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Table S1. Detailed pairwise intermolecular interactions between SafD (chain name: A) and the native co-crystallized peptide (chain name: P). The inter-residues distances, the type of interaction, and the number of hydrogen bonding, and salt bridge interactions are summarized in the table
	SafD
Residues
	Peptide
Residues
	Distance 
(Å)
	Specific Interactions
	#HB
	#Salt Bridges
	SafD
Residues
	Peptide
Residues
	Distance (Å)
	Specific Interactions
	#HB
	#Salt Bridges

	A:Cys 148
	P:Gln 168
	3.2
	
	0
	0
	A:Val 98
	P:Ile 174
	3.8
	
	0
	0

	A:Cys 148
	P:Pro 164
	3.6
	
	0
	0
	A:Ile 96
	P:Phe 176
	2.8
	
	0
	0

	A:Ala 147
	P:Gln 168
	2.1
	1x hb to P:Gln 168
	1
	0
	A:Ile 96
	P:Ile 174
	3.4
	
	0
	0

	A:Ala 147
	P:Gln 169
	3.9
	
	0
	0
	A:Gln 89
	P:Asp 173
	2.5
	
	0
	0

	A:Lys 146
	P:Gln 169
	2.3
	
	0
	0
	A:Leu 86
	P:Ile 174
	2.8
	
	0
	0

	A:Lys 146
	P:Gln 168
	2.7
	
	0
	0
	A:Trp 71
	P:Pro 164
	2.6
	
	0
	0

	A:Lys 146
	P:Pro 164
	2.4
	
	0
	0
	A:Ala 55
	P:Val 172
	3.5
	
	0
	0

	A:Phe 145
	P:Lys 170
	2.4
	2x hb to P:Lys 170
	2
	0
	A:Ala 55
	P:Ile 174
	3.5
	
	0
	0

	A:Phe 145
	P:Gln 169
	2.6
	
	0
	0
	A:Leu 54
	P:Ile 174
	2.5
	
	0
	0

	A:Asp 144
	P:Ser 171
	2.1
	1x hb to P:Ser 171
	1
	0
	A:Leu 54
	P:Phe 176
	2.3
	
	0
	0

	A:Asp 144
	P:Lys 170
	2.5
	
	0
	0
	A:Met 52
	P:Phe 176
	3.4
	
	0
	0

	A:Leu 143
	P:Val 172
	1.9
	2x hb to P:Val 172
	2
	0
	A:Val 48
	P:Phe 176
	2.3
	
	0
	0

	A:Leu 143
	P:Ser 171
	2.5
	
	0
	0
	A:Ala 45
	P:Phe 176
	2.5
	
	0
	0

	A:Leu 143
	P:Lys 170
	4.0
	
	0
	0
	A:Ala 45
	P:Ser 177
	1.9
	1x hb to P:Ser 177
	1
	0

	A:Leu 143
	P:Ile 174
	2.3
	
	0
	0
	A:Ala 45
	P:Ser 178
	2.7
	
	0
	0

	A:Leu 143
	P:Asp 173
	3.5
	
	0
	0
	A:Arg 44
	P:Phe 176
	2.6
	
	0
	0

	A:Thr 142
	P:Asp 173
	2.5
	
	0
	0
	A:Arg 44
	P:Ser 177
	2.5
	
	0
	0

	A:Thr 142
	P:Val 172
	2.7
	
	0
	0
	A:Arg 44
	P:Ser 178
	3.6
	
	0
	0

	A:Thr 142
	P:Ser 171
	2.2
	
	0
	0
	A:Phe 43
	P:Phe 176
	2.6
	
	0
	0

	A:Thr 142
	P:Ile 174
	3.8
	
	0
	0
	A:Phe 43
	P:Ser 177
	2.3
	1x hb to P:Ser 177
	1
	0

	A:Trp 141
	P:Ile 174
	1.9
	2x hb to P:Ile 174
	2
	0
	A:Phe 43
	P:Val 175
	2.5
	
	0
	0

	A:Trp 141
	P:Asp 173
	2.6
	
	0
	0
	A:Phe 43
	P:Ile 174
	2.6
	
	0
	0

	A:Trp 141
	P:Val 172
	3.8
	
	0
	0
	A:Val 39
	P:Val 172
	2.4
	
	0
	0

	A:Trp 141
	P:Phe 176
	2.1
	
	0
	0
	A:Val 39
	P:Asp 173
	2.9
	
	0
	0

	A:Trp 141
	P:Val 175
	3.8
	
	0
	0
	A:Val 39
	P:Ile 174
	2.3
	
	0
	0

	A:Thr 140
	P:Val 175
	2.4
	
	0
	0
	A:Arg 38
	P:Val 172
	3.6
	
	0
	0

	A:Thr 140
	P:Ile 174
	2.5
	
	0
	0
	A:Leu 37
	P:Lys 170
	2.6
	
	0
	0

	A:Thr 140
	P:Asp 173
	2.2
	
	0
	0
	A:Leu 37
	P:Val 172
	2.3
	
	0
	0

	A:Thr 140
	P:Phe 176
	3.4
	
	0
	0
	A:Leu 37
	P:Ser 171
	3.2
	
	0
	0

	A:Asp 139
	P:Phe 176
	2.1
	1x hb to P:Phe 176
	1
	0
	A:Thr 36
	P:Lys 170
	2.2
	
	0
	0

	A:Asp 139
	P:Val 175
	3.0
	
	0
	0
	A:Thr 35
	P:Glu 167
	2.0
	1x hb to P:Glu 167
	1
	0

	A:Asp 139
	P:Ile 174
	3.9
	
	0
	0
	A:Thr 35
	P:Lys 170
	2.5
	
	0
	0

	A:Ala 138
	P:Phe 176
	2.7
	
	0
	0
	A:Thr 35
	P:Gln 169
	3.4
	
	0
	0

	A:Ala 138
	P:Ser 177
	3.2
	
	0
	0
	A:Thr 35
	P:Gln 168
	2.4
	
	0
	0

	A:Ala 138
	P:Ser 178
	2.2
	
	0
	0
	A:Gln 34
	P:Glu 167
	2.7
	
	0
	0

	A:Pro 137
	P:Phe 176
	2.9
	
	0
	0
	A:Leu 33
	P:Gln 168
	2.3
	
	0
	0

	A:Val 136
	P:Phe 176
	2.9
	
	0
	0
	A:Leu 33
	P:Glu 167
	2.4
	
	0
	0

	A:Val 128
	P:Ile 174
	3.8
	
	0
	0
	A:Lys 32
	P:Glu 167
	2.4
	1x salt bridge to P:Glu 167
	0
	1




Table S2. The designed 110 SafD binding peptides using virtual mutagenesis studies. The residue locations of the peptides (chain name: P), their residue names before and after mutation and the ∆ affinity values (in kcal/mol) are listed. 
	Residue
	Original
	Mutated
	∆ Affinity

