
Table S2. Interactions between the E-267 residue within helix αB and its environment

	Residue
	Interaction type
	Atom
	Distance
	Estimated Strength#

	T267
	Hydrogen bonds
	T267 (OG1)
	Q261 (NE2)
	2.9 Å
	-3.2 kcal/mol

	
	
	T267 (CG2)
	G263 (O)
	3.1 Å
	-2.9 kcal/mol

	
	Hydrophobic interactions
	T267 (CG2)
	A1*, V2*, Y27*
	
	-4.5 kcal/mol

	H267
	Hydrogen bonds
	H267 (NE2)
	A1* (O)
	2.7 Å
	-3.3 kcal/mol

	
	
	H267 (NE2)
	Q261 (NE2)
	2.9 Å
	-3.0 kcal/mol

	
	Hydrophobic interactions
	H267 (CO2, CG)
	A1*, V2*, Y27*
	
	-4.8 kcal/mol

	Q267
	Hydrogen bond
	Q267
	A1* (O)
	3.1 Å
	-2.9 kcal/mol


The symbol * represents the residue from M protein.
#The distance of strengths of hydrogen bonds and hydrophobic interactions were estimated by PISA.
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