Podrobna zprava ke dni 18. 7. 2022
SARS-Cov-2: mikrobiologicka situace v CR

NRL pro chripku a nechripkova respiracni virova onemocnéni

Uvod:

NRL pravidelné analyzuje data a poskytuje MZCR i laboratofim tydenni pfehledovy dokument, jeho? cilem je
monitorovat $ifeni variant SARS-CoV-2, které se na Uzemi CR vyskytuji, poskytovat informace o novych
potencialnich i realnych rizicich v souvislosti s Sifenim a evoluci viru SARS-CoV-2, poskytovat metodické pokyny
vySetrujicim laboratorim a poskytovat dalsi kvalitativni i kvantitativni informace.
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Souhrn

« V obdobi od 11. 7. 2022 do 17.7. 2022 (dle data odbéru) ma NRL k dispozici data 1575
hldsenych testl diskriminaéni PCR.

e K 17. 7. 2022 bylo v CR celogenomové sekvenovano 44 962 SARS-CoV-2 pozitivnich vzork,
zdrojem jsou interni data NRL a mezinarodni platforma GISAID. V této databazi je zverejnéno
celkem 413 sekvenaci s datem odbéru vzorku mezi 17. Cervnem a 17. cCervencem. Dle
celogenomové sekvenace v tomto Casovém obdobi prevazovala varianta omikron. Celkovy
prehled vsech sekvenovanych variant ukazuje tabulka 2.




e \V obdobi od 11. 7. 2022 do 17. 7. 2022 md NRL k dispozici data 1583 hlasenych test( diskriminacéni PCR, z nichZ u 1464 byla
provedena analyza relevantnich mutaci (nékteri hlasi napfr. jen A570D). V 11 pfipadech nebyla detekovdana mutace typicka pro
omikron, ve vSech dalSich pripadech se jednalo o detekci omikronu.

Tabulka 1: Pfehled zachycenych mutaci (plovouci datovy interval za poslednich 8 dni z UZIS):

Mutace | Pozitivnich | Celkem (vzorkii v sadg) Interpretace (pouze susp. varianta)

317 328 97 % Omikron bez dalSi moznosti typizace
nebo dalSich mutaci

LA52R+ a Y505+ 1099 1147 96 % BA.4/BA.5 a nékteré dalsi
_ subvarianty omikronu

48 1147 4% Omikron (BA.1/BA.2)
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Tabulka 2: Pfrehled sekvenovanych variant v CR za 17. 6. 2022 - 17. 7. 2022 AR ey ,
procentech WHO nazev

a: Prehled variant zastoupenych ve vice nez 1 % Araz Lot D2t Delta
b: Pfehled v3ech variant b A2 2 557% Omikron
BA.2.1 4 0,97% Omikron
BA.2.12.1 18 4,36% Omikron
a BA.2.18 6 1,45% Omikron
BA.2 23 5,57% Omikron o ; g Smikn
BA.2.12.1 18 4,36% Omikron BA2401 1 0 24% Onilkcon
i BA.2.52 1 0,24% Omikron
BA.2.18 6 1,45% Omikron BA.2.56 4 0,97% Omikron
. BA.2.76 1 0,24% Omikron
BA.2.9 23 5, 57% Omikron BA.2.9 23 5,57% Omikron

) BA.2.9.3 2 0,48% Omik
BA.4 9 2,18% Omikron BA.4 9 2,18% oa;k:g:
0, H BA.4.1 16 3,87% Omikron
BA.4.1 16 3,87% Omikron Ve A 0205 o
BA'S 8 1’ 94% Oml kron BA.4.4 1 0,24% Omikron
_ BA.4.5 1 0,24% Omikron
BA.5.1 134 32,45% Omikron BA.4.6 2 0,48% Omikron
. BA.5 8 1,94% Omikron
BA.5.2 33 7,99% Omikron BA.5.1 134 32,45% Omikron

