[bookmark: _GoBack]S1 Fig: Sequence Analysis of GMP HRV-16 Challenge Virus
GMP HRV16 RVL polyprotein sequence has 99% identity with GenBank L24917 HRV-16 polyprotein sequence and 94-99% identity with more recent oronasal isolates. We conclude that the GMP HRV RVL sequence is 100% conserved with three other HRV-16 sequences and shows marginal higher homology with the 1995 sequence compared to more recent isolates.
The table below shows a more detailed sequence analysis of GMP HRV16 RLV relative to the consensus sequence (CON) in multiple sequence alignments. A number of differences can be found with the majority also found in the L24917 HRV16 polyprotein sequence. There are two changes specific to GMP HRV16-RVL namely; V635L and K1522R. These amino acid changes map to VP1 and 3C respectively (see below) and are very conservative regarding amino functionality.
	Position
	CON seq
	GMP seq
	Unique to GMP?
	Gene
	GMP seq also found in …

	635
	V
	L
	YES
	VP4 (capsid)
	 

	684
	T
	A
	NO
	VP4 (capsid)
	AAA69862

	836
	T
	S
	NO
	VP4 (capsid)
	AAA69862

	890
	V
	I
	NO
	2A
	AAA69862

	895
	N
	S
	NO
	2A
	AAA69862

	1196
	N
	T
	NO
	2C (helicase)
	AAA69862

	1522
	K
	R
	YES
	3C (cys protease)
	 

	1544
	V
	I
	NO
	3C (cys protease)
	AAA69862

	1744
	E
	K
	NO
	3D (RdRp)
	AAA69862

	2178
	A
	T
	NO
	3D (RdRp)
	AAA69862



