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Work Flow
Human a subunit model
Human a mutated subunit models

Comparison of a-mutated vs. a-non-
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STUDY OF MUTATIONS
[ HUMAN o SUBUNIT MODEL

3D STRUCTURE:  Eseaienceiensi =) (vide unaiigned egions)
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STUDY OF MUTATIONS
HUMAN o SUBUNIT MODEL

SUPERPOSITION
HUMAN @, SUBUNIT MODEL vs 2BG9: M2-M3 linker
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STUDY OF MUTATIONS
HUMAN o SUBUNIT MODEL

Legend: ([2BG9A] [ HUMAN Model
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STUDY OF MUTATIONS
HUMAN o SUBUNIT MODEL

SUPERPOSITION
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HUMAN o SUBUNIT MODEL

Legend: HHUMAN Model | | L2-loop Human
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ODELLING BY HOMOLOGY:
CUSTOM MODEL vs. SWISS-MODEL

CUSTOM MODEL SWISS-MODEL



MODEL OF h-a1l
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MUTATIONS

Congenital myasthenic syndromes : slow-channel
congenital myasthenic syndrome (SCCMS)

G153S : near binding site
T2541 : in the porus (M2)
S$2691 : in the loop M2-M3



MUTATIONS

= Conserved positions: 153, 254, 269
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MUTATION G153S
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MUTATED G153S: Custom model

Overall model quality

ZScore: 2,89

Z-score : 2.54
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KEnewledge-based energy

MUTATED G153S: Swiss model

Z-Score: -1.43
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MUTATION T2541
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MUTATION T2541 : custom model

Z-score : 3.75
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MUTATION T254I : Swiss-model

Z-Score: -1.45

Z-Score: =1.43
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[MUTATION 52691

Can change the sensitivity to opening_closing mechanisms




MUTATION 52691
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MUTATION S269I : custom model
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MUTATION S269I : Swiss-model
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