS SEEEEEEEEaEE EEe Ava2tound when found™
1 1 1

, location &
L~ Ir' f

L5 5 P N () )‘ 6‘ J G, ﬂv
% %, AN e ) 20 Soy- % ‘9& K- G’ Zop %5 f{‘-“:1’{5.?/ 65‘(;"(’6‘ '5'( &54 6®f¢3-% Ty ‘{:‘J‘#‘t‘t’f bdis'
s

4, , Q total cumulative prevalence' first last
<6 ) "d?o‘:’a\g, "?e.?_.,f. "f,g;& "2._.;4,_ e/ } T
’ United Kingdon 74,578 5% 1Jan 2021 15 Jan 2022

Worldwide 83,736 1% 1Jan 2021 20 Jan 2022
0 .5% 18 Oct 2021 29 Dec 2021

133 .5% 24 Aug 2021 2022

“ Apparent cumulative prevalence is the ratio of the sequences containing AY.4.2 to
all sequences collected since the identification of AY4.2 in that location. ** Dates o Read about biases
are based on the sample collection date

The strain has been detected in at least 57 countries and 22 U.S. states.

(@ayaanllas https:/outbreak.info/ o Sufl 26 uns1AY 2565)
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A1gNUTIAAATNEE-AY.4.2 (Delta+Y145H waz A222V) Tudszmalne

NSUINUIANEASNISUNNE
T () CRD

duuludszmalnensranuaiewuginasinas Delta+Y145H wag A222V (AY.4.2) 31N

HNAUNIUd131991001305 AATIEVINARIEINALA Whole Genome Sequencing (WGS) Tag

8 e

NANIIATIVILATIZIHAILEALIUATIY

ot CRUN JMOCAS 2034

N T

P

No. Lab_ID Collection_date Location Note WGS_Pango
1 | SEQ/21-21897 laiszy EURIEE ] WIUN19NRN AUy AY.4.2
Test&Go
2 | SEQ/21-22765 10-Dec-64 WY PN N/A AY.4.2
test & go/ASQ

3 | SEQ/21-22768 30-Nov-64 ans. 7 11 PN N/A AY.4.2
UASASSITUSY Phuket sandbox

4 SEQ/21-22775 3-Dec-64 ans. 711 AN N/A AY.4.2
UASASSITUSY Phuket sandbox

WC PV RSNG

ACOV. 1 Vesn Py

g.,?. Upload another file

File name Sequence name Lineage

— ANALYSED (Click tick icon for more info) 5 sequences ¥

V4 AY-4-2 fas hCoV-19/Wuhan/WIVv04/2019|EPI_ISL_402124|2019-12-30 B i ‘_?' @

N AY-4-2 fas 21897 avaz 3O

v Ava2fes 22765 war 49O WAUAIN Phylogenetic tree WEAIAIUARIYARINUYDY
v AY-4-2 fas 22768 waz 200 v o v ¢ o ~ ~ o
v Az 2275 waz 390 SWANUINTTUEEWUT AY.4.2 InuTudsenalneiUssuiiuiu

AlagrearenRugnnunalan lagnuliaudunusindinesiu

wansdeyaduiugnIsuNIaTeiae Pango lineage (https://pangolin.cog-uk.io/)

anenugnnuluuszmaianlus unige



A18AUTLAAA-AY.85

[os s e Yo fsaresi[ociencer)

Common Ilneages

Summary

As of 24 January 2022 09:26 AM, 5,381 sequences in the AY.85 lineage have
been detected since the lineage was identified:

> Juaenuggosvaanadi
(B.1.617.2) 80%-

AV.85 (49%) AY.85 found when found™”
RS location &5 - . :
total cumulative prevalence first last

>ar] fJﬁug‘c’jE]EJLﬂaﬁ']AYBS flﬂ']ﬁﬁgiﬂﬂ 60% Thailand 4,532 39% 9 Jan 2021 5 Jan 2022
9 5,381 <0.5% 9 Jan 2021 15 Jan 2022
dl GL 1 - 74 I dl 40%- India 55 <0.5% 10 Apr 2021 23 Dec 2021
(-7}
ur] nmg!ﬂ uU iQII)(VIﬂ (VIEJ ﬂuwuﬁljf] ﬂ&] u United Kin N 58 <0.5% 28 Jul 2021 4 Dec 2021
- = 0% AY.30 Unite tates 46 < 0.5% 10 May 2021 18 Dec 2021
v ﬂ‘l 49 0/ ’ AY122 (2% e
U 5 i LV" VII EJ 8J ﬂ rJ r] 3J ng ﬂ 3\' '] ﬂ ﬂ q o ke AY.4 (1 * Apparent cumulative prevalence is the ratio of the sequences containing AY.85 to
o, [ AY79 (1%) all sequences collected since the identification of AY.85 in that location. ** Dates o Read about biases
% are based on the sample collection date
} { The strain has been detected in at least 36 countries and 11 U.S. states.

Earliest #

Lineage date designated

AY.85 Thailand 83.0%, Cambodia 7.0%, Sweden 2.0%, United Kingdom 1.0%, India 2021-01-09 470 4796 Alicis of B.1.617.2.85, Thailand

A & &S f oS o b S O o "\@1‘@ S T NP SN S e b \,; P P Y & 4508 g

< 3~ i Gy A \?

