	
	
	DB 0
	DB 1
	DB 2
	DB 3
	DB 4

	
	
	Freq (%)
	lg
	Freq (%)
	lg
	Freq (%)
	lg
	Freq (%)
	lg
	Freq (%)
	lg

	PBs
	
	31.39
	10.65
	33.02
	11.11
	32.84
	11.05
	32.45
	10.99
	32.05
	10.94

	
	
	18.25
	5.39
	18.64
	5.46
	18.64
	5.45
	18.77
	5.44
	18.85
	5.44

	
	coil
	50.35
	  
	48.35
	  
	48.51
	  
	48.79
	  
	49.10
	 

	Nb res
	
	162 830
	
	565 364
	
	712 075
	
	870 094
	
	1 132 639
	

	nb chains
	
	887
	
	2 722
	
	3 325
	
	3 983
	
	5 081
	

	pc
	
	20
	
	20
	
	25
	
	30
	
	40
	

	Res (Å)
	
	1.6
	
	2.5
	
	2.5
	
	2.5
	
	2.5
	

	Rfactor
	
	0.25
	
	1
	
	1
	
	1
	
	1
	

	
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	

	
	
	DB 5
	DB 6
	DB 7
	DB 8
	DB 9

	
	
	Freq (%)
	lg
	Freq (%)
	lg
	Freq (%)
	lg
	Freq (%)
	lg
	Freq (%)
	lg

	PBs
	
	30.62
	10.65
	32.03
	11.09
	31.70
	10.91
	31.54
	10.91
	30.0798
	10.65

	
	
	18.58
	5.4125
	18.87
	5.48
	18.78
	5.45
	18.90
	5.45
	18.8677
	5.42

	
	coil
	50.79
	  
	49.08
	  
	49.51
	  
	49.55
	  
	51.0525
	  

	Nb res
	
	276 586
	  
	415 360
	  
	1 513 629
	  
	1 572 412
	  
	312 219
	  

	nb chains
	
	1425
	
	5847
	
	6823
	
	7141
	
	1630
	

	pc
	
	50
	
	50
	
	70
	
	80
	
	90
	

	Res (Å)
	
	1.6
	
	2.5
	
	2.5
	
	2.5
	
	2.5
	

	Rfactor
	
	0.25
	
	1
	
	1
	
	1
	
	1
	


Supplementary data I. The non-redundant databanks. 

Are give the frequencies of each secondary structure states in terms of Protein Blocks with the average length (lg) of repetitive structures, the number of residues (Nb res), number of chains (nb chains), percentage of sequence identity (pc), resolution (res) and R-factor.

