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1906 63 Norovirus GI TWN

312 52 Norovirus Gl isclate NS

710 42 Nerovieus Gl iso!

1408 39 Norovius Gi isel
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915 30 Norovieus Gl isclate NS19217 nonstructural polypratein (ORFL), VP1 (ORF2). and VP2 (ORF3) genes. complate cds

201 08 MK9S61721  Notovirus Gl ol polyprotein (ORF1) gene. partial cds: VP1 (ORF2) gene, compl. 204 VP2 (ORF3) gene, partial cdn
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Ubuntu CLC Genomics
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MTAAP
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Reference : NC 045512.2 (Severe acute respiratory syndrome coronavirus 2 isolate Wuhan-Hu-1, complete genome.)
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