O F B R g0 o i 8 g 00 0 ,4_1‘\ P ,\o‘é‘ P 6@ s t\‘ ‘i}\ o e,\‘ ssbdzﬁ \v‘%,x, 0&.\ gﬁ“\; PP '1‘3 8 8 @& 518 4 n\‘”e__,m'?} o oe\-" 2P B P 017 PP J;ﬂ"‘gl‘b P e o2 o
1 1 1 1 I 1 1 1 1 1

Lo i \ Lo 1 9
L5 4, &y . b {5 . O, " )‘ ! \S‘ {) () } 'D \ 'D \
G S O}ﬁ? 6 e "9@ <O 4? % 96 _n&‘O}. e 5‘/1:75&;. ?5@/’9 ’O,c -‘)‘ :‘ S35 % o, %y Gf ’? Q’;q; 6‘,‘{‘({5’% ‘,:"6 3,/'55'0 Q{‘S Q; ‘7‘7.'! B g "
o 75

Fi c, Fi 3- 4
N "934 sy o0, 78 AR fa, o2y e;;b Lo o Moo T2,

04- 8
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AeRuSI¥al¥e SARS-Cov-2 Inuludszmelneg

NSUINUIANEASNISUNNE
[Departmentloflmedicall

Lineage prevalence in Thailand Show data fom st 60 deys

o Estimates are biased by sampling (read more) zas} liz:sa

Lineages without daily prevalence > 3% on at least 5 days in the last 60 are grouped into "Other’

a

[
Decembar 2

Other [l AY.85 BAI1 B AY.30 B.11.529 M AY.122 B1617.2 M AY.4 AY.59 B AY79 [7]No data
100% T 1 m » - Common lineages
r }E Prevalence over last 60 days
80%
100%
60%
A40%
80%
20% AY.85 (49%)
O% April July October 2021 April JL;Iy October 202‘2
' . - . o
TraC ked ||ﬂeages N Thal |and CHANGE VARIANTS & | o Estimates are biased by sampling (read more) 60%
lineage found when found”’
lineage -
total cumulative prevalence first last A0%
Variant of Concern
Delta 8,288 72% 9 Jan 2021 5 Jan 2022 20% || ATE0 o
{5}
. AY.122 (2%)
Omicron 624 19% 15 Nov 2021 7 Jan 2022
AY.4 (1%)
Alpha 2,097 18% 21Dec 2020 7 Dec 2021 0% AY.79 (1%)
{*}
Beta 1o 1% 3 Feb 2021 20 Oct 2021 o o
Gamma 1 <0.5% S Apr 2021 5 Apr 2021
258 258

" Apparent cumulative prevalence is the ratio of the sequences containing the lineage or mutation(s) to all sequences collected since the identification
of lineage or mutation(s) in that location. ** Dates are based on the sample collection date

(@ayaaniallan https:/outbreak.info/ Sufl 26 uns1AU 2565)
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A18WUTLAAA-AY.85 (AY.85+KA417N)

[Departmentlof]medical[Sciences]

> Wuaenugdosvainan (B.1.617.2)
> AY.85 wunisszunvaadelidaldulvaiusemelne

Y] Y] = LY 1 .
ﬂﬁJW“GU'I Iﬂﬁl AY.85 EI\?ﬂ\‘lﬁJﬂ'Iiﬂﬁ']ElWUﬁfI,Uﬁ'Ju splke “ang Virus name: hCoV-19/Thailand/NIC_BKK_SEQ21661/2021
o \ - o v g I Accession ID: EPI_ISL_7747200
ALRUIIULUULABINUEIWUGIAaAIAD T19R, (G142D), Dype: petacoronaiis
ane.
Pango Lineage: AY.85 (Pango v.3.1.17 2022-01-20), Delta (B.1.617_2-like) +K417N (Scorpio)
156deI, 157CI€I, RlSSG, I—452R, T478K, D614G, P681R, AA Substitutions: Spike D614G, Spike DI50N, Spike K417N, Spike L452R, Spike P6S1R, M I82T, N D63G, N G215C, N R203M, NS3
o o o - - o L140F, NS3 5261, NSTh T401, NSP3 A4885, NSP3 P1228L, NSP4 T4921, NSP4 V1671, NSPS T77A, NSP12 GBT1S,
“ ) .y NSP12 P323L, NSP13 PT7L, NSP14 A394V
D950N Iﬂﬂ&l K417N LW&ILGU’]N’] GUQW‘ULWEN‘JQEJ?RU 0'1 Variant: VOC Delta GK (B.1.617.2+AY.") first detected in India
174 . . o v ¢ Passage details/history: Original
> lugrudoya Gisaid Tuuszmalngwuinuau 2 anewug -
(] Virus name Passage de  Accession D Collection da  Submission [ {D Length Host Location Criginating
[] hCoV-19/Thailand/NIC_BKK_SEQ21661/2( Criginal EPI_ISL_7747200 2021-11 2021-12-17 A 20380 Human Asia/ Thailand /  Piyavate Hc
] hCoV-19/Thailand/AFRIMS-5950/2021 Original EFI_ISL_5695500 2021-09-18 2021-10-26 (&) 29,812 Human Asia / Thailand /= Virology, U2
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