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« VCR bylo od 18. 1. 2024 osekvenovano
29 vzork(; majoritni varianta je IN.1.4 a
JN.1.1

* V ramci skupin kategorizovanych v
listopadu jako varianty zajmu stale
prevazuje detekce variant BA.2.86 like
(JN.1*), které zaujimaji 89,65% podil
sekvenovanych variant (tmavomodra
vysec na grafu dole)

* Ve shodé s dalSimi zemémi pozorujeme
dominanci BA.2.86 like variant,

predevsim JN.1.

e Varianty se od sebe svymi klinickymi

priznaky nelisi.

Zdroj: https://www.epicov.org/epi3/frontend#484f9b
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Zastoupeni detekci sledovanych variant w

VOC/VOI Podil

VOI GRA (JN.1+4JN.1.x) poprvé detekovan v Lucembursku/

Islandu 88.50%
Former VOC Omicron GRA (B.1.1.529+BA.x) poprvé
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Variants of Interest (VOI)

Year and
Lineage + Country first Spike month
WHO additional detected mutations  first Impact on
label mutations (community) of interest detected transmissibility

Omicron XBB.1.5- United N460K, n/a Similar to
like (a) States S486F Baseline (1, 2)
F490S

Omicron BA.2.86 n/a 1332V, n/a Baseline (6)
D339H,
R403K,
V445H,
G4468,
N450D,
L452W,
N481K,
483del,
E484K,
F486P

https://www.ecdc.europa.eu/en/covid-19/variants-concern
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Emerging variant analysis 2024-03-12

Emerging Variants by Spread

Cumulative North  South

Clade/Lineage Count” ; : ]
/ & locations America America Europe Africa  Asia  Oceania

Constellation*

GRA (JN.1.18) 1,054
N_P13L, N_Q229K, Spike_A570V, 0
Spike_D405N, Spike_D614G, Spike_D796Y,
Spike_E484K, Spike_FA486P, Spike_G142D, = ¢
Spike_G339H, Spike_G446S, Spike_H245N,
Spike_H655Y, Spike_H69del, Spike_I332V,
Spike_K356T, Spike_K417N, Spike_L452W,
Spike_L455S, Spike_N440K, Spike_N450D,
Spike_N460K, Spike_N481K, Spike_N501Y,
Spike_P681R, Spike_Q498R, Spike_R158G, 2
Spike_R346T, Spike_R403K, Spike_R408S, *

Spike_S371F, Spike_$373P, Spike_S375F,

Spike_S477N, Spike_S939F, Spike_T376A, . I T I I I
Spike_T478K, Spike_V445H, Spike_V483del, - © = = £ ¢ & &
Spike_V70del, Spike_Y144del, Spike_YS05H ] g

GRA (IN.1.16) 359
N_P13L, N_Q229K, Spike_A570V, o 7%
Spike_D405N, Spike_D614G, Spike_D796Y,

Spike_E484K, Spike_F4561, Spike_F486P, = ;
Spike_G142D, Spike_G339H, Spike_G446S,
Spike_H245N, Spike_H655Y, Spike_H69del, s
Spike_I332V, Spike_K356T, Spike_K417N,
Spike_L452W, Spike_L4555, Spike_N440K, ,,
Spike_N450D, Spike_N460K, Spike_N481K,
Spike_N501Y, Spike_PG81R, Spike_Q498R,
Spike_R158G, Spike_R403K, Spike_R408S, I
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*Constellation of aa changes shown in literature to have phenotypic effects such as antibody escape, ACE2 binding,
changes in Spike protein expression and stability, as curated by CoVsurver. Constellations in Emerging Variants by
Spread are ranked by gaininNumNewLocationsinPast30days x sumOfWeightedaaChanges. AA change in the
constellation that differs from other common changes seen in the lineage are highlighted in orange.

https://www.epicov.org/epi3/frontend#lightbox669682703
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KP.1.1 [JN.1.11.1.1.1] odhadovanad ,rlistova vyhodnost - growth advantage” vici JN.1 je
necelych 183 %, u KP.2 je tato veli¢ina jesté vétsi — 257 % (57 + 39 WGS v GISAID).

KP.2 [JN.1.11.1.2] obsahuje 45 mutaci, které ji odliSuji od XBB.1.5, a 11 mutaci oproti JN.1 —
95 WGS v GISAID..