	P:164
P:168
P:169
P:170
P:171
P:172
	PRO
GLN
GLN
LYS
SER
VAL
	TRP
PHE
ARG
TRP
ARG
MET
	-189.04

	P:164
P:168
P:169
P:170
P:171
P:177
	PRO
GLN
GLN
LYS
SER
SER
	TRP
PHE
ARG
TRP
ARG
TYR
	-188.28

	P:164
P:168
P:169
P:170
P:171
P:177
	PRO
GLN
GLN
LYS
SER
SER
	TRP
PHE
ARG
TRP
ARG
MET
	-186.8

	P:164
P:168
P:169
P:170
P:171
P:173
	PRO
GLN
GLN
LYS
SER
ASP
	TRP
PHE
ARG
TRP
ARG
THR
	-185.02

	P:164
P:167
P:168
P:169
P:170
P:171
	PRO
GLU
GLN
GLN
LYS
SER
	TRP
GLN
PHE
ARG
TRP
ARG
	-184.55

	P:164
P:165
P:168
P:169
P:170
P:171
	PRO
ASN
GLN
GLN
LYS
SER
	TRP
LEU
PHE
ARG
TRP
ARG
	-183.85

	P:164
P:168
P:169
P:170
P:171
P:173
	PRO
GLN
GLN
LYS
SER
ASP
	TRP
PHE
ARG
TRP
ARG
ASN
	-183.82

	P:164
P:168
P:169
P:170
P:171
P:173
	PRO
GLN
GLN
LYS
SER
ASP
	TRP
PHE
ARG
TRP
ARG
LEU
	-183.49

	P:164
P:168
P:169
P:170
P:171
	PRO
GLN
GLN
LYS
SER
	TRP
PHE
ARG
TRP
ARG
	-183.33

	P:164
P:168
P:169
P:170
P:171
P:178
	PRO
GLN
GLN
LYS
SER
SER
	TRP
PHE
ARG
TRP
ARG
LEU
	-183.09

	P:164
P:168
P:169
P:170
P:171
P:172
	PRO
GLN
GLN
LYS
SER
VAL
	TRP
PHE
ARG
TRP
ARG
LEU
	-182.3

	P:164
P:168
P:169
P:170
P:171
P:172
	PRO
GLN
GLN
LYS
SER
VAL
	TRP
PHE
ARG
TRP
ARG
ILE
	-182.27

	P:164
P:166
P:168
P:169
P:170
P:171
	PRO
SER
GLN
GLN
LYS
SER
	TRP
HID
PHE
ARG
TRP
ARG
	-182.14

	P:164
P:168
P:169
P:170
P:171
P:173
	PRO
GLN
GLN
LYS
SER
ASP
	TRP
PHE
ARG
TRP
ARG
CYS
	-182.13

	P:164
P:165
P:168
P:169
P:170
P:171
	PRO
ASN
GLN
GLN
LYS
SER
	TRP
HIP
PHE
ARG
TRP
ARG
	-182.1

	P:164
P:165
P:168
P:169
P:170
P:171
	PRO
ASN
GLN
GLN
LYS
SER
	TRP
TYR
PHE
ARG
TRP
ARG
	-182.04

	P:164
P:168
P:169
P:170
P:171
P:178
	PRO
GLN
GLN
LYS
SER
SER
	TRP
PHE
ARG
TRP
ARG
CYS
	-181.47

	P:164
P:166
P:168
P:169
P:170
P:171
	PRO
SER
GLN
GLN
LYS
SER
	TRP
ALA
PHE
ARG
TRP
ARG
	-181.22

	P:164
P:165
P:168
P:169
P:170
P:171
	PRO
ASN
GLN
GLN
LYS
SER
	TRP
GLN
PHE
ARG
TRP
ARG
	-181.22

	P:164
P:165
P:168
P:169
P:170
P:171
	PRO
ASN
GLN
GLN
LYS
SER
	TRP
HID
PHE
ARG
