cDrPQ*

Outil de classification des virus influenza *
et de comparaison au vaccin régional
VIPAR2026

DEMANDEUR: ChristianKlopfenstein
SITE DE PRODUCTION: H1N1l1panTest
DATE DE L'ANALYSE: 2026-09-18

SEQUENCE:

>HIN1_pdm Test

ATGAAGGCAATACTAGTAGT TATGCTGTATACAT TTACAACCGCAAAT GCAGACACATTATGTATAGGT TATCATGCGAACAAT TCAACAGACACT GTGGACACA
GTACTAGAAAAGAATGTAACAGTAACACACTCTGTCAATCTTCTAGAAGACAAGCATAACGGAAAACT ATGCAAACT AAGAGGGEGTAGCCCCATTGCATTTGEGT
CAATGTAACATTGCTGGCTGGATCT TGGGAAAT CCAGAGT GTGAAT CACT CTCCACAGCAAGATCATGGT CCTACATTGT GGAAACATCTAATTCAGATAATGGA
ACGTGT TACCCAGGAGATTTCATCAATTATGAGGAGCTAAGAGAGCAATTGAGCTCAGTGTCATCATTTGAAAAGT TTGAAATAT TCCCCAAGACAAGT TCATGG
CCTAATCATGACT CGGACAAAGGT GTAACGGCAGCATGT TCTCACGCT GGAGCAAGAAGCT TCTACAAAAACT TGATATGGCTGGT TAAAAAAGGAACATCGTAC
CCAAAGATCAACCAAACCTACATTAAT GATAAAGGGAAAGAAGT CCTCGT GCT GT GGGGCAT TCACCATCCACCCACTAT TACTGACCAAGAACGT CTCTATCAG
AATGCAGATGCATATGTTTTTGI GGGGACATCAAGATACAGCAAGAAGT TCAAGCCGGAAAT AGCAGCAAGACCCAAAGT GAGGGATCAAGCAGGGAGAATGAAC
TATTACTGGACACTAGT GGAACCGGGAGACAAAAT AACATTCGAAGCAACT GGTAACCT AGT GGCACCGAGGTATGCAT TCACAAT GGAAAAAGGAGCTGGATCT
GGTATTATCATTTCAGATACACCAGT CCACGAT TGCAATGCAACT TGT CAGACACCCGAGGGT GCTATAAACACCAGCCTCCCATTTCAAAATGTACATCCGATC
ACGATTGGGAAATGT CCAAAGTATGTAAGAAGCACAAAAT TGAGACT AGCCACAGGAT TGAGGAATGTACCGTCTATTCAATCTAGAGGCCTATTCGGGGCCATT
GCTGGCTTCAT CGAAGGEEEGET GGACAGGGAT GGTAGAT GGATGGTACGGT TATCACCATCAAAAT GAT CAGGGAT CAGGATAT GCAGCCGATCTGGAGAGCACA
CAAAATGCCATTGATAAGATTACCAACAAAGTAAATTCTGT TATTGAAAAGATGAATACACAGT TCACAGCAGT TGGTAAAGAGT TCAACCACCT TGAAAAAAGA
ATAGAGAATCTAAATAAAAAGGT TGATGATGGT TTCCTGGACGT TTGGACT TACAATGCCGAACT GCTGATTCTACT GGAAAAT GAAAGAACT TTGGAATATCAC
GATTCAAATGTGAAGAACTTGTATGAAAAAGT AAGACACCAGT TAAAAAACAAT GCCAAGGAAAT TGGAAACGECTGCTTTGAATTTTACCACAAATGCGACAAC
ACATGCATGGAAAGT GTCAAGAAT GGGACT TATGACTACCCAAAATACT CAGAGGAAGCAAAAT TAAACAGAGAAAAAAT AGAT GGAGT AAAGCTGGACT CAACA
AGGATTTACCAGATTTTGGCAATCTATTCAACTGT TGCCAGT TCATTGGTACTGGTAGT CTCCCTGGGEGCAATCAGCTTCTGGATGTGCTCTAATGGGTCTCTA

CAGTGTAGAATATGTATTTAA
RESULTAT:
type HA Clade (Nomenclature nord américaine) % Homologie avec séquence vaccinale
Nucleotides Acides aminés(HA1)
H1 pdm 96.12 94.5

* Chang, J., Anderson, T.K, Zeller, MA , Gauger, P.C., Vincent, A L. (2019). octoFLU. Automated classification to evolutionary
origin of influenza A virus gene sequences detected in U S. swine. Mcrobiology Resource Announcerents 8:e00673-19.
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Analyse des épitopes
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