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Noroviry - klasifikace
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Noroviry - klasifikace
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Noroviry — klasifikace

National Institute for Public Health
and the Environment
Ministry of Health, Welfare and Sport

Norovirus Typing Tool Version 2.0

Monitorjob [] Howtocite  Introduction Howtouse  (Sub)yping process  Example sequences

Norovirus Typing Tool Version 2.0

This tool is designed to use phylegenetic methods in order to identify the Norovirus genotype of a nucleotide seguence.
Note for batch analysis: The genotypetool accepts up to 20000 sequences at a time.

The typingtool was updated to conform to the changes in the nomenclature.
Updated classification of norovirus genogroups and genotypes. Chhabra P,_de Graaf M, Parra Gl,_Chan MC._Green K _Martella V, Wang Q _White PA, Katayama K, Vennema H, Koopmans MPG, Vinje J. J Gen Virol 2019 Sep 4.

Mew names are followed by old names in parenthesis on the results page and further described on the report page. New rare genctypes have been added, two genotypes have been assigned to new gencgroups.

You may either:

A. Paste one or more sequences in FASTA format in the input field
B. Upload a FASTA file

C. Upload FASTQ files.

D. Revisit results of a previous run

A) Paste nucleotide sequence(s) in FASTA format:

>AB@BIEB2|Noravirus |0C97007
CAGAGAGCTGTGCTAGCCGCAGCCTTAGAGATCATGGTCAAATTTTCAGCAGGACCAAACTTGACCCARATAGTBACTGAGGATC
TCTTGTCTCCCAGTOTGATGGATGTAGGTGACTTCAAGATAACAATCAATGAAGGGCTCCCCTCGGEEETACCATGCACTTCACA
ATGEAATTCCATCGCCCATTOGCTCCTCACACTCTGTGCACTATCTGAAGTCACGEATCTGTCTCCTGACATCATTCAAGCTAAT
TCTCTGTTCTCCTTCTATGETGATGATGAAATTATGAGCACGGACATCAAAGT GEACCCAGGAAAACTGACAGCAAAGCTGAGEG
AATACGGOTTGAAGCCAACACGCCCTGATARAACTGAAGGGCCCCTACTCATCTCAGAGGACCTGAATGGLCTAACCTTCCTGAG
GAGAACTGTGACCCGGEACCCAGCTGEATGETTTGGTAAACTGGACCAAAGCTCAATACTCAGGCAAATGTACTGGACTAGAGEA
CCCAATCATGAAGACCCCCATGARACAATGATACCTCACTCTCAGAGGLCAATACAACTTATGTCTCTACTTGGTGAAGCCGICC
TACACGGCCCATCATTTTACAGCAAAATCAGCAAGCTGETCATCACAGAACTAAAGGAAGGTGGCATGGATTTTTACGTGLCCAG
GCAAGAGCCCATGTTTAGGTGGATGAGATTCTCAGACTTGAGCACGTGGGAGGGCGATCGCAATC TGO TCCCAGTTTTGTGAAT
GAAGATGGCGTCGAATGACGLCGCTCCATCTACTGATGETGCAGCCGGCCTCGTECCAGARAGTAATAATGAGGTCATGGLTLTT
GAACCCOTGOCTGETGCCGCTTTGOCAGCCCCGGTCACCGATCAAACARATATTATAGACCCTTGGATTAGAGCAAATTTTGTCC
AGGCCCCTAATGGETGAGTTTACAGTTTCTCCCCGTAATGCCCCTEATGAAGTGCTATTGAATCTAGAGT TGEGTCCAGAATTAAA
TCCTTATCTGGCACATTTAGCAAGA

)

B) Or, upload a FASTA with nucleotide sequences:

Viybrat soubor | Soubor nevybran

https://www.rivin.nl/mpf/typingtool/norovirus/
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Infekce noroviry

® Inkubacni doba 12 — 48 hod

® Prijmy a zvraceni 1 — 3 dny

® Problém dehydratace (déti, seniori)

® Virus vylucovan stolici (10'/g), zvratky a slinami,
pred i po odeznéni priznaki

® 16 - 30 % infekci bez priznaku —
nerozpoznany zdroj infekce/kontaminace

® Infekéni davka 10 — 100 virovych ¢astic

® (c¢kovani dosud neni
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Zpusoby prenosu - NoV GI x NoV GII

¢ Hlavni zpusob prenosu — fekalné-oralni ® Kiyizové kontaminace béhem celého
prenos - primy kontakt s infikovanym ¢lovékem potravinového retézce (ruce, predmety,
(zoonoticky potencial) voda)

a ORF1 (RdRp)

® Sekundarni - kontaminované potraviny a voda

b o2

MO g

w\

P

G _-.-._.-. .,.\-j‘ il
U R

oL |



Puvodci alimentarnich onemocnéni (EU, 2020)