TRP
ARG
	-181.18

	P:164
P:165
P:168
P:169
P:170
P:171
	PRO
ASN
GLN
GLN
LYS
SER
	TRP
ALA
PHE
ARG
TRP
ARG
	-180.74

	P:164
P:168
P:169
P:170
P:171
P:178
	PRO
GLN
GLN
LYS
SER
SER
	TRP
PHE
ARG
TRP
ARG
TYR
	-179.66

	P:164
P:168
P:169
P:170
P:171
P:178
	PRO
GLN
GLN
LYS
SER
SER
	TRP
PHE
ARG
TRP
ARG
HID
	-178.59

	P:164
P:167
P:169
P:170
P:174
P:175
	PRO
GLU
GLN
LYS
ILE
VAL
	TRP
GLN
ARG
TRP
MET
ARG
	-178.51

	P:164
P:168
P:169
P:170
P:171
P:178
	PRO
GLN
GLN
LYS
SER
SER
	TRP
PHE
ARG
TRP
ARG
ASP
	-178.47

	P:164
P:168
P:169
P:170
P:171
P:176
	PRO
GLN
GLN
LYS
SER
PHE
	TRP
PHE
ARG
TRP
ARG
MET
	-178.4

	P:164
P:166
P:168
P:169
P:170
P:171
	PRO
SER
GLN
GLN
LYS
SER
	TRP
VAL
PHE
ARG
TRP
ARG
	-178.3

	P:164
P:168
P:169
P:170
P:171
P:177
	PRO
GLN
GLN
LYS
SER
SER
	TRP
PHE
ARG
TRP
ARG
THR
	-178.28

	P:164
P:166
P:168
P:169
P:170
P:171
	PRO
SER
GLN
GLN
LYS
SER
	TRP
LEU
PHE
ARG
TRP
ARG
	-178.19

	P:164
P:166
P:168
P:169
P:170
P:171
	PRO
SER
GLN
GLN
LYS
SER
	TRP
ASN
PHE
ARG
TRP
ARG
	-177.98

	P:164
P:168
P:169
P:170
P:171
P:178
	PRO
GLN
GLN
LYS
SER
SER
	TRP
PHE
ARG
TRP
ARG
GLY
	-177.95

	P:164
P:169
P:170
P:171
P:174
P:175
	PRO
GLN
LYS
SER
ILE
VAL
	TRP
ARG
TRP
MET
MET
ARG
	-176.09

	P:164
P:167
P:169
P:170
P:171
P:177
	PRO
GLU
GLN
LYS
SER
SER
	TRP
GLN
ARG
TRP
ARG
ILE
	-175.78

	P:164
P:169
P:170
P:174
P:175
	PRO
GLN
LYS
ILE
VAL
	TRP
ARG
TRP
MET
ARG
	-175.45

	P:164
P:169
P:170
P:174
P:175
P:178
	PRO
GLN
LYS
ILE
VAL
SER
	TRP
ARG
TRP
MET
ARG
GLU
	-175.25

	P:164
P:165
P:168
P:169
P:170
P:171
	PRO
ASN
GLN
GLN
LYS
SER
	TRP
GLU
PHE
ARG
TRP
ARG
	-175.24

	P:164
P:167
P:169
P:170
P:171
	PRO
GLU
GLN
LYS
SER
	TRP
GLN
ARG
TRP
ARG
	-175.2

	P:164
P:166
P:167
P:169
P:170
P:171
	PRO
SER
GLU
GLN
LYS
SER
	TRP
ASN
GLN
ARG
TRP
ARG
	-175.16

	P:164
P:166
P:167
P:169
P:170
P:171
	PRO
SER
GLU
GLN
LYS
SER
	TRP
HIE
GLN
ARG
TRP
ARG
	-175.15

	P:164
P:165
P:167
P:169
P:170
P:171
	PRO
ASN
GLU
GLN
LYS
SER
	TRP
CYS
GLN
