/

¢ = Q/
WU 523
LAZNITNANYNUTVDILYB

lag wrsunwndanna Asanwal
SUANSUINYIAIEATNITILANE

11 ASNHIAN 2565




o o da EJ o
N13YTLLUNATFNUINLNTIISIY
9
MUIULAAVBNNUTMUNAUFIBWUTE1AYAETT realtime RT-PCR (518)
Potentially | Potentially | Potentially
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 B.1.1.529 (Omicron)
(Alpha) (Delta) (Beta)
5 AN, - 2 n.A. - 5 AMN. - 2 n.A. - 14 W.A. - 2n.A. - 1ne8.64-| 2n.a -
30 .8, 64 -8 n.A. 65 Total Total Total Total
1 n.A. 65 8 n.A. 65 1 n.A. 65 8 n.A. 65 1 n.A. 65 8 n.A. 65 1 n.A. 65 8 n.A. 65

U6 1 571 2438 0 419 2 421 1155 50 1205 22 40 62 715 715
LR 2 600 1109 0 161 3 164 550 12 562 1 q 5 401 401
LR 3 797 1028 0 64 64 192 13 205 0 0 116 116
LR 4 644 1639 0 179 179 710 9 719 8 2 10 475 475
LR 5 198 887 0 186 186 490 20 510 7 14 21 445 445
LUN 6 1942 7030 3 782 782 2180 19 2199 5 19 24 2658 2658
LR 7 127 1771 0 639 639 1225 33 1258 2 5 7 1904 1904
LU 8 586 2902 5 169 169 491 30 521 0 12 12 1311 1311
LU 9 158 418 0 57 57 326 17 343 7 6 13 329 329
e 10 80 265 0 66 66 301 10 311 0 2 2 106 106
e 11 403 942 52 646 646 1285 7 1292 2 16 18 2413 2413
R 12 2943 4725 630 211 211 946 9 955 13 5 18 944 944
e 13
(hwny.) 4960 13649 q 1686 1686 8256 54 8310 815 155 970 6541 2 6543

14,609 38,803 694 5,265 5 5,270 18,107 283 18,390 882 280 1,162 18,358 2 18,360

334
15.02% | 39.88% | 0.71% 0.88% 5.42% 49.65% | 18.90% 49.12% 1.19% 0.35% 18.87%

RUYLYA

JAUAVDINTUINYIATENSNISUNNILENTLIINTINAWNUSAILLAIUN 30 1.8, 64 - 8 N.A. 2565




(%4

adUE18WUSEa8 Omicron 310 SNP/Deletion : 5213193UN 2-8 N.A. 65

Omicron lineage
Y ¢ SNP/Deletion
ANNUITEAIANITHNTID ,

: (Potentially)

B.1.1.529 BA.1 BA.2 BA.4/BA.5 Total
NGUFAUNIUYIIVIUIANT
0 8 29 37
(SQ, AQ ,Sandbox, Test and Go)

ngudu aelulszive 2 5 275 251 533
UL 2 5 283 280 570

VUGG ¢ ASUINGIANAATNITUINNELENTETINTINAWNUINEUTAUTENAAUATUN 1 W.8. 64 - 8 N.A.2565



/

AdIUAI8WUZEY Omicron 310 SNP/Deletion NEUELAUNIRINAINYTENA

Y

NAUELAUNIRINAUTENA

Fnuaiiuenlaoe)

TYATVBNVTUIUATDY NYNUNANLLYN

100.0%

o

%

509 - 12 AW, 19 W, 26 AN 5 0.A. - 12 8. 19 §A. 26 §.A. 2 1918, -9 1308, - 16 138,123 130.8. 30 1.8, 7 WA, - 14 WA, 21 WA, 4 5.8.- 11 5.8.-18 H.9-250.8.-2 n.A. -
11nm. -18  -25 -4fa 118A -18 | -25 -1.08. 8we. 158, -22 | -29 -6WA. 13WA. -20 -27 10%e 1788 24308 1nA 8.0,
65 AN. 65/ AN. 65 65 65 |ile. 65 i.A. 65 65 65 65 |bl.8. 65/11.8. 65/ 65 65 |[W.A. 65/N.A. 65 65 65 65 65 65

