	Model’s
	Sequence Identity
	Query Cover
	PDB

Template
	Max Deviation
	Q-Mean

Score
	DOPE Score
	Ramachandran Plot
	Z-Score

	Model 01
	   21%
	 59%
	4N6H-A
	     3.0
	0.426
	-34453.63
	Core  94.9%
	     -4.20

	Model 02
	   21%
	 59%
	4N6H-A
	     4.0
	0.388
	-34453.63
	Core  95.7%
	     -4.23

	Model 03
	   21%
	 59%
	4N6H-A
	     3.2
	0.405
	-34453.63
	Core  94.9%
	     -4.19

	Model 04
	   21%
	 59%
	4N6H-A
	     3.2
	0.413
	-34453.63
	Core  95.3%
	     -4.39

	Model 05
	   21%
	 59%
	4N6H-A
	     3.0
	0.407
	-34453.63
	Core  95.7%
	     -4.32

	Model 06
	   21%
	 59%
	4N6H-A
	     3.0
	0.386
	-33543.40
	Core  94.9%
	     -4.02

	Model 07
	   21%
	 59%
	4N6H-A
	     3.0
	0.382
	-33543.40
	Core  95.3%
	     -3.92

	Model 08
	   21%
	 59%
	4N6H-A
	     3.0
	0.355
	-33543.40
	Core  94.9%
	     -3.95

	Model 09
	   21%
	 59%
	4N6H-A
	     3.0
	0.364
	-33543.40
	Core  94.9%
	     -3.97

	Model 10
	   21%
	 59%
	4N6H-A
	     3.0
	0.394
	-33543.40
	Core  95.7%
	     -4.14

	Model 11
	   21%
	 59%
	4N6H-A
	     3.0
	0.393
	-33543.40
	Core  95.3%
	     -4.13

	Model 12
	   21%
	 59%
	4N6H-A
	     3.0
	0.365
	-33543.40
	Core  94.5%
	     -4.01

	Model 13
	   21%
	59%
	4N6H-A
	     4.0
	0.387
	-33543.40
	Core  94.5%
	     -4.12

	Model 14
	   21%
	 59%
	4N6H-A
	     3.0
	0.365
	-33543.40
	Core  94.9%
	     -4.06

	Model 15
	   21%
	 59%
	4N6H-A
	     3.0
	0.374
	-33543.40
	Core  94.5%
	     -4.04

	Model 16
	   21%
	 59%
	4N6H-A
	     13.6
	0.282
	-38050.32
	Core  88.4%
	     -3.61

	Model 17
	   23%
	 41%
	3ZEV-A
	     5.1
	0.200
	-44573.55
	Core  83.0%
	     -2.44

	Model 18
	   22%
	 53%
	3PWH-A
	     17.6
	0.341
	-39122.62
	Core  78.0%
	     +1.16

	Model 19
	   23%
	 57%
	4EA3-A
	     11.7
	0.265
	-38050.32
	Core  77.5%
	     -0.57

	Model 20
	   25%
	 39%
	4BV0-A
	     17.8
	0.190
	-40180.99
	Core  77.3%
	     -0.08


Table S1- Top 20 best models out of 186, depicting sequence identity, percentage of core region in Ramachandran plot and Z value. 