ARG
TRP
ARG
	-174.94

	P:164
P:166
P:168
P:169
P:170
P:171
	PRO
SER
GLN
GLN
LYS
SER
	TRP
ASP
PHE
ARG
TRP
ARG
	-174.79

	P:164
P:167
P:169
P:170
P:171
P:172
	PRO
GLU
GLN
LYS
SER
VAL
	TRP
GLN
ARG
TRP
ARG
LEU
	-174.59

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	TRP
ARG
TRP
THR
MET
ARG
	-174.43

	P:164
P:165
P:169
P:170
P:174
P:175
	PRO
ASN
GLN
LYS
ILE
VAL
	TRP
HIE
ARG
TRP
MET
ARG
	-174.38

	P:164
P:165
P:169
P:170
P:174
P:175
	PRO
ASN
GLN
LYS
ILE
VAL
	TRP
PRO
ARG
TRP
MET
ARG
	-174.3

	P:164
P:167
P:169
P:170
P:171
P:174
	PRO
GLU
GLN
LYS
SER
ILE
	TRP
GLN
ARG
TRP
ARG
MET
	-174.23

	P:164
P:167
P:168
P:169
P:170
P:171
	PRO
GLU
GLN
GLN
LYS
SER
	TRP
GLN
VAL
ARG
TRP
ARG
	-174.08

	P:164
P:169
P:170
P:173
P:174
P:175
	PRO
GLN
LYS
ASP
ILE
VAL
	TRP
ARG
TRP
THR
MET
ARG
	-173.53

	P:164
P:166
P:169
P:170
P:174
P:175
	PRO
SER
GLN
LYS
ILE
VAL
	TRP
TRP
ARG
TRP
MET
ARG
	-173.4

	P:164
P:165
P:169
P:170
P:174
P:175
	PRO
ASN
GLN
LYS
ILE
VAL
	TRP
ALA
ARG
TRP
MET
ARG
	-172.58

	P:164
P:168
P:169
P:170
P:174
P:175
	PRO
GLN
GLN
LYS
ILE
VAL
	TRP
GLU
ARG
TRP
MET
ARG
	-172.2

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	TRP
ARG
TYR
THR
MET
ARG
	-171.4

	P:164
P:167
P:168
P:169
P:170
P:171
	PRO
GLU
GLN
GLN
LYS
SER
	TRP
GLN
THR
ARG
TRP
ARG
	-170.75

	P:164
P:169
P:170
P:173
P:174
	PRO
GLN
LYS
ASP
ILE
	TRP
ARG
TRP
THR
MET
	-166.47

	P:164
P:166
P:169
P:170
P:173
P:174
	PRO
SER
GLN
LYS
ASP
ILE
	TRP
HIP
ARG
TRP
THR
MET
	-166.22

	P:164
P:167
P:169
P:170
P:174
	PRO
GLU
GLN
LYS
ILE
	TRP
GLN
ARG
TRP
MET
	-165.45

	P:164
P:167
P:169
P:170
P:173
P:174
	PRO
GLU
GLN
LYS
ASP
ILE
	TRP
HID
ARG
TRP
THR
MET
	-163.28

	P:164
P:169
P:170
P:173
P:174
P:175
	PRO
GLN
LYS
ASP
ILE
VAL
	TRP
ARG
TRP
THR
MET
PHE
	-163.26

	P:164
P:169
P:170
P:173
P:174
P:178
	PRO
GLN
LYS
ASP
ILE
SER
	TRP
ARG
TRP
THR
MET
HID
	-162.67

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	HIE
ARG
TRP
THR
MET
ARG
	-157.28

