
Conf:

Pred:

CCCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHPred:
MAAVAGLYGLGEDRQHRKKQQQQQQHQKEQLEQKEEQKKIAA:

10 20 30 40

Conf:

Pred:

HHHHHHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
AERKLQLREQQLQRNSLDGYGSLPKLSSQDEEGGAGHGFGAA:

50 60 70 80

Conf:

Pred:

CCCCCCCCCCCCCCCCCEEEEEECCCEEEECHHHHHHCCCPred:
GGPQHFEPIPHDHDFCERVVINVSGLRFETQLRTLNQFPDAA:

90 100 110 120

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCHHHHHHHHHCCCPred:
TLLGDPARRLRYFDPLRNEYFFDRSRPSFDAILYYYQSGGAA:

130 140 150 160

Conf:

Pred:

EEECCCCCCHHHHHHHHHCCCCCHHHHHHHHHHCCCCCCCPred:
RLRRPVNVPLDVFSEEIKFYELGDQAINKFREDEGFIKEEAA:

170 180 190 200

Conf:

Pred:

CCCCCCCHHHHHHHHHHCCCCCCHHHHHHHHHHHHHHHHHPred:
ERPLPDNEKQRKVWLLFEYPESSQAARVVAIISVFVILLSAA:

210 220 230 240

Conf:

Pred:

HHHHHHCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCHHPred:
IVIFCLETLPEFKHYKVFNTTTNGTKIEEDEVPDITDPFFAA:

250 260 270 280



Conf:

Pred:

HHHHHHHHHHHHHHHHHHHHCCCHHHHHHCCCCHHHHHHHPred:
LIETLCIIWFTFELTVRFLACPNKLNFCRDVMNVIDIIAIAA:

290 300 310 320

Conf:

Pred:

HHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
IPYFITLATVVAEEEDTLNLPKAPVSPQDKSSNQAMSLAIAA:

330 340 350 360

Conf:

Pred:

HHHHHHHHHHHHHHHCCCCHHHHHHHHHHHHHHHHHHHHHPred:
LRVIRLVRVFRIFKLSRHSKGLQILGRTLKASMRELGLLIAA:

370 380 390 400

Conf:

Pred:

HHHHHHHHHCCCCCCCCCCCCCCCCCCCHHHHHHHHHHHCPred:
FFLFIGVVLFSSAVYFAEAGSENSFFKSIPDAFWWAVVTMAA:

410 420 430 440

Conf:

Pred:

CCCCCCCCCCCCCCHHHHHHHHHHHHHHHHCCCCCHHCCCPred:
TTVGYGDMTPVGVWGKIVGSLCAIAGVLTIALPVPVIVSNAA:

450 460 470 480

Conf:

Pred:

HHHHHHHHHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCPred:
FNYFYHRETDQEEMQSQNFNHVTSCPYLPGTLGQHMKKSSAA:

490 500 510 520

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
LSESSSDMMDLDDGVESTPGLTETHPGRSAVAPFLGAQQQAA:

530 540 550 560



Conf:

Pred:

CCCCCCCCCCCCHHHHHCCCCCCCCCCCCHHHHHHHHHHHPred:
QQQPVASSLSMSIDKQLQHPLQQLTQTQLYQQQQQQQQQQAA:

570 580 590 600

Conf:

Pred:

HHHHCCCHHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCPred:
QNGFKQQQQQTQQQLQQQQSHTINASAAAATSGSGSSGLTAA:

610 620 630 640

Conf:

Pred:

CCCCCCCCCCCCCCCPred:
MRHNNALAVSIETDVAA:

650

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence


