
protein peptide source virusa A/California/04/2009 A/Kawasaki/173/2001
HA A/New Caledonia/20/1999 79.8 99.3
HA A/California/04/2009 100 79.8
NA A/New Caledonia/20/1999 81.7 99.2
M1 A/New York/348/2003 93.7 99.7
M2 A/New York/348/2003 82.5 98
NP A/New York/348/2003 89.8 99.6

NS1 A/New York/348/2003 80.5 99.1
NS2 A/New York/348/2003 86.8 100
PA A/New York/348/2003 94 99.3

PB1 A/New York/348/2003 94.5 99.4
PB2 A/New York/348/2003 93.9 99

Table S1. Percent amino acid identity between peptide library viruses and challenge 
viruses used in this experiment.

aPeptide libraries were constructed using the protein sequences of A/New Caledonia/20/1999 or 
A/California/04/2009 (H1N1pdm) for HA; A/New Caledonia/20/1999 (H1N1) for NA; A/New York 
444/2001 (H1N1) for NS1; and A/New York/348/2003 (H1N1) for the remaining proteins. Tabulated 
here is the percent amino acid identity between proteins of these viruses and the challenge viruses 
used in these experiments. Note that H1N1pdm HA peptides were only used after challenge with 
H1N1pdm.