HBA1 34 295 208 216 198 171 114 43 37 20 18 9 10 1 0 0 0 a5
M BA2 8 271 297 257 301 336 402 344 592 396 655 264 179 36 7 3 18 0 26 10 8
M BA.4/BAS 88 36 29

Uoya o4 8 n.A. 2565 1IA1 18.00.1.



anduaneiugeas Omicron 310 SNP/Deletion ngurfnyalulssme:

WUSAINNUNVDIUTSLNA ASUS WOEAIAN 2565 (Sunumsszuinues aeviug BA.4/BA.5)

AIWMNNUNTUAS

161(%)
161(%)

'
a
'
=

v
o

F98AZVDINIUIUFIDYIIRUATILYN

To8azYBITIUIUFBYIIRUATILYN

63.8%

99.2%

1%

~ - ~ O ~
7TNWA-13 140WA-20 21 WA-27 28W.A-3 438.-10 114.8.-17184Uy.-24 2508. -1 2A0A. -8
W.A. 65 W.A. 65 9.A. 65 .8, 65 1.4, 65 il.8. 65 .8, 65 n.A. 65 n.A. 65

7wA-13 14®a- 21 ®A- 28wP-3486. -10 1188 - 1888 - 258.8.-1 2n.A. -8
W.A. 65 20 W.A. 6527 W.A. 65 §.8.65 @ Hy. 65 178.8.65248.y.65 n.A.65 N.A. 65

M BA1 1 1 3 7 HBAL 2 1 3 1 2 2 2 3 5
M BA2 86 122 137 182 141 200 249 178 49 W BA2 302 2712 253 181 237 156 172 259 226
M BA.4/BAS 1 1 2 29 260 398 128 M BA.4/BAS 12 55 123

B B N B &N &N B B B B B B &8 B B B B B B B B B B |
%

Uoya o4 8 n.A. 2565 1IA1 18.00.1.



AndIUENEWUTEDY BA.1, BA.2, BA.4/BA5 WENANNIAGUNIN : ngungludsene

SENUINNIUN 2-8 N.A. 65

""""" @ andqu andqu dagu
mawuqaaa ﬁ’]EJ‘W‘L!ﬁqEJ’eJEJ mﬂwuqaaﬂ
g @ BA.1 BA.2 BA.4/BA.5
@ ‘ 2.27% 53.41% 44.32%
CD ' 2 15.79% 63.16% 21.05%
“ @I 3 0.00% 100.00% 0.00%

e 4 0.00% 81.82% 18.18%
9 ) (]) 5 0.00% 58.82% 41.18%
. 6 0.00% 51.35% 48.65%
7 0.00% 86.84% 13.16%
= B (omicren 8 0.00% 71.43% 28.57%
= BAZ (Omicrom 9 0.00% 73.91% 26.09%
10 0.00% 83.33% 16.67%
B BA.4/BA.5 (Omicron)
11 0.00% 30.43% 69.57%
12 0.00% 64.29% 35.71%
13 0.00% 27.68% 72.32%




ANEAIUVDINAUATIDLNNHUATIVEBWUS HAZLENFIBWUFEDY Omicron Lo

'5¥UIN9IUN 2-8 N.A. 65

N =570

10.18%

6.49%

B nguAnveluyszma Nennslaguuss

B nguiian1IFuLe Las/vse LHedn
NN

NANLAUNIAINAUTBINA (SQ, ASQ,
LQ, Sandbox) 59U09619A1IaNaBU
L UL D



andiuvaIngualnganglulssmAngunsIaEgnug waskenaIwWugEas Omicron a

:38NIN9IUN 2-8 n.A. 65

[Oeparimentlor]

140 20
71.95%
120
15
100 76.92%
i * 10
& 0 — 28.05%
=
c 40 5 23.08%
= 20 118
o 4 10
= 0 0
$ BA.2 BA.4/BA.5 BA.2 BA.4/BA.5
—b
070' . 1 =]
"C'° nguganvaluyszme NAUNDINTTIUNSY Uaz/
o1 slaiguuse 30 HeaInnNINY
250 25
65.37% 53.33%
200 24
23
150 33.01%
’) 46.67%
100
21 ® BA.1 (Omicron)
50 1.62% 102 20 21
0 19 .
BA.1 BA.2 BA.4/BA.5 BA.2 BA.4/BA.5 ¥ BA.2 (Omicron)

