Chevalier et al. Figure S1

A, +1 Met Asp Val Asn Pro Thr Leu LeuPhe
1 AGCGAAAGCA GGCAAACCAT TTGAATGGAT GTCAATCCGA CTTTACTTTT
TCGCTTTCGT CCGTTTGGTA AACTIACCTA CAGTTAGGCT GARATGAAAA

+1 Pheleu Lys Val Pro Ala Gin Asn Ala lle Ser Thr Thr Phe Pro Tyr Thr Gly
51 CTTAAAAGTG CCAGCACAAA ATGCTATAAG CACAACTTTC CCTTATACTG
GRATTTTCAC GGTCGTGTTT TACGATATTC GTGTTGAAAG GGAATATGAC

+2 Thr Gly Gin Glu Gin Asp Thr Pro Trp lle Leu
+1  -GlyAsp Pro Pro Tyr Ser His Gly Thr Gly Thr Gly Tyr Thr Met Asp Thr
101 GAGACCCTCC TTACAGCCAC GGGACAGGAA CAGGATACAC CATGGATACT
CTCTGGGAGG AATGTCGGIG CCCTGTCCTT GTCCTATGTG GTACCTATGA

+2 -letSer Thr Gly His lle Ser Thr Gin Lys Gly Glu Asp Gly Gln Gin Thr Pro-
+1  Val Asn Arg Thr His Gln Tyr Ser Glu Arg Gly Arg Trp Thr Thr Asn Thr
151 GTCAACAGGA CACATCAGTA CTCAGAAAGG GGAAGATGGA CAACAAACAC
CAGTTGTCCT GTGTAGTCAT GAGTCTTTCC CCTTCTACCT GTTGTTTGTG
+2 Prolys Leu Glu His Arg Asn Ser Thr Arg Leu Thr Gly His Cys Gin Lys

+41 ThiGlu Thr Gly Ala Pro Gin Leu Asn Pro lle Asp Gly Pro Leu Pro Glu Asp-
201 CGAAACTGGA GCACCGCAAC TCAACCCGAT TGACGGGCCA CTGCCAGAAG
GCTTTGACCT CGTGGCGTTG AGTTGGGCTA ACTGCCCGGT GACGGTCTTC

42  Thr Thr Asn Gin Val Val Thr Pro Lys Gin lle Val Tyr Tp Lys Gin Trp
+1 -AspAsn Glu Pro Ser Gly Tyr Ala Gin Thr Asp Cys Val Leu Glu Ala Met
251 ACAACGAACC AAGTGGTTAC GCCCAAACAG ATTGTGTATT GGAAGCAATG
TGTTGCTTGG TTCACCAATG CGGGTTTGTC TAACACATAA CCTTCGTTAC

+2 TEPro Ser Leu Arg Asn Pro lle Leu Val Ser Leu Arg Pro Arg Val Leulys
+1 Ala Phe Leu Glu Glu Ser His Pro Gly lie Phe Glu Thr Ser Cys LeuGlu
301 GCCTTCCTTG AGGAATCCCA TCCTGGTATC TTTGAGACCT CGTIGTCTTGA
CGGAAGGAAC TCCTTAGGGT AGGACCATAG AAACTCTGGA GCACAGAACT

+2 -lysArg Trp Arg Leu Phe Ser Lys His Glu Trp Thr Ser ***

+1 -GThr Met Glu Val Val Gin Gin Thr Arg Val Asp Lys Leu Thr Gin Gly Arg:
351 AACGATGGAG GTTGTTCAGC AAACACGAGT GGACAAGCTG ACACAAGGCC
TTGCTACCTC CAACAAGTCG TTTGTGCTCA CCTGTTCGAC TGTGTTCCGG
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Fig. S1. Sequence representation of segment 2 of the recombinant A/WSN/1933 (HINT1) virus knocked-out for PB1-F2 expression
(nucleotides 1 to 400). (A) The +1 reading-frame coding for PB1 and the +2 reading frame coding for PB1-F2 are translated in
blue (amino acids designed in the three letter code). The sequence coding for PB1-F2 originally is represented in bold. The
position of the start codons of PB1 and PB1-F2 are underlined. The position of the 4 in-frame start codons mutated to produce the
recombinant APB1-F2 virus is indicated in red. (B) Lysates of cells collected at 12 h post-infection were separated by SDS-PAGE
followed by western blot analysis with anti-NS1 (right panel) or anti-PB1-F2 antibodies (left panel). The relative molecular
weights (shown in thousands) were determined by reference to marker proteins.



