
Conf:

Pred:

CCHHHHHHHHHHHHHHHHCCCCCCEEEECCCCCCEEEEEEPred:
MSTPARKRLMRDFKRLQQDPPAGISGAPQDNNIMLWNAVIAA:

10 20 30 40

Conf:

Pred:

ECCCCCCCCCCEEEEEEECCCCCCCCCCEEEECCCCCCCCPred:
FGPDDTPWDGGTFKLSLQFSEDYPNKPPTVRFVSRMFHPNAA:

50 60 70 80

Conf:

Pred:

CCCCCCEEEECCCCCCCCCCCHHHHHHHHHHHHCCCCCCCPred:
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSAA:

90 100 110 120

Conf:

Pred:

CCCHHHHHHHHHCHHHHHHHHHHHHHHHHCCCPred:
PANSEAARMYSESKREYNRRVRDVVEQSWTADAA:

130 140 150

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence
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Analysis performed with the use of PSIPRED Protein Structure Prediction Server
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