
Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
MGSNKSKPKDASQRRRSLEPAENVHGAGGGAFPASQTPSKAA:

10 20 30 40

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
PASADGHRGPSAAFAPAAAEPKLFGGFNSSDTVTSPQRAGAA:

50 60 70 80

Conf:

Pred:

CCCCCCEEEEEECCCCCCCCCCCCCCCCCEEEECCCCCCHPred:
PLAGGVTTFVALYDYESRTETDLSFKKGERLQIVNNTEGDAA:

90 100 110 120

Conf:

Pred:

HHHHHHCCCCCEEECCCCCCCCCCCCCCCCCCCCCCCHHHPred:
WWLAHSLSTGQTGYIPSNYVAPSDSIQAEEWYFGKITRREAA:

130 140 150 160

Conf:

Pred:

HHHHHCCCCCCCCCEEEEECCCCCCEEEEEEEECCCCCCCPred:
SERLLLNAENPRGTFLVRESETTKGAYCLSVSDFDNAKGLAA:

170 180 190 200

Conf:

Pred:

CEEEEEEEECCCCCEEECCCCCCCCHHHHHHHHHHCCCCCPred:
NVKHYKIRKLDSGGFYITSRTQFNSLQQLVAYYSKHADGLAA:

210 220 230 240

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCHHHEEEEEEECCCCPred:
CHRLTTVCPTSKPQTQGLAKDAWEIPRESLRLEVKLGQGCAA:

250 260 270 280



Conf:

Pred:

CCEEEECCCCCCEEEEEEECCCCCCCHHHHHHHHHHHHHCPred:
FGEVWMGTWNGTTRVAIKTLKPGTMSPEAFLQEAQVMKKLAA:

290 300 310 320

Conf:

Pred:

CCCCEEEEEEEECCCCCEEEEEECCCCCHHHHHHHCCCCCPred:
RHEKLVQLYAVVSEEPIYIVTEYMSKGSLLDFLKGETGKYAA:

330 340 350 360

Conf:

Pred:

CCHHHHHHHHHHHHHHHHHHHHCCCCCCCHHHHHEEECCCPred:
LRLPQLVDMAAQIASGMAYVERMNYVHRDLRAANILVGENAA:

370 380 390 400

Conf:

Pred:

CEEEECCCCCCEECCCCCCEECCCCCCCEECCCHHHHHHCPred:
LVCKVADFGLARLIEDNEYTARQGAKFPIKWTAPEAALYGAA:

410 420 430 440

Conf:

Pred:

CCCHHHHHHHHHHHHHHHHCCCCCCCCCCCHHHHHHHHHCPred:
RFTIKSDVWSFGILLTELTTKGRVPYPGMVNREVLDQVERAA:

450 460 470 480

Conf:

Pred:

CCCCCCCCCCCHHHHHHHHHHHHCCHHHCCCHHHHHHHHHPred:
GYRMPCPPECPESLHDLMCQCWRKEPEERPTFEYLQAFLEAA:

490 500 510 520

Conf:

Pred:

HHHHCCCCCCCCCCCCPred:
DYFTSTEPQYQPGENLAA:

530



Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence


