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Secondary structure and
disorder prediction
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. 430 . . 440 450 460

B ° GQAF WDKQGFQFEAFRPQVMDVDKPLPHI RLDAALEFLI GDKLR

Secondary

~RRR RRRRURRRAAN
structure

confidence
Disorder —2?22?2?2?2?2?2? 2221272221712 2?2?27
Disorder

confidence

Confidence Key
High() I CINIRINLow (0)
? Disordered
A% Alpha helix
= Beta strand



