
Conf:

Pred:

CCCCCCCCCCCCCCCCCHHHHHHHCCCCCCCCCCCCCCCEPred:
MPPPPAAATASTPPAQAPLRSAFAAGLHHHQFAMDDDIAAAA:

10 20 30 40

Conf:

Pred:

EEEECCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCEECCPred:
LVVDNGSGMCKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMAA:

50 60 70 80

Conf:

Pred:

CCCCCCCCHHHHCCCCCCCCCCCCCCCCCCCCCHHHHHHHPred:
GQKDSYVGDEAQSKRGILTLKYPIEHGIVTNWDDMEKIWHAA:

90 100 110 120

Conf:

Pred:

HHHHCCCCCCCCCCCCCCCCCCCCCCCHHHHHHHHHHCCCPred:
HTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFAA:

130 140 150 160

Conf:

Pred:

CCCHHHHHHHHHHHHHCCCCCEEEEECCCCCCCCCCCCCCPred:
NTPAMYVAIQAVLSLYASGRTTGIVMDSGDGVTHTVPIYEAA:

170 180 190 200

Conf:

Pred:

CCCCHHHHHHHCCCCCCHHHHHHHHHHHCCCCCCCCHHHHPred:
GYALPHAILRLDLAGRDLTDYLMKILTERGYSFTTTAEREAA:

210 220 230 240

Conf:

Pred:

HHHHCCCCHHHHCCCHHHHHHHHCCCCCCCCCCCCCCCCEPred:
IVRDIKEKLCYVALDFEQEMATAASSSSLEKSYELPDGQVAA:

250 260 270 280



Conf:

Pred:

EEECCCCCCCCCCCCCCCCCCCCCCCHHHHHHHHCCCCHHPred:
ITIGNERFRCPEALFQPSFLGMESCGIHETTFNSIMKCDVAA:

290 300 310 320

Conf:

Pred:

HHHCCCCCCEEECCCCCCCCCHHHHHHHHHHHCCCCCCCEPred:
DIRKDLYANTVLSGGTTMYPGIADRMQKEITALAPSTMKIAA:

330 340 350 360

Conf:

Pred:

EEECCCCCCCCCCCCCHHCCCCCHHHHHHCCCCCCCCCCCPred:
KIIAPPERKYSVWIGGSILASLSTFQQMWISKQEYDESGPAA:

370 380 390 400

Conf:

Pred:

CCCCCCCCPred:
SIVHRKCFAA:

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence


