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[= 4  GenerallPre-Pro/Proline Favoured © &  General/Pre-Pro/Proline Allowed
. x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 12 (80.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 3 (20.0%)
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[= a4  GenerallPre-Pro/Proline Favoured * &  General/Pre-Pro/Proline Allowed
% Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 12 (80.0%)
Number of residues in allowed region (~2.0% expected) 12 (13.3%)
Number of residues in outlier region 11 (6.7%)
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‘= A  GenerallPre-Pro/Proline Favoured » +  General/Pre-Pro/Proline Allowed
.~ x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (60.0%)
Number of residues in allowed region (~2.0% expected) : 5 (33.3%)
Number of residues in outlier region 1 (6.7%)
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= A GenerallPre-Pro/Proline Favoured = &  General/Pre-Pro/Proline Allowed
. % Glycine Favoured % Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 8 (66.7%)
Number of residues in allowed region (~2.0% expected) 1 3 (25.0%)
Number of residues in outlier region : 1 (8.3%)
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= a4  GenerallPre-Pro/Proline Favoured © 4  General/Pre-Pro/Proline Allowed
% Glydine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (69.2%)
Number of residues in allowed region (~2.0% expected) 14 (30.8%)
Number of residues in outlier region 1 0 (0.0%)
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General/Pre-Pro/Proline Favoured © &+  General/Pre-Pro/Proline Allowed
Glycine Favoured X Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 12 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 0 (0.0%)
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‘= A GenerallPre-Pro/Proline Favoured = &+  General/Pre-Pro/Proline Allowed
% Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 2 (33.3%)
Number of residues in allowed region (~2.0% expected) 12 (33.3%)
Number of residues in outlier region 1 2 (33.3%)
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General/Pre-Pro/Proline Favoured  © & General/Pre-Pro/Proline Allowed
Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (69.2%)
Number of residues in allowed region (~2.0% expected) : 4 (30.8%)
Number of residues in outlier region 1 0 (0.0%)
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General/Pre-Pro/Proline Favoured ~ © & General/Pre-Pro/Proline Allowed
Glycine Favoured % Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 11 (84.6%)
Number of residues in allowed region (~2.0% expected) 21 (7.7%)
Number of residues in outlier region 21 (7.7%)
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‘= a4 General/Pre-Pro/Proline Favoured = &  General/Pre-Pro/Proline Allowed
% Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 1 (50.0%)
Number of residues in allowed region (~2.0% expected) : 1 (50.0%)
MNumber of residues in outlier region 1 0 (0.0%)
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General/Pre-Pro/Proline Favoured  © & General/Pre-Pro/Proline Allowed
Glycine Favoured x Glycine Allowed

MNumber of residues in favoured region (~98.0% expected) : 12 (75.0%)
Number of residues in allowed region (~2.0% expected) : 3 (18.8%)
Number of residues in outlier region © 1 (6.2%)
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‘= A GenerallPre-Pro/Proline Favoured © &  General/Pre-Pro/Proline Allowed
% Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 3 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 0 (0.0%)
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‘= A  GenerallPre-Pro/Proline Favoured © +  General/Pre-Pro/Proline Allowed
. x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 8 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 0 (0.0%)
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‘= A GenerallPre-Pro/Proline Favoured © &  General/Pre-Pro/Proline Allowed
X Glycine Favoured x Glycine Allowed

MNumber of residues in favoured region (~98.0% expected) : 7 (100.0%)
Number of residues in allowed region (~2.0% expected) 1 0 (0.0%)
Number of residues in outlier region 1 0 (0.0%)
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= A4 GenerallPre-Pro/Proline Favoured = &  General/Pre-Pro/Proline Allowed
% Glycine Favoured X Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 6 (85.7%)
Number of residues in allowed region (~2.0% expected) 11 (14.3%)
Number of residues in outlier region 1 0 (0.0%)
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‘= a4 GenerallPre-Pro/Proline Favoured © +  General/Pre-Pro/Proline Allowed
.~ x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 6 (85.7%)
Number of residues in allowed region (~2.0% expected) : 1 (14.3%)
Number of residues in outlier region 1 0 (0.0%)



Tet033

i

1

0 80
)

