Supplementary Table 1: B-cell epitope prediction (ElliPro)
Table 1.1:  Predicted linear B-cell epitopes of chimera identified by ElliPro, with residue positions, peptide sequences, epitope length and protrusion-index (PI) score.
	No.
	Chain
	Start
	End
	Peptide
	No. of residues
	Score

	1
	A
	444
	523
	NDFTKDLELNLKKCGDGSVTGSSDSGSTTKKSSSSKNASRYDDYVKDKKSD
TENASETPSKYYDEKKYSSLDDYIKDDPY
	80
	0.834

	2
	A
	394
	438
	NPSDTENASETGPGPGLTTPSSYLSIVLDDNICGEDKAPWGPGPG
	45
	0.767

	3
	A
	1
	36
	MAKLSTDELLDAFKEMTLLELSDFVKKFEETFEVTA
	36
	0.724

	4
	A
	327
	359
	ARSNDLLIKRRWRTSKESNGENKGPGPGTNKKY
	33
	0.720

	5
	A
	289
	324
	NISTEQDGPGPGGKLFRKYIKKNISTEQDTLGPGPG
	36
	0.634

	6
	A
	41
	52
	AVAAAGAAPAGA
	12
	0.626

	7
	A
	114
	126
	DEAKAKLEAAGAT
	13
	0.621

	8
	A
	69
	94
	AAGDKKIGVIKVVREIVSGLGLKEAK
	26
	0.611

	9
	A
	219
	224
	GVREND
	6
	0.563



Table 1.2 : Predicted discontinuous (conformational) B-cell epitopes of the chimera identified by ElliPro, with constituent residues, epitope size and protrusion-index (PI) score.
	No.
	Residues
	No. of residues
	Score

	1
	K456, C457, G458, D459, G460, S461, V462, T463, G464, S465, S466, D467, S468, G469, S470, T471, T472
	17
	0.920

	2
	S493, D494, T495, E496
	4
	0.920

	3
	N497, A498, S499, E500, T501, P502, S503, K504
	8
	0.912

	4
	R339, T340, S341, K342, E343, S344, N345, G346, E347
	9
	0.897

	5
	K473, K474, S475, S476, S477, S478, K479, N480, A481, S482, R483, Y484, D485, D486, Y487
	15
	0.887

	6
	V488, K489, D490, K491
	4
	0.847

	7
	N394, P395, S396, D397, T398, E399, N400, A401, S402, E403, T404, G405, P406, G407, P408, G409, L410, T411, T412, P413, S414, S415
	22
	0.823

	8
	Y506, D507, E508, K509, K510, Y511, S512, S513, L514, D515, D516, Y517, I518, K519
	14
	0.795

	9
	Y416, L417, S418, I419, V420, L421, D422, D423, N424, I425, C426, G427, E428
	13
	0.787

	10
	N348, K349, G350, P351, G352, P353, G354, T355, N356, K357, K358, Y359
	12
	0.749

	11
	M1, A2, K3, L4, S5, T6, D7, E8, L9, L10, D11, A12, F13, K14, E15, M16, T17, L18, L19, E20, L21, S22, D23, F24, V25, K26, K27, F28, E29, E30, T31, F32, V34, T35, A36
	35
	0.725

	12
	D295, G296, P297, G298, P299, G300, G301, K302, L303, F304, R305, K306
	12
	0.721

	13
	N444, D445, F446, T447, K448, D449, L450, E451, L452, N453, L454
	11
	0.663

	14
	A41, V42, A43, A44, A45, G46, A47, A48, P49, A50, G51, A52
	12
	0.626

	15
	D429, K430, A431, P432, W433, G434, P435, G436, P437, G438
	10
	0.617

	16
	A69, A70, G71, D72, K73, K74, I75, G76, V77, I78, K79, V80, V81, R82, E83, I84, V85, S86, G87, L88, G89, L90, K91, A93, K94, V97, D98, G99, L104, E111, D114, E115, A116, K117, A118, K119, L120, E121, A122, A123, G124, A125, T126
	43
	0.602

	17
	D317, T318, L319, G320, P321, G322, P323, G324
	8
	0.590

	18
	Y307, I308, K309, K310, N311, I312, S313, T314, E315, Q316
	10
	0.585

	19
	N289, I290, S291, T292, E293
	5
	0.576

	20
	D520, D521, P522, Y523
	4
	0.572

	21
	G219, V220, R221, N223, D224
	5
	0.569

	22
	A327, R328, N330, D331, L332, L333, I334, K335, R336, R337
	10
	0.554



Supplementary Table 2: Structural quality scores of the GalaxyRefine-refined models compared with the initial model
	Model
	GDT-HA
	RMSD
	MolProbity
	Clash score
	Poor rotamers
	Rama favored

	Initial
	1.0000
	0.000
	2.254
	1.2
	6.2
	72.4

	MODEL 1
	0.8492
	0.783
	1.172
	1.4
	0.2
	95.6

	MODEL 2
	0.8428
	0.793
	1.217
	1.7
	0.4
	95.8

	MODEL 3
	0.8601
	0.771
	1.198
	1.6
	0.2
	95.8

	MODEL 4
	0.8537
	0.762
	1.252
	2.1
	0.2
	96.0

	MODEL 5
	0.8582
	0.756
	1.152
	1.3
	0.2
	95.6