KP.2 se cirkuluje nejen v USA ale mnoha zemich svéta. Pravdépodobné se stane dominantni

variantou béhem nékolika mésicl. Tato varianta zfejmé unika pred XBB.1.5 vakcinou
indukovanymi protilatkami.

D. Focosi— GISAID, https://cov-spectrum.org/collections/42?highlightedOnly=true

covSPECTRUM

Enabled by data from GERD =

< Return to all collections
#4272 Collection #42 Tracking/Designated Lineages Fastest 100 Plus Recent Designations
Maintained by Andrew Urguhart (@wolfeagle 1989}, formerly by Federico Gueli (@siamosolocani), ideator: Nick Frohberg {@asinickle)

Name Query Number sequences  Submitted in past 10 days  Relative growth agvantage | CI (low) & | CI (high) Description
. (nexicladePangoLineage JN.1.11.1 &
KP2(JN11112:
N S:R346T &I S'K1086R) | Fl 15 18266% 101.23% 26410% S:R346T
BA2.86.1.1.11.1.2) .
nextcladePangoLineage KP 2°
KP14 (JNAA1114: JN.1.11.1% (Nexiclade) + S:K1086R,
1 Y % 17.54% 46T
B8A2861111111) SRI4ET 2 8 256.88% 96.22% 417 54% SR346
Soor
(nextcladePangoLineage.BA.2.86° |
nextcladePangoLineage XDD* |
nextcladePangoLineage XDK" |
Multilineage BA 286 nexicladePangoLineage XDN* |
Including BA 2 86 derived nexicladePangoLineage XDP* | N - .
fecombinants with SR346T  nextcladePangoLineage XDQ" | 1 o s TITE% loagam
and S F456L nexicladePangoLineage XDR* |
nextcladePangoLineage XDS* |
nextcladePangoLineage:XDT7) & S:R346T
& SF456L
Multilineage BA 2 86* with . § - . N -
S RA4ET and S FA56L BA 2 86" (Nextclade) + S:R346T, 3:F456L 102 50 88.06% 71.57% 104.55% S:R346T S:F456L
KPA(INT1111: . .
. 7 % o
BA2E61.111.11) JN.1.11" (Nexiclade) + S:F456L, S:K1086R 5i 18 9275% 69.45% 116.05% SK1086R
Q.1 (Jh: 14 31'} JN.1.4.3* (Nexiclade) + S:R346T 73 17 7741% 60.41% 94.41% SR346T
BA28611431)
JN.1.11.1 (BA2.86.1.1.11.1)  JN.1.11.17 (Nexiclade) 196 64 68.21% 59.09% T7.32% S:F456L
JN.1 (BA2.86.1.1) JN.1* (Nexiclade) 123.855 9.281 52.90% 52.50% 53.30% $:L4555 ORF1a.R3821K NSP6.R252K ORF7b.F19L
JN1.131(BA.2.861.1.13.1)  JN.1.13" (Nexiciade) + SIRI46T, S:F59S 240 52 55.91% 49.16% 62.66% SR346T SF59S
N171(BA2861171) JN.1.7* (Nexiclade) + STR346K 24 5 7953% 49.05% 110.01% SR346K
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q;zu Virologicka surveillance ARI/ILI/SARI:

* V ramci ARI/ILI virologické sentinel surveillance jednoznacné
dominovaly detekce chripky, a to 13 % (8-22 %).

* Z17 hlasicich zemi, jedenact hlasi epidemickou vinu viru chfipky.
Ctrnact zemi hlasi celoplosné Sireni.

* V70 % byl detekovén virus chripky typu A (70 % A/H1pdm09 a 30 %
A/H3), pouze v 30 % pozitivnich vzorkl byl prokdzan virus chiipky
typu B, pricemz ve vSech blize charakterizovanych vzorcich byla
potvrzena linie B/Victoria.

» Strfedni pozitivita SARS-CoV-2 v sentinel surveillance byla 1 %
(souhrnné: 2 %; IQR: 0—3 %). Incidence od 49. tydne 2023 nadale
klesa, a to ve vsech zemich EU/EHP.

e Podil RSV v sentinel surveillance byl 3 %, coz pfedstavuje mirné
snizeni oproti minulému tydnu. Nékteré zemé nadale hlasi zvySenou
pozitivitu nejen v sentinel, ale i v non sentinel virologické
surveillance.

