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[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd
. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) : 213 ( 95.9%)
Number of residues in allowed region ( ~2.0% expected) : 8 ( 3.6%)
Number of residues in outlier region : 1 ( 0.5%)
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] 18D
[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd
. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) : 207 (
Number of residues in allowed region ( ~2.0% expected) : 9 (
Number of residues in outlier region : 3 (
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[® & GenemiPre-PmyProlns Fevoured © GensmkPre-Pm/Proins Aligwed

. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) : 211
Number of residues in allowed region ( ~2.0% expected) : 9
Number of residues in outlier region : 0
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[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd

. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) : 204 ( 90.7%)
Number of residues in allowed region ( ~2.0% expected) : 15 ( 6.7%)
Number of residues in outlier region : o ( 2.7%)
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[= 4 GenemiPre-Po/Proiine Fovoursd © ©  GansmyPre-Po/Polne Allowsd

. ®  Glydns Favoursd x Glycine Allowsd
Number of residues in favoured region (~98.0% expected) : 210 ( 93.3%)
Number of residues in allowed region ( ~2.0% expected) : 10 (1 4.4%)
Number of residues in outlier region : 5 ( 2.2%)
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[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd
| % Glydns Favoursd x Glycine Alowsd
Number of residues in favoured region (~98.0% expected) : 196 (
Number of residues in allowed region ( ~2.0% expected) : 22 (

Number of residues in outlier region : 7 (
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[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd
. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) : 209 ( 93.3%)
Number of residues in allowed region ( ~2.0% expected) : 9 ( 4.0%)
Number of residues in outlier region : o ( 2.7%)
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[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd
. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) : 210
Number of residues in allowed region ( ~2.0% expected) : 7
Number of residues in outlier region : 1
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[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd
. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) 239
Number of residues in allowed region ( ~2.0% expected) : 8
Number of residues in outlier region : 3
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[® & GenemiPre-PmyProlns Fevoured © GensmkPre-Pm/Proins Aligwed

. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) 244 ( 92.4%)
Number of residues in allowed region ( ~2.0% expected) : 14 ( 5.3%)
Number of residues in outlier region : 6 ( 2.3%)
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[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd
| % Glydns Favoursd x Glycine Alowsd
Number of residues in favoured region (~98.0% expected) 223
Number of residues in allowed region ( ~2.0% expected) : 12

Number of residues in outlier region : 2
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[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd
. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) : 252 ( 95.1%)
Number of residues in allowed region ( ~2.0% expected) : 10 ( 3.8%)
Number of residues in outlier region : 3 ( 1.1%)
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[® & GenemiPre-PmyProlns Fevoured © GensmkPre-Pm/Proins Aligwed

*® Glycine Favoumd ® Glycins Alowsd
Number of residues in favoured region (~98.0% expected) : 265 (9
Number of residues in allowed region ( ~2.0% expected) : 13 (

Number of residues in outlier region : 14 (
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[* 4 GenemiPre-Pm/Pmlne Fevoured © ©  GenembPre-Pm/Proine Allowsd
. x  Glydns Favoumsd x Glydns Alowsd
Number of residues in favoured region (~98.0% expected) : 242
Number of residues in allowed region ( ~2.0% expected) : 6
Number of residues in outlier region : 2



