
Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCHHHHHHHPred:
MIDDSSLTAEMEEEESPATTIVPREPPKIQRLEESVVNRIAA:

10 20 30 40

Conf:

Pred:

HCCCCEECCHHHHHHHHHHCCCCCCCEEEEEECCCCEEEEPred:
AAGEVIQRPVSAVKELVENSLDADSSSISVVVKDGGLKLIAA:

50 60 70 80

Conf:

Pred:

EEEECCCCCCCCCHHHHHHCCCCCCCCCCCCCCCCCCCCCPred:
QVSDDGHGIRREDLPILCERHTTSKLTKFEDLFSLSSMGFAA:

90 100 110 120

Conf:

Pred:

HHHHHHHHHHHHHEEEEECCCCCCCEEEEEEECCEEECCCPred:
RGEALASMTYVAHVTVTTITKGQIHGYRVSYRDGVMEHEPAA:

130 140 150 160

Conf:

Pred:

CCCCCCCCCEEEECCCCCCCHHHHHCCCCCHHHHHHHHHHPred:
KACAAVKGTQIMVENLFYNMIARRKTLQNSADDYGKIVDLAA:

170 180 190 200

Conf:

Pred:

HHHHHHCCCCEEEEEEECCEEEEEEECCCCCCHHHHHHHHPred:
LSRMAIHYNNVSFSCRKHGAVKADVHSVVSPSRLDSIRSVAA:

210 220 230 240

Conf:

Pred:

CCHHHHHCCCEECCCCCCCCCCCEEEEEEEECCCCCCCCCPred:
YGVSVAKNLMKVEVSSCDSSGCTFDMEGFISNSNYVAKKTAA:

250 260 270 280



Conf:

Pred:

EEEEEECCCCCCCHHHHHHHHHHHHHCCCCCCCCEEEEEEPred:
ILVLFINDRLVECSALKRAIEIVYAATLPKASKPFVYMSIAA:

290 300 310 320

Conf:

Pred:

ECCCCCCCCCCCCCCCEEECCCHHHHHHHHHHHHHHHHHCPred:
NLPREHVDINIHPTKKEVSLLNQEIIIEMIQSEVEVKLRNAA:

330 340 350 360

Conf:

Pred:

CCCCCCHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
ANDTRTFQEQKVEYIQSTLTSQKSDSPVSQKPSGQKTQKVAA:

370 380 390 400

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
PVNKMVRTDSSDPAGRLHAFLQPKPQSLPDKVSSLSVVRSAA:

410 420 430 440

Conf:

Pred:

HHHCCCCCCCCCCCHHHHHHHHCCCCCCCCCCCCCCCCCCPred:
SVRQRRNPKETADLSSVQELIAGVDSCCHPGMLETVRNCTAA:

450 460 470 480

Conf:

Pred:

EEEEECCEEEEEEECCEEEEEEHHHHHHHHHHHHHHHHHCPred:
YVGMADDVFALVQYNTHLYLANVVNLSKELMYQQTLRRFAAA:

490 500 510 520

Conf:

Pred:

CCCCCCCCCCCCHHHHHHHHCCCCCCCCCCCCCCCHHHHHPred:
HFNAIQLSDPAPLSELILLALKEEDLDPGNDTKDDLKERIAA:

530 540 550 560



Conf:

Pred:

HHHHHHHHHHHHHHHHHHHCEEECCCCCEEECCCCCCCCCPred:
AEMNTELLKEKAEMLEEYFSVHIDSSANLSRLPVILDQYTAA:

570 580 590 600

Conf:

Pred:

CCCCCHHHHHHHHCCCCCCCHHHHHHHHHHHHHHHCCCCCPred:
PDMDRVPEFLLCLGNDVEWEDEKSCFQGVSAAIGNFYAMHAA:

610 620 630 640

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCHHPred:
PPLLPNPSGDGIQFYSKRGESSQEKSDLEGNVDMEDNLDQAA:

650 660 670 680

Conf:

Pred:

HHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCCCCCCCCPred:
DLLSDAENAWAQREWSIQHVLFPSMRLFLKPPASMASNGTAA:

690 700 710 720

Conf:

Pred:

EEEECCCCCCCCCCCCCPred:
FVKVASLEKLYKIFERCAA:

730

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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