U va dy 1 d'
ﬂﬁ&lNﬁﬂL‘UEﬂuUi%Wlﬂ AAUNDINTIITULLIN LA
LY 3 ] 4 H BA4/BA.S (Omicron)

No1nslaiguuse 30 1HetnnNIY
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Prevalence
Lineages | Detected Previous week This week
countries (19-25JUN) (26JUN-6JUL)
BA.5 83 37% 2 52%
BA.4 73 11% 12%
BA.2.12.1 |84 19% 11%

No evidence yet regarding any change in severity
with BA.4, BA.5 or BA.2.12.1 as compared to BA.2
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Table 3. Summary of phenotypic characteristics* of the Omicron VOC

Public health
domain of impact

Omicron (B.1.1.529)

Omicron sublineages

BA.4

Transmissibility

Disease severity

Risk of
reinfection

Impact on
antibody
responses

Impacts on
diagnostics

Impact on
treatment

Impact on
vaccination

Growth advantage and increased transmissibility compared to

Delta 1

Lower transmissibility
compared to BA.2?2

Increased
transmissibility
compared to BA.12

Growth advantage
compared to BA.2 2

Growth advantage over
BA.2?

Overall evidence suggests lower severity despite some conflicting

results. Earlier studies reported lower severity compared to Delta.

7 However, more recent studies in different settings reported
similar 82 or increased severityl® compared to Delta.?-7.11 12

No difference in
severity
compared to BA.212

disease

No difference in
disease severity
compared to BA.1%3

Currently available
evidence does not
suggest a difference in
disease severity
compared to BA.1 14

Currently available
evidence does not suggest
a difference in disease

severity compared to BA.1
15,16

Reduced risk of Omicron reinfection among individuals previously

infected with a different SARS-CoV-2 variant compared to naive
individuals?”-*#

Reduced risk of
reinfection with BA.1

following infection
with BA.21°

Reduced risk of
reinfection with
BA.2 following

infection with BA.1
19

No specific data
available

No specific data available

Reduction in neutralizing activity as compared to other VO(s20-22

Lower neutralising
antibody titers
compared to the index
virus 2t

Lower neutralising
antibody titers
compared to the
index virus??

Lower neutralising
antibody titres (7.6-fold)
compared to BA.1 2225

Lower neutralising antibody
titres (7.5-fold) compared to
BA.1 233

PCR assays that include multiple gene targets maintain their
accuracy to detect Omicron2s; S gene target failure/positivity

The majority will be

S gene target failure.

S gene target failure.

_ o . S gene target failure. S gene target
(SGTF) may be a proxy for screening. Limited to no impact on ositive (SGTP)
sensitivity of Ag-RDTs observed??-30 P )
No difference in the effectiveness of antiviral agents (polymerase Reduced

and protease inhibitors) against the Omicron variant31. Conserved

neutralizing activity for three broadly neutralizing monoclonal
antibodies (sotrovimah, S2X259 and S2H97) and a reduced
effectiveness of other monoclonal antibodies32-35

Reduced efficacy of
cilgavimab?®® and

casirivimab-imdevimab
37

neutralising activity
of sotrovimab?3® 37,
casirivimab and
imdevimab 32

Reduced neutralising
activity of cilgavimab?®®,
casirivimab and
imdevimab?32

Reduced neutralising
activity of cilgavimab3s,
casirivimab and
imdevimab32

Results of vaccine effectiveness (VE) studies should be interpreted with caution because estimates vary with the type of vaccine administered and the number of doses and

scheduling (sequential administration of different vaccines). For further information, see the section Interpretation of the results of the VE for the Omicron variant.




22 June 2022 Risk assessment for SARS-CoV-2 variants VOC-22APR-03 and VOC-22APR-04 UK Health Security Agency

Indicator Red, Confidence |Assessment and rationale

amber, or |level The risk assessment is presented in comparison to the current predominant variant (BA.2). Red indicates the
green assessed variant as worse than BA.2 in a characteristic, amber equivalent, green improved. The laboratory
status* data includes published data and data supplied by Variant Technical Group (VTG) members (UKHSA, the

Genotype to Phenotype Consortium, Oxford University, the Office for National Statistics and SIREN) which
has been reviewed by VTG but is unpublished.