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	GLN
ARG
TRP
THR
MET
ARG
	-156.65

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	TYR
ARG
TYR
THR
MET
ARG
	-153.89

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	GLN
ARG
TYR
THR
MET
ARG
	-149.45

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	TYR
ARG
GLN
THR
MET
ARG
	-140.86

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	TYR
ARG
PRO
THR
MET
ARG
	-135.56

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	GLU
ARG
PRO
THR
MET
ARG
	-130.42

	P:164
P:169
P:170
P:173
P:174
P:177
	PRO
GLN
LYS
ASP
ILE
SER
	ARG
ARG
PRO
THR
MET
ARG
	-130.1

	P:164
P:169
P:170
P:171
P:173
P:174
	PRO
GLN
LYS
SER
ASP
ILE
	GLU
ARG
PRO
HIP
GLN
MET
	-128.61

	P:164
P:169
P:170
P:171
P:173
P:174
	PRO
GLN
LYS
SER
ASP
ILE
	GLU
ARG
PRO
HIP
ASN
MET
	-126.91

	P:164
P:169
P:170
P:171
P:173
P:174
	PRO
GLN
LYS
SER
ASP
ILE
	GLU
ARG
PRO
HIP
THR
MET
	-126.18

	P:164
P:169
P:170
P:171
P:173
P:174
	PRO
GLN
LYS
SER
ASP
ILE
	GLU
ARG
CYS
HIP
GLN
MET
	-124.7

	P:164
P:169
P:170
P:171
P:173
P:174
	PRO
GLN
LYS
SER
ASP
ILE
	GLU
ARG
PRO
ILE
THR
MET
	-123.36

	P:164
P:169
P:170
P:173
P:174
	PRO
GLN
LYS
ASP
ILE
	GLU
ARG
PRO
THR
MET
	-122.6

	P:164
P:169
P:170
P:171
P:173
	PRO
GLN
LYS
SER
ASP
	GLU
ARG
CYS
HIP
GLN
	-118.58

	P:164
P:166
P:169
P:170
P:171
P:173
	PRO
SER
GLN
LYS
SER
ASP
	GLU
GLU
LYS
CYS
HIP
ARG
	-117.64

	P:164
P:169
P:170
P:171
P:173
P:175
	PRO
GLN
LYS
SER
ASP
VAL
	GLU
LYS
CYS
HIP
ARG
HIE
	-115.69

	P:164
P:169
P:170
P:171
P:173
P:175
	PRO
GLN
LYS
SER
ASP
VAL
	GLU
LYS
CYS
HIP
GLN
HIE
	-115.08

	P:164
P:169
P:170
P:171
P:173
	PRO
GLN
LYS
SER
ASP
	GLU
LYS
CYS
HIP
ARG
	-113.45

	P:164
P:169
P:170
P:171
P:173
P:178
	PRO
GLN
LYS
SER
ASP
SER
	GLU
LYS
CYS
HIP
GLN
TYR
	-112.87

	P:164
P:169
P:170
P:171
P:173
	PRO
GLN
LYS
SER
ASP
	GLU
LYS
CYS
HIP
GLN
	-112.66

	P:164
P:168
P:169
P:170
P:171
P:173
	PRO
GLN
GLN
LYS
SER
ASP
	GLU
ASN
LYS
CYS
HIP
ARG
	-106.47

	P:164
P:168
P:169
P:170
P:171
P:173
	PRO
GLN
GLN
LYS
SER
ASP
	GLU
ASN
TYR
CYS
PRO
ARG
	-94.78

	P:164
P:168
P:169
P:170
P:171
P:173
	PRO
GLN
GLN
LYS
SER
ASP
	GLU
ASN
TYR
CYS
ALA
ARG
	-94.38

	P:164
P:168
P:169
P:170
P:171
P:173
	PRO
GLN
GLN
LYS
SER
ASP
	GLU
ASN
LYS
