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Supplement Figure 1. DPP peptides were attracted to the HA surface. The
phosphorylated peptides 1P and 5P were the sequences with greatest predicted affinity
for HA.
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Supplement Figure 2. Root Mean Square Fluctuation plot (RMSF plot) calculated for all
individual residues for phosphorylated peptide (peptide 2P-HA and peptide 2P) and
unphosphorylated peptide (Peptide 2 and Peptide 2-HA). The B-factor analysis showed
the average structures.