Zdroj: https://erviss.org/

ECDC Evropa k 10. KT 2024
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BN EmE RSV B SARS-COV-2 W HAJY EEEEN HPIV BNV EEEE VP EEEEN HMPY NS CoV  EEEE hBoV sV  —@=A Hlpdm AH3 e====B e=——lRV
600
100%
500 0%
H HRV
80%
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400
0% WAH3
mEV
S
?é 60% hBoV
S 300 m CoV
U
: 50% mHMPV
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40%
200 mHV
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100 20% m SARS-CoV-2
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1% mAHlpdm
0 - = HA
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Legenda: A — Influenza A; B — Influenza B; HRSV - Respiracni syncytidlni virus; HAdV — Adenovirus; HPIV — Parainfluenza; HV - Herpetické viry; MP — Mycoplasma; HMPV — Metapneumovirus;

CoV — Coronavirus; HRV — Rhinovirus; hBoV — Bocavirus; EV — Enterovirus; SM - SmiSena infekce
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- ARI/ILI: sentinel/non-sentinel virologicka surveillance v CR, 11. KT (nelplna data)
Kalendaini 10. 10. KT 11. 11. KT
tyden (KT) uplna data neuplna data
Sentinelova i nonsentinelova virologicka surveillance v 11. KT Detekee viru 2H - ‘1‘2 209 i 15%
’ , .pdm
(neuplna data): AbL 5 .
* PrevaZovala detekce RSV (36 %) a rhinovir(i (20 %). B 6 2% 5 3%
HRSV 120 42 % 57 36 %
« Chfipka typu A, A/HIN1 a A/H3N2 byla zachycena u 16 % RAdY > 2
v L. , , ° HPIV 2 2
vSech pozitivnich zachytd. oy ; ;
MP 15 2
* Detekce SARS-CoV-2 ma minoritni zastoupeni - pouha 3 %. HMPV 12 14
CoV 7 7
e Stejné jako v minulém tydnu bylo 77 % vySetfovanych ::O\\// 309 — 322 =
vzork( negativnich. EV 0 0
SARS-CoV-2 9 3% 5 3%
SM 12 4
negativni 953 77 % 533 77 %
Celkovy pocet
vySetieni: 1241 690
Celkovy pocet
[pozitivnich 288 157

Legenda: A — Influenza A; B — Influenza B; HRSV - Respiracni syncytialni virus; HAdV —
Adenovirus; HPIV — Parainfluenza; HV - Herpetické viry; MP — Mycoplasma; HMPV —
Metapneumovirus; CoV — Coronavirus; HRV — Rhinovirus; hBoV — Bocavirus; EV —

Enterovirus; SM - SmiSend infekce



Zavér: CR ARI/ILI

* V rdmci sentinelové a nonsentinelové surveillance ARI/ILI byla v 11. KT prokazdna prevaha detekce RSV (36 %) a rhinovir(
(20 %). Chripka typu A, A/HIN1 a A/H3N2 byla zachycena v 16 % vSech pozitivnich vzorkd.

« Nemocnost akutnich respiraénich infekci véetné chfipky (ARI) v CR v 11. kalendainim tydnu roku 2024 dosahla hodnoty
1227 nemocnych na 100 000 osob, cozZ predstavuje pokles 0 2,4 % oproti minulému tydnu. Aktualné nejvyssi nemocnost je
v Jihomoravském kraji. V kategorii chfipce podobnych onemocnéni (ILI) je evidovan pokles poctu nemocnych o 38,6 %, i
v této kategorii se nemocnost pomalu normalizuje.

« Nemocnosti ARI je v CR v souéasnosti na hodnotach obvyklych pro dané roéni obdobi, vyskytuiji se jiz jen lokalni
epidemicka ohniska respiracnich onemocneéni.

« V ramci aktivniho hlaseni zavaznych pripadl respiracnich infekci (tzv. SARI) bylo v aktualni chfipkové sezoné do 15. 3. 2024

hlaseno celkem 400 klinicky zavaznych pripadl chripkové infekce vyZadujici hospitalizaci v reZimu intenzivni péce, z nichz
94 osob infekci podlehlo.

Autofi zprdvy: RNDr. Helena Jifincovd, Timotej Suri MSc., Alena Janypkovd, MUDr. Radomira Limberkovd, MUDr. Jan Kyné&l, Ph.D.



