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Supplementary Figure Captions 

Figure S1. Relationship between different metapneumovirus was deduced using the F 

genes. The ML tree was reconstructed using IQtrees. The different metapneumovirus 

are expressed by different colors. The conserved integrin-binding motifs located in the 

F protein were all labeled behind the phylogenetic tree. 

 

Figure S2. (A) F protein structure of aMPV/C predicted using AlphaFold2. The F 

protein includes three regions, F0, F1, and F2, where F0 is the splicing region. (B) 

Location of the RSD motif in the F protein. 

 

Figure S3. F protein structures of hMPV and aMPV/C. A comparison of the structures 

of the two viruses predicted by Alphafold2. 

 

Figure S4. aMPV/C F protein can bind with hITGB1. POCASA 1.1 was used to predict 

the binding sites, and AutoDock Vina1.1.2 was used for docking. 

 

 