. BA.5.1.1 1 0,24% Omik
BA.5.2.1 34 8,23% Omikron T3 P o
BA.5.2.3 7 1,69% Omikron BA.5.1.3 3 0,73% Omikron
BA.5.2 33 7,99% Omikron
BA.5.3.1 10 2,42% Omikron 52l 23% Oomikron
. BA.5.2.2 3 0,73% Omikron
BE.1.1 29 7,02% Omikron BA5.2.3 7 1,69% Omikron
. BA.5.3.1 10 2,42% Omikron
BF.1 11 2,66% Omikron BA.5.3.2 1 0,24% Omikron
) BA.5.3.4 1 0,24% Omikron
BF.5 7 1,69% Omikron BA.5.5 4 0,97% Omikron
BA.5.6 2 0,48% Omikron
BE.1 2 0,48% Omikron
BE.1.1 29 7,02% Omikron
BF.1 11 2,66% Omikron
BF.2 1 0,24% Omikron
BF.5 7 1,69% Omikron

BG.2 1 0,24% Omikron
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Varianty hodné pozornosti (VOC)

WHO
label

Omicron

Omicron

Omicron

Omicron

Lineage +
additional
mutations

BA.1

BA.2

BA.4

BA.5

Country first
detected
(community)

South Africa

and
Botswana

South Africa

South Africa

South Africa

Varianty zdjmu (VOI)

WHO
label

Omicron

Omicron

Lineage +
additional
mutations

BA.2 +
L452X (x)

BA.2.75

Country first
detected
(community)

n/a

India

Spike
mutations
of interest

(x)

(v)

L452R,
F486V,
R493Q

L452R,

F486V,
R493Q

Spike
mutations
of interest

L452X

(v)

d dl |d Odrie poZo
A
A
Year and
month Impact Impact
first Impact on on on
detected transmissibility immunity severity
November Increased (v) (1, Increased Reduced
2021 2) (v) (3-5) (v) (6-8)
November Increased (v) (1, Increased Reduced
2021 9) (v) (3) (v) (10,
11)
January No evidence Increased No
2022 (12, 13) evidence
February No evidence Increased No
2022 (12, 13) evidence
Year and
month Impact Impact
first Impact on on on
detected transmissibility immunity severity
n/a No evidence Increased  No
(13) evidence
May 2022  No evidence No No
evidence evidence

Transmission
in EU/EEA

Community

Dominant

Community

Community

Transmission
in EU/EEA

Detected (a)

Detected (a)

x: A67V, A69-70, T951, G142D, A143-145, N211I, A212,
ins215EPE, G339D, S371L, S373P, S375F, K417N, N440K,
G446S, S477N, T478K, E484A, Q493R, G496S, Q498R,
N501Y, Y505H, T547K, D614G, H655Y, N679K, P681H,
N764K, D796Y, N856K, Q954H, N969K, L981F

y: G142D, N2111, A212, V213G, G339D, S371F, S373P,
S375F, T376A, DA05N, R408S, K417N, N440K, S477N,
T478K, E484A, Q493R, Q498R, N501Y, Y505H, D614G,
H655Y, N679K, P681H, N764K, D796Y, Q954H, N969K

X: Any amino-acid substitution
y: W152R, F157L, 1210V, G257S, D339H, G446S, N460K,
Q493 (reversion)



SZU

V GISAID uverejnéno celkem 183 WGS BA.2.75 (a) a 827 sekvenci
BA.2.76 (spike Y248N and R346T)
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SARSCoV2 Variant Dashboard -India | nviTcoMResearch Report
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and Null values

| Circulating Variants in India (All) | ** Data is dynamic and is constantly being updated - Source (sequences): GISAID| Summary of
PANGO designations: https://www pango.network/summary-of-designated-omicron-lineages/ | Updated on 7/18/2022 2:34:08 AM |
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Rychly nardst BA.2.75 v sekvenacnich datech Indie

zpravy z Institute of Armchair immunology

® Delta @ Omicron BA.1 @ Omicron BA.2 @ Omicron BA.4
@ Omicron BA5 ® Omicron BA.2.12.1 @ Omicron BA.2.75
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https://github.com/blab/rt-from-frequency-dynamics/tree/master/results/omicron-ba275



ECDC — rust BA.2.75 v sekvenacnich datech (GISAID)

SARS-CoV-2 Genomic Mutation Matching. Data from gisaid.org Source files and more info on github.

n=357,076 sequenced genomes, up to 8 July 2022
with AA Substitution(s): NSP3 S403L, NSP8 N118S - % of all lineag
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Prehled rekombinantnich variant SARS-CoV-2 (delta x omikron/BA.1 x BA.2)

Delta (modra) x Omikron (zluta)

Citation: Focosi, D.; Maggi, F.
Recombination in Coronaviruses,
with a Focus on SARS-CoV-2. Viruses
2022, 14, 1239. https://doi.org/
10.3390/v14061239
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qf' B bunécné epitopy, které jsou cilem neutralizacnich protilatek

A) Lokalizace B-cell epitopt na
monomeru spike v uzavrené
konformaci (PDB ID: 6ZB5/A).

