Modeled NPA sequences

No. 15, Total Score: 124.88, Ligand Score: -3.77

MDEFEMIKRNTSEIISEEELREVLKKDEK WAQAGFEPSGKIHLGHYLQIKKMIDLQNAGFGTAITLADLHAYLNQKGELDEIRKIGDYNKKVFEAMG
LKAIYVYGSEFQLDKDYTLNVYRLALKTTLKRARRSMELIAREDENPKVAEVIYPIMQVNSLHYAGADVAVGGMEQRKIHMLARELLPKKVVCIHN
PVLTGLDGEGNFIAVDDSPEEIRAKIKKAYCPAGVVEGNPIMEIAKYFLEYPLTIKRPEKFGGDLTVNSYEELESLFKNKELHPMDLKNAVAEELIKILE
PIRKRLY

No. 19, Total Score: 23.55, Ligand Score: -3.93
MDEFEMIKRNTSEIISEEELREVLKKDEKAGQNGFEPSGKIHLGHYLQIKKMIDLQNAGFDMAVVLDDLGAYLNQKGELDEIRKIGDYNKKVFEAM
GLKAKYVYGSEFQLDKDYTLNVYRLALKTTLKRARRSMELIAREDENPKVAEVIYPIESVNALHYSGVDVAVGGMEQRKITMLARELLPKKVVAIH
NPVLTGLDGEGNFIAVDDSPEEIRAKIKKAYCPAGVVEGNPIMEIAKYFLEYPLTIKRPEKFGGDLTVNSYEELESLFKNKELHPMDLKNAVAEELIKIL
EPIRKRLA

No. 31, Total Score: -3.40, Ligand Score: -2.47
MDEFEMIKRNTSEIISEEELREVLKKDEKSAYIVFAPSGKIHLGHYLQIKKMIDLQNAGFDIIILLADLNAYMAQKGELDEIRKIGDYNKKVFEAMGL
KAKYVYGSEFQLDKDYTLNVYRLALKTTLKRARRSNELVAPEDENPKVVHVIAATNNANNAHYLGVDVAVGGMENRKSHMLARELLPKKVVCIH
NPVLTGLDGEGNFIAVDDSPEEIRAKIKKAYCPAGVVEGNPIMEIAKYFLEYPLTIKRPEKFGGDLTVNSYEELESLFKNKELHPMDLKNAVAEELIKIL
EPIRKRLA

No. 32, Total Score: -1.57, Ligand Score: -3.82
MDEFEMIKRNTSEIISEEELREVLKKDEKSAYIAMAPSGKIHLGHYLQIKKMIDLQNAGFDIIILDDLGAYLNQKGELDEIRKIGDYNKKVFEAMGLK
AKYVYGSEFQLDKDYTLNVYRLALKTTLKRARRANELLAREDENPKVAQVIAPTTNVNAAHYLGVDVAVGGMENRKAHMLARELLPKKVVCIH
NPVLTGLDGEGNFIAVDDSPEEIRAKIKKAYCPAGVVEGNPIMEIAKYFLEYPLTIKRPEKFGGDLTVNSYEELESLFKNKELHPMDLKNAVAEELIKIL
EPIRKRLS

No. 40, Total Score: 11.67, Ligand Score: -4.33
MDEFEMIKRNTSEIISEEELREVLKKDEKSAYIAHAPSGKIHLGHYLQIKKMIDLQNAGFDIIILGDSVAYLNQKGELDEIRKIGDYNKKVFEAMGLK
AKYVYSSELNLDKDYTLNVYRLALKTTLKRARRSAELNAREDENPKVAEVISSILSVAQTHGLGVDVAVGGMEARKAHMLARELLPKKVVCIHNP
VLTGLDGEGNFIAVDDSPEEIRAKIKKAYCPAGVVEGNPIMEIAKYFLEYPLTIKRPEKFGGDLTVNSYEELESLFKNKELHPMDLKNAVAEELIKILEP
IRKRLH

No. 41, Total Score: 11.55, Ligand Score: -2.98
MDEFEMIKRNTSEIISEEELREVLKKDEKSAYIAFKPSGKIHLGHYLQIKKMIDLQNAGFDIIIFLGDSAAYDNQKGELDEIRKIGDYNKKVFEAMGLK
AKYVYSSEINLDKDYTLNVYRLALKTTLKRARRANELNAREDENPKVAEVIAAIKGVGQGHKAGVDVAVGGMEARKMHMLARELLPKKVVCIHN
PVLTGLDGEGNFIAVDDSPEEIRAKIKKAYCPAGVVEGNPIMEIAKYFLEYPLTIKRPEKFGGDLTVNSYEELESLFKNKELHPMDLKNAVAEELIKILE
PIRKRLQ

No. 43, Total Score: 66.36, Ligand Score: -5.05
MDEFEMIKRNTSEIISEEELREVLKKDEKSASIGFEPSGKIHLGHYLQIKKMIDLQNAGFDIYIQLADLHAYLNQKGELDEIRKIGDYNKKVFEAMGL
KAKYHYSSQYQLSKKSTLDTYRLALKTTLKRARRSMELIAREDENPK VAEVIYPINAVDQAGNSGSDVAVGGMEQRKIHMLARELLPKKVVCIHNP
VLTGLDGEGNFIAVDDSPEEIRAKIKKAYCPAGVVEGNPIMEIAKYFLEYPLTIKRPEKFGGDLTVNSYEELESLFKNKELHPMDLKNAVAEELIKILEP
IRKRLY




