	Protein ID
	Number of residues (BMRB)
	Q3 score

(H, B, C)
	Q6 score

(I,I’,II,II’,VIII turns,

non-turns)
	Q3 score 

(edge/interior β-strand, 

non-strand)
	Q2 score

(β-hairpins,

non-hairpins)

	Cu, Zn Superoxide Dismutage (Human)
PDB: 1HL5; BMRB: 4202
	146

	94
	91
	85
	100

	S1S2J complex with ACPA

PDB: 1M5E; BMRB: 5182
	251
	95
	95
	93
	93

	Pyruvate Phosphate Dikinase
PDB: 1KBL; BMRB: 6932
	127
	91
	94
	86
	98

	Crystal Structure of HPPK
PDB: 1HKA; BMRB: 4299
	147
	98
	89
	99
	100

	Skeletal Muscle Troponin-C
PDB:1TOP; BMRB:4401
	90
	88
	96
	100
	100

	Structure of Myoglobin

PDB: 1A6K; BMRB: 4061
	148
	88
	97
	100
	100

	CheY double mutant alone and in complex

PDB: 1U8T; BMRB:4472
	118
	96
	93
	90
	100

	Structure of Antithrombotic Monoclonal Antibody
PDB: 2ADF; BMRB: 5456
	187
	95
	96
	98
	91

	CRYSTAL STRUCTURE OF MERCURY-HAH1

PDB: 1FE4; BMRB: 6266
	67
	90
	94
	98
	76

	Sugar binding arabinose-binding protein mutant

PDB: 8ABP; BMRB:6136
	286
	97
	90
	94
	96


Table: CSI 3.0 Performance on a test set of 10 proteins (randomly selected)