High Evidence of a growth advantage compared to BA.2

BA.4 and BA.5 are now likely to be dominant in England. There is now an associated overall increase in
coronavirus (COVID-19) incidence. The growth advantage is also evident in multiple other countries,
including those with prior BA.2 waves similar to the UK.

Insufficient |Insufficient data

information |There is no direct data on transmissibility and there is no current ability to measure this directly from
surveillance data. Based on data reported to VTG, ACE2 binding is increased for BA.4 and BA.5 compared to
prior Omicron variants.

Moderate There is evidence of some antigenic change compared to BA.2, based on laboratory data (moderate
confidence); insufficient data to assess vaccine effectiveness

BA.4 and BA.5 are most closely related to BA.2. Structural modelling indicates there is likely to be antigenic
change compared to BA.1 and BA.2, which may affect the binding of neutralising antibodies.

Overall growth
advantage

Growth advantage 1:
Transmissibility

Growth advantage 2:
Immune evasion

Neutralisation data from prior Omicron infections (human or hamster) shows neutralisation of BA .4 is
substantially reduced using BA.1 antisera but there is a more moderate drop in neutralisation by BA.2 specific
antisera. Sera from triple vaccinees shows similar or lower neutralisation for BA.4 compared to BA.2 or BA.1.
Sera from vaccinees with BA.1 or BA.2 breakthrough infections shows better cross reactivity against BA.4,
although there is variation in the data.

There is evidence from 2 national surveillance studies of ongoing reinfection, including after prior Omicron
variant infection. There is insufficient data for a robust assessment of vaccine effectiveness but in population
and survey data there were no early indicators of a large change. The current epidemiological data, whilst
incomplete, is consistent with the neutralisation findings.

Infection severity Low In vitro data suggests similarity to previous Omicron variants; epidemiological data requires close
monitoring

There has been an increase in people admitted to hospital with COVID-19 in England. Whilst this
accompanies an increase in incidence generally, early analysis suggests that the infection hospitalisation rate
may be increasing from its low base of approximately 0.3% across all age groups.

The reason for any observed increase in IHR is unclear. The properties of BA.4 and BA.5 as assessed in
vitro are approximately in keeping with those of other Omicron variants, although it is possible, based on
preliminary data, that there have been small changes in phenotype compared to BA.2. These require further
confirmation and assessment of clinical significance.

Countries which have experienced BA.4 and BA.5 waves have not experienced apparent high severity of
disease and hospitalisation rates have tended to remain lower than previous waves.

* Refer to scale and confidence grading slide.
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° mﬁnmﬂﬁuﬁ:ﬁﬁ%mm L:Luecine 452 wWasuillu R:Arginine (BA.4/BA.5) vi3a
Q:Glutamine (BA.2.12.1) %38 M:Methionine (BA.2.13) Uy spike protein 91 l#LNY

U52ANSNIWIRNITIANITUIUYD LS E
* BA.4/5 fafaniiAunuaINN1sAnLYe BA.1 uas BA.2

* BA.2.12.1 and BA.4/5 {iuszanaamlunisunsnszarsluwaduanvaauywduinndn BA.2

o Nanﬁmaaﬂuwwﬂam WU21 BA.4/5 ﬁﬂﬁ’wgmamﬂfawﬁnn'jﬂ BA.2

https:.//www.biorxiv.org/content/10.1101/2022.05.26.493539v1.full.pdf




NYaYaNISNTEIEIWUTNUIT BA.4/BA.5 Huudluuinuu
lngnwuluangannaiuas ludagdu fgandnludiugiinia

YayalUaanunudn BA.4/BA.5 HAUTULIININATT BA.1 BA.2
WATUIUADE N dINTRETIL NN NENIZETU TefBUNUAIREINDNTIA
LLANGD LY

agtiu Aasnasdiuyana (lavtanin a1elle LIusEEzne nanaeNaNI NN
AIALEEINITTURATHNSIYR) Sediauanlu

N1920IATUTNNTERUANTaKUEEN SeanunsallasiuaInissunsikazn1sdedInle
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