Podrobna zprava ke dni 22. 8. 2022
SARS-CoV-2: mikrobiologicka situace v CR

NRL pro chfipku a nechfipkova respiracni virovd 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

e V obdobi od 15. 8. do 22. 8. 2022 (dle data odbéru) ma NRL k dispozici data 1 811 hlasenych test( diskriminacni PCR
z 17 laboratofi. Prehled zachycenych mutaci dle diskriminacniho PCR za poslednich 8 dni ukazuje tabulka 1.

e K 22. 8.2022 bylo v CR celogenomové sekvenovano 47 529 SARS-CoV-2 pozitivnich vzorkd, zdrojem jsou interni data
NRL a mezinarodni platforma GISAID. V této databazi je zverfejnéno celkem 303 sekvenaci s datem odbéru vzorku mezi
22. Cervencem a 22. srpnem. Dle celogenomové sekvenace v tomto ¢asovém obdobi prevazovala varianta omikron.
Celkovy prehled vSech sekvenovanych variant ukazuje tabulka 2. Vyvoj podilu jednotlivych sekvenovanych variant

zobrazuje graf 1.




C.,

¢ \V obdobi od 15. 8. do 22. 8. 2022 (dle data odbéru) ma NRL k dispozici data 1 811 hlasenych testl diskriminacni PCR
z 17 laboratofi.

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

mm Celkem (vzorkii v sadg) Interpretace (pouze susp. varianta)

A570D+ 1 149 0,17 % alfa, delta + A570D
E484K+ O 222 0,00 % beta, gama, alfa E484K+, delta+

L452R+ a dalsi omikron 1383 1423 97,19 % Omikron (BA.4/BA.5)

specifické mutace

L452R- a dalsSi omikron 40 1672 2,81 % Omikron (BA.1/BA.2)
specifické mutace




Tabulka 2: Pfehled sekvenovanych variant Tabulka 3: Souhrnny pfehled sekvenovanych variant v CR za 22. 7. 2022
v CR za 22. 7. 2022 - 22. 8. 2022 —-22. 8.2022
Varianty Pocet Podil
BA.5.1 90 29,70% Souhrnné varianty Poéet Podil
BA.5.2.1 51 16,83% BA.5.X 215 70,96%
BA.5.2 44 14,52% BE.X 40 13,20%
BE.1.1 30 9,90% BA.2.X 30 9,90%
BA.2 28 9,24% BA.4.X 10 3,30%
BA.5 16 5,28% BF.X 6 1,98%
BE.1 10 3,30%
BA.4.1 6 1,98%|
BF.5 5 1,65%|
BA.5.3.1 4 1,32%|
BF.1 4 1,32%|
BA.4 3 0,99%
BF.7 2 0,66%
BA.2.12.1 1 0,33%
BA.2.18 1 0,33%
BA.4.2 1 0,33%
BA.4.6 1 0,33%
BA.5.1.2 1 0,33%
BA.5.1.3 1 0,33%
BA.5.1.5 1 0,33%
BA.5.2.3 1 0,33%
BA.5.3 1 0,33%
Celkovy soucet 303

Pro vypocet pouzit algoritmus Pangolin v 4.1.1.
Zdroj: https://pangolin.cog-uk.io/ 4
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Graf 1: Pfehled vyznamnych sekvenovanych variant v CR jako podil z celku
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Graf zobrazuje st¥idani variant SARS-CoV-2 v CR.
Variantu B.1.258 (zelena) vystfidala na prelomu
let 20/21 varianta alfa (modra), dale v ¢ervenci
nastupuje varianta delta a jeji subvarianty. Na
prelomu let 21/22 se objevuje varianta omikron
a jeji subvarianty. Tyrkysova linie predstavuje
nardst zastoupeni varianty BA.2.9. OranzZova
pak vzestup BA.5. Prerusovana cara zobrazuje
celkovy pocet sekvenaci v CR.
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Graf 2: Vékova struktura ve vztahu
k sekvenovanym vzorkiim

V mésicich lednu az kvétnu dominantni vékova
skupina 40 — 49 let byla od c¢ervna nahrazena
dominuijici skupinou 20 — 29 let, pricemz od
srpna 2021 pozorujeme ndrlst i mladSich
veékovych skupin, pfedevsim 10 — 19 let. V fijnu
a prosinci jsou ve vékovych skupinach
sekvenovanych opét vice zastoupeny skupiny
30 — 39 a 40 — 49 let. V listopadu pak
zaznamendvame narlst mezi  nejvysSimi
vekovymi skupinami. S nastupem omikronu
pozorujeme ndrust sekvenovanych ve vékové
kategorii 20 — 29 let, 30 — 39 let a 40 — 49 let.

