


	gp120 for indicated HIV strain
	PDB ID
	RMSD between relaxed model and crystal structure

	Q23-17
	4j6r
	1.4

	YU2-DG
	3tgq
	2.1

	Du172-17
	5te7
	2.8

	RHPA-7
	5t33
	2.2

	X2088-c9
	5te4
	2.5

	ZM109-4
	3tih
	1.9

	JRCSF-JB
	4r2g
	2.4

	HXB2-DG
	1g9m
	2.5

	Q842-d12
	4xmp
	2.4

	Average
	
	2.2


Table S1: ROSETTA relaxed models used in BROAD optimization were compared to solved structures of gp120 viral variants and the root mean squared deviation (RMSD) was computed over Cα atoms on gp120. The relax protocol recapitulates the gp120 conformations with an average RMSD of 2.2 Å.
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