B) Lokalizace B-cell epitop, které
jsou cilem monoklondlnich
protilatek v komplexu ACE2 s
vazebnou doménou RBD (PDB ID:
7DQA). ACE2 Zluté, RBD Sedé.

Lim, H.X.; Masomian, M.; Khalid, K.; Kumar, A.U.; MacAry, P.A.; Poh, C.L. Identification of B-Cell Epitopes for Eliciting
Neutralizing Antibodies against the SARS-CoV-2 Spike Protein through Bioinformatics and Monoclonal Antibody Targeting.
Int. J. Mol. Sci. 2022, 23, 4341. https://doi.org/10.3390/ijms23084341
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* Projekt COVd ukazuje linie viru SARS-CoV-2 v prehledném grafu:
https://virus.img.cas.cz/lineages

e Testovani antigennich testd na covid-19
Antigenni COVID testy — Vysoka skola ekonomicka v Praze (vse.cz)

e Seznam testd SUKL
https://www.sukl.cz/prehled-testu-k-diagnostice-onemocneni-covid-19

Dalsi zdroje:

e Tracking SARS-CoV-2 Variants

e COVID-19 new variants: Knowledge gaps and research

e Genomic sequencing of SARS-CoV-2: a guide to implementation for maximum impact on public
health

e Considerations for implementing and adjusting public health and social measures in the context of
CovID-19

e VIEW-hub: repository for the most relevant and recent vaccine data

e WHO Statement on Omicron sublineage BA.2
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https://virus.img.cas.cz/lineages
https://covidtesty.vse.cz/#hodnoceni-testu
https://www.sukl.cz/prehled-testu-k-diagnostice-onemocneni-covid-19
https://www.who.int/en/activities/tracking-sars-cov-2-variants/
https://www.who.int/publications/m/item/covid-19-new-variants-knowledge-gaps-and-research
https://www.who.int/publications/i/item/9789240018440
https://www.who.int/publications/i/item/considerations-in-adjusting-public-health-and-social-measures-in-the-context-of-covid-19-interim-guidance
https://view-hub.org/
https://www.who.int/news/item/22-02-2022-statement-on-omicron-sublineage-ba.2

e NRL upozoriiuje, Zze molekularné-biologicka surveillance stale probiha a je stale potreba zasilat pozitivni vzorky do
sekvenacnich center.

* Pfes prvou detekci BA.2.76 pozorujeme rist v L452R v datech z diskriminaénich PCR, nyni na 96 %. Tento posun lze pficist
narustu BA.5.

dodani.

e Do centra pozornosti se dostava nova subvarianta BA.2.75, ktera nese nékteré mutace hodné pozornosti, tato varianta je
dle ECDC varianta zajmu. Stejné tak je treba monitorovat Sifeni varianty BA.2.76, ktera nese mutace ve spike Y248N a R346T.
Stale probiha aktualizace vypocetniho algoritmu v GISAID a NEXTCLADE, je treba kontrolovat sekvence v PANGOLIN
https://pangolin.cog-uk.io/. V CR nedetekujeme BA.2.75 a v jeden pfipad BA.2.76. V CR pozorujeme narGst subvariant
omikronu BE.x a BF.x. BE.1.1 tvofi 7 % sekvenovanych vzorkd a vétSinové je zastoupena v Némecku, varianta BF.1

evvVv/

e Vzhledem k Sireni SARS-CoV-2, nejasnému klinickému dopadu novych vysoce transmisibilnich variant, NRL doporucuje
predoperacni PCR screening u planovanych zdkrokd.

Kolektiv autori:

RNDr. Helena Jifincovd, MUDr. Jan Moskalyk, Timotej Suri, M.Sc.
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https://pangolin.cog-uk.io/

