Supplementary Table 1: Sequence homology among Saudi human metapneumoviruses
	HMPV genetic group
	Complete G protein gene sequence
	Partial F protein gene sequence*

	
	Nucleotides
	Amino Acids
	Nucleotides
	Amino Acids

	
	All
	56.9-99%
	33-99.5%
	85.7-100%
	95.4-100%

	Subgroup
	A#
	87.9-99.8%
	79.8-99.5%
	96.4-99.8%
	100%

	
	B#
	81.9-99%
	66.8-98.4%
	95.2-100%
	97.7-100%

	
	A-B©
	56.9-61.1%
	33-37.8%
	85.7-87.6%
	95.4-97.1%

	genotypes
	A2#
	87.9-99.8%
	79.8-993.5%
	96.4-99.8%
	100%

	
	B1#
	98.2-99%
	97.5-98.4%
	98.3-99.8%
	98.9-100%

	
	B2#
	96%
	93.3%
	99.2-100%
	99.4-100%

	
	B1-B2©
	81.9-83%
	66.6-67.1%
	95.2-96.4%
	97.7-99.4%

	Lineages
	A2b#
	97.2-99.8%
	93.6-99.5%
	97.3-99.8%
	100%

	
	A2a-A2b©
	87.9-88.2%
	79.4-80.8%
	96.4-97.3%
	100%


* Nucleotides 571-1097 of F gene sequence 
# Sequence homology among Saudi strains of the same genetic group (i.e. subgroup, genotype, lineage)
© Sequence homology between Saudi strains of 2 different genetic groups
 