CYS
ALA
ARG
	-93.63

	P:164
P:168
P:169
P:171
P:173
	PRO
GLN
GLN
SER
ASP
	GLU
ASN
TYR
PRO
ARG
	-91.57

	P:164
P:168
P:169
P:173
P:175
P:177
	PRO
GLN
GLN
ASP
VAL
SER
	MET
TYR
TYR
THR
GLN
VAL
	-91.26

	P:164
P:168
P:169
P:173
P:175
	PRO
GLN
GLN
ASP
VAL
	MET
TYR
TYR
THR
GLN
	-90.34

	P:164
P:168
P:169
P:171
P:173
	PRO
GLN
GLN
SER
ASP
	GLU
ASN
TYR
PRO
SER
	-88.76

	P:164
P:168
P:169
P:171
P:173
P:174
	PRO
GLN
GLN
SER
ASP
ILE
	GLU
ASN
TYR
PRO
SER
TYR
	-86.9

	P:164
P:168
P:169
P:171
P:173
P:175
	PRO
GLN
GLN
SER
ASP
VAL
	GLU
ASN
TYR
PRO
PRO
GLN
	-86.77

	P:164
P:168
P:169
P:171
P:173
P:175
	PRO
GLN
GLN
SER
ASP
VAL
	MET
TYR
TYR
PRO
THR
GLN
	-86.68

	P:164
P:168
P:169
P:171
P:173
P:175
	PRO
GLN
GLN
SER
ASP
VAL
	GLU
TYR
TYR
PRO
THR
GLN
	-86.63

	P:164
P:168
P:169
P:171
P:173
P:175
	PRO
GLN
GLN
SER
ASP
VAL
	GLU
ASN
TYR
PRO
SER
GLN
	-86.56

	P:164
P:169
P:171
P:173
P:175
	PRO
GLN
SER
ASP
VAL
	GLU
TYR
PRO
THR
GLN
	-86.36

	P:164
P:168
P:169
P:171
P:173
P:175
	PRO
GLN
GLN
SER
ASP
VAL
	GLU
ASN
TYR
PRO
THR
GLN
	-85.15

	P:164
P:169
P:173
P:175
P:177
	PRO
GLN
ASP
VAL
SER
	MET
TYR
THR
GLN
VAL
	-75.15

	P:164
P:169
P:173
P:175
P:177
	PRO
GLN
ASP
VAL
SER
	MET
TYR
THR
GLN
HIP
	-71.68

	P:164
P:166
P:169
P:173
P:175
P:177
	PRO
SER
GLN
ASP
VAL
SER
	MET
CYS
TYR
THR
THR
HIP
	-66.82

	P:164
P:169
P:173
P:175
P:177
	PRO
GLN
ASP
VAL
SER
	MET
TYR
THR
THR
HIP
	-66.63

	P:164
P:167
P:169
P:173
P:175
P:177
	PRO
GLU
GLN
ASP
VAL
SER
	MET
TYR
TYR
THR
THR
HIP
	-63.48

	P:164
P:167
P:169
P:173
P:175
P:177
	PRO
GLU
GLN
ASP
VAL
SER
	ALA
TYR
TYR
THR
THR
HIP
	-62.21

	P:164
P:169
P:173
P:175
P:177
	PRO
GLN
ASP
VAL
SER
	ALA
TYR
THR
THR
HIP
	-61.47

	P:164
P:167
P:169
P:173
P:175
P:177
	PRO
GLU
GLN
ASP
VAL
SER
	ALA
VAL
TYR
THR
THR
HIP
	-60.13

	P:164
P:167
P:169
P:173
P:175
P:177
	PRO
GLU
GLN
ASP
VAL
SER
	ALA
VAL
TYR
THR
ALA
HIP
	-53.41

	P:164
P:167
P:169
P:173
P:175
	PRO
GLU
GLN
ASP
VAL
	ALA
VAL
PHE
THR
ALA
	-45.17

	P:164
P:167
P:169
P:173
P:175
P:177
	PRO
GLU
GLN
ASP
VAL
SER
	ALA
VAL
PHE
THR
ALA
HIP
	-43.92

	P:164
P:169
P:173
P:175
	PRO
GLN
ASP
VAL
	ALA
PHE
THR
ALA
	-37.67

	P:164
P:169
P:175
	PRO
GLN
VAL
	ALA
PHE
ALA
	-25.93

	P:164
	PRO
	ALA
	-1.54

	P:164
P:169
	PRO
GLN
	ALA
PHE
	-1.49