Patogen Pocet hlaSenych epidemii  [Locet hlaSenych pfipadu N
N Hospitalizace (%) Umrti (%)
Campylobacter 317 1319 112 (8,5) 0 (0,0)
Listeria monocytogenes 16 120 83 (69,2) 17 (14,2)
Salmonella 694 3 686 812(22,0) 7(0,2)
Bakterie E. coli (STEC) 34 208 30 (14,4) 1(0,5)
Vibrio parahaemoliticus 4 56 0 (0,0) 0 (0,0)
Yersinia 16 236 11 (4,7) 0 (0,0)
Jiné 11 130 31 (23,85) 0 (0,0)
Celkem 1092 15 755 1079 (18,7) 25 (0,4)
Bakterialni toxiny (napt. B. cereus, C. botulinum, C.
perfringens, S. aureus) 027 4 517 182 (4,0) 6 (0,1)
Caliciviridae (noroviry) 130 2 633 90 (3,4) 1(<0,1)
Virus hepatitidy A 7 206 105 (51,0) 0 (0,0)
Viry Virus hepatitidy E 3 6 2(33,3) 0 (0,0)
Flaviviridae 5 12 12 (100) 0 (0,0)
Jiné / nespecifikovano 10 151 2(1,3) 0 (0,0)
Celkem 155 |3 008 211 (7,0) 1(<0,1)
Parazité (napi. Cryptosporidium, Trichinella, Giardia,
Anisakis) 18 240 14 (5,8) o (0,0)
Jiné (histamin, moiské biotoxiny) 69 358 23 (6,4) 1(0,3)
Neurcena agens 1229 6 139 166 (2,7) 1(<0,1)
Celkem (EU) 3 086 20 017 1675 (8,4) 34 (0,2)
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Vyskyt puvodcu alimentarnich onemocnéni EU, 2015-
2020 (EFSA, 2021)

Unknown / Unspecified 10,922

Salmonella 7,615
Campvlobacter 2,687
norovirus and other Caliciuir=
Bacterial toxins unspecified _ 1,714

Staphylococcus aureus toxins _1,504
Bacillus toxins [N 212

Clostridium perfringens 589
539

Histamine and Scombrotoxin

Other viruses 407

S 298
Other bacterial agents .283

Marine biotoxins 267

Hepatitis A 204

Yersinia I91
Listeria monocytogenes IQU
Clostridium botulinum |s4
Other parasites I4
Trichinella |59
Cryptosporidium ISO
Other agents |4S
Mushroom toxins |42
Brucella |5
My cotoxins |4
Clostridium difficile |3

2,000 4,000 6,000 8,000 10,000
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Zelenina, CR

Farmy NoV HAV
Zelenina 1/318 0/318
Voda 1/12 o/12
Prostredi (stéry) 0/58 0/58
Bylinky 4/115 o/115
Voda 5/14 0/14
Prostredi (stéry) 2/80 (ruce sbéracii) 0/80

Trzni sit

Zelenina CZ 1/37 0/37
Zelenina dovoz 1/40 0/40
Mrazena zelenina 1/43 0/43
Krajena zelenina 1/98 0/98

Bylinky 4/112 o/112




Drobné ovoce, CR

Farmy NoV HAV
Jahody 2/156 0/156
Voda 3/23 0/23
Prostredi (stéry) 3/218 (ruce sbéraci, toalety) 0/218
Trzni sit

Jahody CZ 0/45 0/45
Jahody dovoz 1/24 0/24
Ovoce mrazené o/72 o/72
Ostatni (maliny, bortvky, 1/83 0/83

ostruziny)




Povrchova voda CR (odbér jaro/podzim, 2018-2019)
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Povrchova voda CR (odbér jaro/podzim, 2018-2019)

Lokalita AdV NoV GI NoV GII HAV HEV
2018 2019 2018 2019 2018 2019 2018 2019 2018 2019
I VA A A /- /- /- /- /- /- /-
II A N B /- /- -/- -/- -/- -/- /-
111 I Y | I S S SR S /- /- /-
IV - | | /- B/ T | /- /- /-
\ VAT I T S /- /- /- e -
VI A A B CR B B A B /- /- /-
VII I Y S | 2 /- |+ | /- /- e T
VIII S+ | | - /- /- -/- -/- -/- /- /-
IX I Y S 2 /- /- /- /- e -
X VAR Y /- /- /- /- -/- -/- /-
XI I Y | S 2 /- /- /- /- e e
XII /- /- N IS I /- /- /-
XIII VAR AN N E /- /- /- /- e -
XIV /- | | - /- /- /- /- /- /- /-
XV O T /- /- /- /- /- e -




COV (odbér vzorku — vstup/vystup, 4%, 2019)

Agens Lokalita 1 Lokalita 2 Lokalita 3 Lokalita 4
(vstup/vystup) (vstup/vystup) (vstup/vystup) (vstup/vystup)
1 E 3 ! E 3 4 ! s 3 4 ! . 3 4
AdV -/[- | +/- | -/- +/- |+ | /| /| /| | | |
NoV GI == || == | == D R +/- | +/+ | +/+ | +/+ [ A
NoV GII -/- | -/- | -/- o Y By R o o I Y e R o B A o I S I S Y S By S Y
HAV T o I B R o IR A O I T R
HEV il I e o/ S A B Sl Bl (Al A Bl B S A B B
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Noroviry - pitna voda, epidemiologické souvislosti

2013 2014 2015 2016 2017 2018 2019
NoV GI 5/ 10 2 /14 6 /32 6/40 3/26 2/23 2/44
NoV GII 5/10 1/ 14 9/ 32 5/40 0/26 1/23 1/44
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