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A cryptogram previously proposed for caliciviruses would
further facilitate communication by inclusion of the
genogroup and genotype assignment as follows:

Host / Hu (human) Bo (bovine), Mu (murine), Po(porcine), Ca (canine). A list of the host
name abbreviations is publised on the norovirus typing tool website.

NoroNet: http://www.rivm.nl/mpf/norovirus/typingtool

Country code (ISO) / FR, DE, US, JP, etc

year of sampling /.

genogroup and genotype /

(ORF1 and ORF2)

GIl.P4_Gll.4, or if only the

ORF2 sequence is known:

Gll.4 variant name city, if necessary followed by a serial number.

norovirus GllI/Hu/FR/2004/Gll.P12-Gll.3/Paris23
norovirus GllI/HuU/GB/2010/GII.P4_Gll.4 New-Orleans2009/London48,

or if only the capsid sequence is known:
norovirus GllI/Hu/FR/2004/Gll.12/Paris25.




Norovirus Typing Tool - (Open access)

http://www.rivm.nl/mpf/norovirus/typingtool
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Norovirus Genotyping Tool Version 1.0
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Norovirus Genotyping Tool Version 1.0
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C. revisit results of a previous run
A) Paste nucleotide sequence(s) in FASTA format:
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CTCGAACCGCCAGTCCTTCACAGGCAAGCTCGCAGACCACGCTTCCAAGGCCAACCTCATCTTTGAACAAGGCAAGAAC
ATGACCCCAGTCTACACAGE TGCGCTCAAGGATGAGTTAGTTAAMACTGACAAAATTTATCG TAAGATCAAGAAGAGCCTT
CTCTCCGGCTCCGACCTCGCCACCATCATCCGG TCTCCTCCAGCATTCCGAGGCCTAATGGATCAAC TCAAAGCACACTG

TGTCACACTTCCTATTACACTTCGCATGAATATCAATCACCATGCCCCCATCATCTTCCAGAGCCATTCCACGTACACATAT — D
CACTATGATCCTGATTACTCTCGATCCGATTCAACACAACAGAGAGCCGTCCTCCCAGCAGCTCTACAAATCATGCTTAAA I ‘i R d R ) @ T\\ % " \
TTCTCCCCAGAACCACACTTGGC TCAGGTAG TCCCCCAGCACCTTC TCTCTCC TAGC G TCG TGGACG TGCGOGACTTCAC ¢ LN p P

AATATCAATCAACCACCOTCTTCCCTCTCLLCTCCCCTCCACCTCCCAATCCAACT CCATCCCCCACTCCCTTCTCACTCY
CTCCCCCCTOTCTCAACTCACAAALCCTCTOCCCTCATAC CATACACCCTAACTCCCTCTTCTCTTTTTATCCTCATCATCAA
ATTCTTACTACACACATAAAATTCCACCCACAAAAATTCACACCAAACCTCACACAATATCCCTTAACACCAACCCCCCC
TCACAAMACTCAACCACCCCTTCTCATCTCTCAACACCTCAATCCOCTAACTTTCCTOCCCACAACTC TCACTCCCCACC
CACCTCCTTCCTTTCCAAMAL TCCACCACACTTCAATAC TCACCCAAATCTACTCCACTACCCCTCCCAAC CATCCACAL
CCATCTCAAACAATCATTCCACACTCCCAAACACCCATACAATTCATCTCOCTACTCCCCCACCOCCCOCTOCACCCCOCC
ACCATTCTACACCAAAATCACCAATTCCTCATTCCACACCTAAAACACCCTCCCATCCATTTTTACCTCCCCACACAAC
ACCCAATCTTCACATCCATCACATTCTCACATCTCACCACCTCOCCACCOCCATCCCAATCTOCCTCCCACTTTTOTCAATC
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nucleotide sequences:

C) Or, revisit results from a previous run:
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Developed by: RIYM (Marry Vennema, Annelies Kronemnan, Marion Koopmans) and MyfioDatae bybe.
Contact: porooet@dvm.ol
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Genotype number Accession number Strain name Genotype number Accession number Strain name
Genogroup I GI.1 M87661 Norwalk/68/uUS* GI/1 MB7661 Norwalk/68/US*
GI.2 L07418 Southampton/91/UK* GI/2 L07418 Southampton/91/UK*
GI/3 U04469 DesertShield/90/uUs
GI.3 U04469 DesertShield/90/uUs GI/11 AB058547 SaitamaKU8GI/99/JP
GI/14 AB112100 SaitamaT25GI/01/JP
GI.4 AB042808 Chiba407/87/JpP* GI/4 AB042808 Chibad407/87/JpP*
GI/5 AJ277614 Musgrove/89/UK
GI.3 AJ277614 Musgrove/89/UK GI/9 AB039774 SaitamaSzUG1/99/JP*
GI/6 AF093797 Hesse (BS5) /98/GE~*
GI.6 AF093797 Hesse (BS5) /98/GE* 8178 23081723 UG1L700/ 39
GI.7 AJ277609 Winchester/94/UK GI/7 AJ277609 Winchester/94/UK
GI.8 AF538679 Boxer/01/Us*=* GI/10 AF538679 Boxer/01/Us*=
GI.9 HQ637267 Vancouver730/2004/CA GI/13 AB112132 SaitamaT35aGI/01/JP
Genogroup II GII.1 U07611 Hawaiir GII/1 U07611 Hawaiix
GII.2 X81879 Melksham GII/2 X81879 Melksham
GII.3 U02030 Tronto GII/3 AB067542 SaitamaUu201~*
GII.4 X76716 Bristol GII/4 X86557 Lordsdale/93/UK*
GII.5 AJ277607 Hillingdon/90/UK GII/5 AJ277607 Hillingdon/90/UK
GII.6 AJ277620 Seacroft/90/UK GII/6 AB039776 SaitamaU3*
GII.7 AJ277608 Leeds/90/UK GII/7 AJ277608 Leeds/90/UK
GII.8 AF195848 Amsterdam GII/8 AB067543 Saitamau25*
GII.9 AY038599 VA97207/97 GII/9 AY054299 IdahoFalls
GII.1l0 AF427118 Erfurt/546/00/DE GII/10 AY237415 Mc37*
GII.1l1 AB074893 SwNoV/Sw918/97/JpP
GII.12 AJ277618 Wortley/90/UK
GII.13 AY113106 Fayettevil/98/US*=* GII/14 AB078334 Kashiwad7
GII.1l4 AY130761 M7/99/uUsS** GII/13 AY130761 M7/99/US
GII.15 AY130762 J23/1999/UsS*=* GII/19 EF630529 Hokkaido299
GII/15 AB058582 SaitamaKuB80aGII
GII.16 AY502010 Triffin/1999/v8 GI/12 ABO58525 SaitamaKul19aGI/00/JP
GII.17 AY502009 CSE1/2002/uUs GII/11 AB112221 SaitamaT29GII
GII.18 AY823304 SwNoV/OHQW101/2003/US
GII.19 AY823306 SwNoV/OHQW170/2003/US
GII.20 EU373815 Luckenwalde591/2002/DE
GII.21 AY675554 IF1998/2003/1IR GII/16 AB112260 SaitamaT53GII
GII.22 AB083780 YURI/JP GII/18 AB083780 Akita-Yuri

*Full-length genome sequence

**Unpublished
OOQGIV

It represented by red characters that a strains showed ditterent genotype between new typing system and previous typing system.




Gll.4 variant name (Htk#) &1EXEE

BRSNS epidemic Accession number Nucleotide sequence
variant name
US95_96 AJ004864 ORF2
Farmington_Hills_2002 AY485642 Complete
Asia_2003 AB220921 Complete
J |
[
Hunter_2004 AY883096 ORF2
[ : .
Yerseke 2006a EF126963 ORF2
Den Haag 2006b EF126965 ORF2

NewOrileans_2009 GU445325 Complete

Sydney_2012 J]X459908 Complete
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(Noro, Sapo standard plasmid version.1)
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Standard NoV-Plasmids version 3

ORFI OREF2 ORF3

VPglt — | [ pa

- \

Protease region - genome end

Gl/1I NVé68 prototype  3000-genome end 4600nt
Gll/4 2006b Sagal strain 3000-genome end 4500nt
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