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WSN        MGQEQDTPWILSTGHISTQKGEDGQQTPKLEHRNSTRLMGHCQKTMNQVVMPKQIVYWKQWPSLRNPILVSLRPRVLKRWRLFSKHEWTS
PR8        MGQEQDTPWILSTGHISTQKREDGQQTPKLEHRNSTRLMGHCQKTMNQVVMPKQIVYWKQWLSLRNPILVFLKTRVLKRWRLFSKHE---
1918       MGQEQDTPWILSTGHISTQKREDGQQTPRLEHHNSTRLMDHCQKTMNQVVMPKQIVYWKQWLSLRSPTPVSLKTRVLKRWRLFSKHEWTS

HK97       MEQEQDTPWTQSTEHINIQKKGGGQQTQRPEHPNSTLLMDHYLKITSRAGMHKQIVYWKQWLSLKNPTQDSLKTHVLKRWKLSSKREWIS
VN04       MEQGQDTPWTQSTEHTNIQKRGSGQQTQRLEHPNSTRLMDHYLRIMSPVGTHKQIVYWKQWLSLKNPTQGSLKTRVLKRWKLFNKQEWIN
Nig06      MGQGQGTPWTQSTEHTNIQKRGSGQQTQRLEHPNSTRLMGHYLRIMSPVVMHKQIVYWKQWLSLKNPTQGSLKTRVLKRWKLFNKQEWIN
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Supplemental Figure S1:

Alignment of PB1-F2 sequences from H1N1 and H5N1 viral strains. Location of key sequences and polymorphisms are

indicated. CLUSTALW (http://www.ebi.ac.uk/Tools/msa/clustalw2/) was used to perform the alignment. The virus

sequences used to make the alignment are : A/Puerto Rico/8/1934(H1N1) [PR8]; A/WSN/1933(H1N1) [WSN]; A/Brevig

Mission/1/1918(H1N1) [1918]; A/duck/Niger/2090/2006(H5N1) [Nig06]; A/Viet Nam/1203/2004(H5N1) [VN04] and

A/Hong Kong/156/97(H5N1) [HK97].
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