‘= A  GenerallPre-Pro/Proline Favoured © &+  General/Pre-Pro/Proline Allowed

% Glydine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 10 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 0 (0.0%)
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‘= a  GenerallPre-Pro/Proline Favoured = &+ General/Pre-Pro/Proline Allowed
.~ x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (90.0%)
Number of residues in allowed region (~2.0% expected) : 1 (10.0%)
Number of residues in outlier region 1 0 (0.0%)
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‘= A  GenerallPre-Pro/Proline Favoured © &  General/Pre-Pro/Proline Allowed
. x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 8 (80.0%)
Number of residues in allowed region (~2.0% expected) 1 2 (20.0%)
Number of residues in outlier region : 0 (0.0%)
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= A GenerallPre-Pro/Proline Favoured © +  General/Pre-Pro/Proline Allowed
% Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 7 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 0 (0.0%)
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General/Pre-Pro/Proline Favoured ~ © & General/Pre-Pro/Proline Allowed
Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 11 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 0 (0.0%)
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‘= A GenerallPre-Pro/Proline Favoured © &  General/Pre-Pro/Proline Allowed
. x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 10 (90.9%)
Number of residues in allowed region (~2.0% expected) 1 (9.1%)
Number of residues in outlier region : 0 (0.0%)
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General/Pre-Pro/Proline Favoured  © &  General/Pre-Pro/Proline Allowed
Glycine Favoured X Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 8 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region 1 0 (0.0%)
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‘= A GenerallPre-Pro/Proline Favoured = &  General/Pre-Pro/Proline Allowed
% Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 3 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region 1 0 (0.0%)
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General/Pre-Pro/Proline Favoured ~ © & General/Pre-Pro/Proline Allowed
Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 4 (80.0%)
Number of residues in allowed region (~2.0% expected) 11 (20.0%)
Number of residues in outlier region : 0 (0.0%)
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% Glydne Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 2 (66.7%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 1 (33.3%)
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General/Pre-Pro/Proline Favoured = & General/Pre-Pro/Proline Allowed
Glycine Favoured X Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (100.0%)
Number of residues in allowed region (~2.0% expected) 2 0 (0.0%)
Number of residues in outlier region : 0 (0.0%)
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General/Pre-Pro/Proline Favoured © & General/Pre-Pro/Proline Allowed
Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 0 (0.0%)
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‘= A GenerallPre-Pro/Proline Favoured © +  General/Pre-Pro/Proline Allowed
. x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 6 (85.7%)
Number of residues in allowed region (~2.0% expected) 1 (14.3%)
Number of residues in outlier region : 0 (0.0%)
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‘= A GenerallPre-Pro/Proline Favoured  © &  General/Pre-Pro/Proline Allowed
% Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (90.0%)
Number of residues in allowed region (~2.0% expected) 11 (10.0%)
Number of residues in outlier region 1 0 (0.0%)
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General/Pre-Pro/Proline Favoured  © & General/Pre-Pro/Proline Allowed
Glycine Favoured X Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 7 (70.0%)
Number of residues in allowed region (~2.0% expected) : 2 (20.0%)
Number of residues in outlier region : 1 (10.0%)
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‘= A GenerallPre-Pro/Proline Favoured &  General/Pre-Pro/Proline Allowed
. x  Glydne Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 4 (40.0%)
Number of residues in allowed region (~2.0% expected) : B (60.0%)
Number of residues in outlier region : 0 (0.0%)



Tet013

e

] 180

¢
General/Pre-Pro/Proline Favoured  © & General/Pre-Pro/Proline Allowed
Glycine Favoured X Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (90.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region : 1 (10.0%)
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‘= A GenerallPre-Pro/Proline Favoured &+  General/Pre-Pro/Proline Allowed
. x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 8 (80.0%)
Number of residues in allowed region (~2.0% expected) : 2 (20.0%)
Number of residues in outlier region : 0 (0.0%)
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= A GenerallPre-Pro/Proline Favoured © +  General/Pre-Pro/Proline Allowed
% Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 10 (100.0%)
Number of residues in allowed region (~2.0% expected) : 0 (0.0%)
Number of residues in outlier region 1 0 (0.0%)
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‘= A GenerallPre-Pro/Proline Favoured = &  General/Pre-Pro/Proline Allowed
.~ x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (80.0%)
Number of residues in allowed region (~2.0% expected) : 1 (10.0%)
Number of residues in outlier region : 0 (0.0%)



Retrocyclin-3

‘= A GenerallPre-Pro/Proline Favoured © +  General/Pre-Pro/Proline Allowed
. x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 12 (75.0%)
Number of residues in allowed region (~2.0% expected) : 3 (18.8%)
Number of residues in outlier region 21 (6.2%)
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‘= A GenerallPre-Pro/Proline Favoured * 4+  General/Pre-Pro/Proline Allowed
. % Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 33 (82.5%)
Number of residues in allowed region (~2.0% expected) : 5 (12.5%)
Number of residues in outlier region 12 (5.0%)
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‘= A GenerallPre-Pro/Proline Favoured &  General/Pre-Pro/Proline Allowed
. % Glydne Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (56.2%)
Number of residues in allowed region (~2.0% expected) : 7 (43.8%)
Number of residues in outlier region : 0 (0.0%)



Cyclic dodecapeptide OaDode
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= A GeneralPre-Pro/Proline Favoured © +  General/Pre-Pro/Proline Allowed
. % Glydine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 9 (90.0%)
Number of residues in allowed region (~2.0% expected) © 1 (10.0%)
Number of residues in outlier region : 0 (0.0%)
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~ x  Glycine Favoured x Glycine Allowed

Number of residues in favoured region (~98.0% expected) : 15 (93.8%)
Number of residues in allowed region (~2.0% expected) 21 (6.2%)
Number of residues in outlier region 1 0 (0.0%)
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