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Figure S1 Physical map of the pHKU_FluA plasmid used as a backbone for construction of reverse genetic influenza A viruses in this study.
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Figure S2 HA sequence analysis and reverse genetics. (A) HA sequences from A/Qingyuan/GIRD1/2017 (H7N9) (QY) and A/Zhejiang/
DTID-ZJU01/2013 (H7N9) (ZJ1) viruses are aligned. The black box indicates the HA receptor binding site (H3 numbering), and the red 
frame indicates the area that was engineered in the reverse genetic QY HA∆ virus. (B) Amino acid differences between QY WT and QY 
HAΔ.
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Figure S3 Sequence at HA cleavage site determines pathogenicity.