V breznu i dubnu pak dochdzi k nardstu v
kategorii 70+ let. Tento jev neodpovida vékové
distribuci v pripadé sledovani pozitivity PCR
testd, ale je podle definice vzork( uréenych k
sekvenaci a tedy algoritmu UZIS pouZitého k
vyhodnoceni.
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Tabularni souhrn vlastnosti rtznych variant omikronu @) e

Public health Omicron (8.1.1.529) Omicron sublineages
domain of impact
| Omicron (8.1.1.529) BA.1 BA.2 BA4 BAS
Transmissibility Growth advantage and increased transmissibility Lower growth rate Lower growth rate compared Growth advantage compared to Growth advantage compared to BA.4 ¢
compared to Delta * compared to BA.2', BA4 toBA4andBAS*? BA.2?
and BAS*®
r Disease severity Overall evidence suggests lower severity compared No difference indisease  There is evidence, both in favor  Currently available evidence does There is one preliminary study
to Delta despite contrasting evidence. Earlier studies  severity compared to of lower severity* compared to  not suggest a difference in disease suggesting increased severity*
reported lower severity.*** However, more recent BA.2, BA.4 and BA.S¥ BA.S and in support of similar severity compared to BA.2 and BA.S compared to BA.2 while other studies
studies report lower **or similar severity.*** disease severity compared to -~ suggests similar disease severity
BA.4 and BA.5¥ compared to BA.2 and BA.4*, More
evidence is needed to understand the
e S B , R E B . diseaseseverity
Risk of reinfection  Reduced risk of Omicron reinfection among Reduced risk of Reduced risk of reinfection Varying evidence regarding risk of Varying evidence regarding risk of
individuals previously infected with a different SARS-  reinfection with BA.1 following infection with BA.1* reinfection. One study reported reinfection. One study reported
CoV-2 variant compared to naive individuals***¢ after infection with protection against infection protection against infection following
BA.23¢ following previous BA.2 infection *’ previous BA.2 infection *’ while another
while another reported reduced reported reduced protection from
| _protection from reinfection.* reinfection.
Impact on Reduction in neutralizing activity reported as Lower neutralizing Lower neutralizing antibody Lower neutralizing antibody titers Lower neutralizing antibody titres
antibody compared to other VOCs*™** antibody titers titers compared to the index compared to BA.1 #*# compared to BA.1 **#
responses compared to the index virus™
Impacts on PCR assays that incdlude multiple gene targets S gene target failure The majority will be S gene S gene target failure. S gene target failure.
diagnostics maintain their accuracy to detect Omicron®; S gene target positive
target failure/positivity (SGTF) may be a proxy for
screening. Limited to no impact on sensitivity of Ag-
| RDTs observed****
Impact on No difference in the effectiveness of antiviral agents  Reduced efficacy of Reduced neutralizing activity of  Reduced neutralizing activity of Reduced neutralizing activity of
treatments (polymerase and protease inhibitors) against the cilgavimab* and sotrovimab, bamlanivimab, sotrovimab, bamlanivimab, sotrovimab, bamlanivimab, casirivimab,
Omicron variant™. Conserved neutralizing activity casirivimab-imdevimab*®  casirivimab, etesevimab, casirivimab, etesevimab, etesevimab, imdevimab and
for three broadly neutralizing monoclonal antibodies imdevimab and tixagevimab * imdevimab and tixagevimab. tixagevimab. Increased resistance to
(sotrovimab, S2X259 and S2H97) and a reduced Increased resistance to cilgavimab cilgavimab compared to BA.2*
|— effectiveness of other monocional antibodies™> . _ comparedtoBA2*
Impact on 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
vaccination administration of different vaccines). For further information, see the section Interpretation of the results of the VE for the Omicron variant
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Od roku 2019 az do kvétna 2022 pozorujeme globalné utlum cirkulace vir chfipky s epidemickou vinou v Evropském regionu s
maximem v dubnu az kvétnu situovanou do epidemického minima SARS-CoV-2 (graf 1). Na jare 2022 cirkuloval majoritné subtyp
A/H3N2. Na jizni polokouli v ¢ervnu az srpnu je epidemie chfipky rovnéz ve vétsiné regionl charakterizovana cirkulaci viru
chripky A/H3N2. V Africkém regionu lze pozorovat soubéh epidemickych vin chripky a SARS-CoV-2 (graf 2).

Graf 1: Graf 2:

Influenza and SARS-CoV-2 virus detections from sentinel surveillance reported to FluNet from
countries, areas and territories in the WHO African Region
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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 ekonomickd 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

® 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



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 upozornuje, ze molekularné-biologicka surveillance stale probiha a je stale potreba zasilat pozitivni vzorky do
sekvenacnich center.

e Sekvenacni data vykazuji shodu se svétovymi daty, dominuje varianta BA.5.1, BA.5.2 a BA.5.2.1.Dle sekvenacnich dat
momentalné prevazuji podtypy varianty omikron - BA.5 (vice nez 70 % sekvenci), dale subvarianta BE (vice nez 13 %
sekvenci). Subvarianty omikronu BA.2.x, BA.4,x a BF.X se zatim v CR neuplatfiuji. V Némecku stoupd zachyt rekombinantni
varianty BA.1 x BA.2 XAK, kterou jsme jiZz v nékterych vzorcich detekovali v minulém sledovaném obdobi, ale v soucasnosti
neevidujeme zachyt této rekombinantni varianty. V nékterych diskriminacnich PCR je mozZno na ni usuzovat na zakladé
pritomnosti delece na pozici 69 ve spike proteinu. Tato rekombinantni varianta je nové zarazena mezi monitorované
varianty.

* NRL bude distribuovat vzorky pro externi hodnoceni kvality pfipravené WHO, laboratore dostanou vzorky 24. 8. 2022,
pokud si nejste jisti, jak nahlasit vysledky, veskeré udaje pro prihlaseni jsou podrobné popsany v pribalové informaci. Je
distribuovdno 6 vzork(. Jednd se o neinfekéni materidl. Vzorky je mozné distribuovat pfi +2 - +8 st. C, uchovavany by mély
byt pfi - 20 st. C. Dllezité je minimalizovat opakovany cyklus zamraZovani.
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