	PB change 
	DSSP 
	SEGNO
	PROMOTIF

	(g,p)
	(T,T): 27.8

(G,G): 19.4

(G,T): 6.9
	(C,C): 46.0

(C,G): 13.6

(G,G): 11.8
	(G,G): 19.6

(C,C): 16.2

(BTI,BTI): 8.3

	(i,p)
	(T,T): 30.5

(T,S): 22.2

(S,S): 11.0
	(C,C): 94.3

(C,E): 1.8

(C,G): 1.8
	(BTIV,BTIV): 17.8

(BTII,BTII): 17.7

(BTII,BTIV): 9.0

	(b,i)
	(T,T): 47.5

(S,T): 16.2

(S,S): 11.3
	(C,C): 98.4

(E,C): 0.8

(C,F): 0.5
	(BT1,BTII): 23.1

(BTI,BTIV): 14.2

(BTIV,BTII): 10.7

	(h,j)
	(T,T): 58.4

(S,T): 10.7

(T,S): 10.3
	(C,C): 85.2

(E,C): 5.0

(N,C): 3.8
	(BTIV,BTIV): 48.4

(BTIV,BTII’): 18.1

(BTII,BTIV): 6.1

	(h,k)
	(T,T): 44.0

(T,S): 14.8

(S,T): 6.8
	(C,C): 51.4

(P,C): 14.1

(E,C): 10.6
	(BTII,BTI): 27.0

(BTIV,BTI): 15.6

(BTIV,BTIV): 14.7

	(a,c)
	(E,E): 27.2

(C,C): 27.0

(C,E): 12.2
	(E,E): 37.9

(C,C): 21.8

(C,E): 8.0
	(E,E): 27.4

(BTII,BTI): 7.7

(C,C): 7.3


Table S1. Some of the preferred PB substitutions and the three most frequent secondary structure changes associated with them. The secondary structure assignments were made using DSSP(1), SEGNO(2) and PROMOTIF(3) (refer Table 1 for details of the assignment abbreviations). The corresponding percentage of occurrence is also given.
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