
Conf:

Pred:

CCCCCCCCCCCHHHHHHHHCCCCCCCCCCEEEECCCCCCCPred:
PTVERSTRMSNPWKAFMEKYDIERTHSSGVRVDLGEDAEVAA:

10 20 30 40

Conf:

Pred:

CCCEECCCCCCCCEEECCEEECCCCCCCCCCCCCCCCCHHPred:
ENAKYRIPAGRCPVFGKGIVIENSDVSFLRPVATGDQKLKAA:

50 60 70 80

Conf:

Pred:

CCCCCCCCCCCCCCCCCHHHHHHHHHCCCHHHHHHHHHHHPred:
DGGFAFPNANDHISPMTLANLKERYKDNVEMMKLNDIALCAA:

90 100 110 120

Conf:

Pred:

HHHHHHCCCCCCCCCCEECCEEEECCCCEEEEEEEEEEECPred:
RTHAASFVMAGDQNSSYRHPAVYDEKEKTCHMLYLSAQENAA:

130 140 150 160

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCEEECCCCCCCEEEECCCCCCPred:
MGPRYCSPDAQNRDAVFCFKPDKNESFENLVYLSKNVRNDAA:

170 180 190 200

Conf:

Pred:

HHHHCCCCCCCCCEEEEEECCEECCCCCCCEEECCCHHHHPred:
WDKKCPRKNLGNAKFGLWVDGNCEEIPYVKEVEAEDLRECAA:

210 220 230 240

Conf:

Pred:

HHHHHCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHPred:
NRIVFGASASDQPTQYEEEMTDYQKIQQGFRQNNREMIKSAA:

250 260 270 280



Conf:

Pred:

HHCCCCCCCCCCCCCCCCCCCCCCCCCCCCEEEEEECCCCPred:
AFLPVGAFNSDNFKSKGRGFNWANFDSVKKKCYIFNTKPTAA:

290 300 310 320

Conf:

Pred:

EEECCCCCEEEEECCCCCCCCCCCCEEEEHHHHHHHHHHHPred:
CLINDKNFIATTALSHPQEVDLEFPCSIYKDEIEREIKKQAA:

330 340 350 360

Conf:

Pred:

HHHCCCCCCCCCEEEEEEEEECCCHHCCCCCCCHHHHHCCPred:
SRNMNLYSVDGERIVLPRIFISNDKESIKCPCEPERISNSAA:

370 380 390 400

Conf:

Pred:

CCCEEEECHHHHHHHHCCCCCEEEHHHHHHHHCCCCCCCCPred:
TCNFYVCNCVEKRAEIKENNQVVIKEEFRDYYENGEEKSNAA:

410 420 430 440

Conf:

Pred:

CCCCCPred:
KQMLLAA:

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence


