
Conf:

Pred:

CCCCCCCHHHCEEEEEEEECCCEEEEEEEECCCCCEEEEEPred:
MTSRKRSPHDFIFKEELGHGSYSTVFKALDKKSPNKIYAIAA:

10 20 30 40

Conf:

Pred:

EECCHHHCCCHHHHHHHHHHHHHHHHHHHCCCCCEEEEEEPred:
KVCSKKHIIKEAKVKYVTIEKNTMNLLAQKHHAGIIKLYYAA:

50 60 70 80

Conf:

Pred:

EEECCCCEEEEEEECCCCHHHHHHHHCCCCCHHHHHHHHHPred:
TFHDEENLYFVLDFAPGGELLSLLHKMGTFNDIWTRHFTAAA:

90 100 110 120

Conf:

Pred:

HHHHHHHHHHHCCEEEEECCHHHEEECCCCCEEEECCCCHPred:
QLIDALEFIHSHGIIHRDLKPENVLLDRDGRLMITDFGAAAA:

130 140 150 160

Conf:

Pred:

HHCCCCCCCCCCCCCCCCCCCCCCCEEEEEECCHHHCCCHPred:
ATIDPSLSGDSAKFNSDSNGSKDNQNCASFVGTAEYVSPEAA:

170 180 190 200

Conf:

Pred:

HHCCCCCCCHHHHHHHHHHHHHHHHCCCCCCCCCHHHHHHPred:
LLLYNQCGYGSDIWALGCMIYQFVQGQPPFRGENELKTFEAA:

210 220 230 240

Conf:

Pred:

HHHCCCCCCCCCCCCCCCCCCCCHHHHHHHHHHCCCCCCCPred:
KIVALDYPWGPNNRINNSTSPINPLVINLVQKILVIEVNEAA:

250 260 270 280



Conf:

Pred:

CCCHHHHHHCCCCCCCCCCHHCCCCCCCCCCCCCCCCCCCPred:
RISLEQIKRHPYFSKVDWNDKIKIWRGIWQSQGQSLQQTTAA:

290 300 310 320

Conf:

Pred:

CCCCCCCHHHCCHHHHCCCCCCCHHHHHHHHHCCCCCCCCPred:
LGLPNIPQNILPTRQLHVIDTPARSIQITKQKRKKPTKISAA:

330 340 350 360

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
NTTSSIVVWRKRLGISTGKDDLGTVPSTTPAVTAPNDTNVAA:

370 380 390 400

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
LTNTAAHSTANIALPPNSQSNQVKRAQLVAPNRIPPKVPVAA:

410 420 430 440

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
INDNVRNKSIPRTKPNVPPLQTSSIPQKLSTSSASSALSAAA:

450 460 470 480

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCEEEECCCCCCCCPred:
PSTEIRNQDLTHTLDGRNSIDIHVLKQDYVFIYGIPYEHEAA:

490 500 510 520

Conf:

Pred:

CCCCCCCCCCCEEEEECCCCCCCCCHHCCCCCCHHHHHHHPred:
GPAMSLNSYNKIDNDLITSLVAQHKEELKNSESFLQVLTLAA:

530 540 550 560



Conf:

Pred:

HHHHHHCCCCCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHPred:
KKSGMLSYKNTVMEGNDDQENKEHQMANIEDTDLSMYDFEAA:

570 580 590 600

Conf:

Pred:

HHHHHHHHHHHHHHHHCCEEEEEEECCCCCCCCCCCCCCCPred:
FNELTRKGFLILEKYKNRIWFISLPSYSTLSKIPFNAVKSAA:

610 620 630 640

Conf:

Pred:

CCCCCCCHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCCCCPred:
STINNNENWVDCFFRARQLLEEKQILDKISNVSFDSKASSAA:

650 660 670 680

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCEEEEEEEECCCCCCCCCCCCPred:
EPSSPPPISRKERPLSIGNNVTTLSYTAKNGSQNNAPQNDAA:

690 700 710 720

Conf:

Pred:

CCCCCCCEECCCCCCCCCCCCCCCCCCCCEEEECCCCCCCPred:
NVGEEKPFRIPSSTKDRPGANSTPSSRHPRVLSSNNAGETAA:

730 740 750 760

Conf:

Pred:

CHHCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
PKKMNGRLPNSAPSTNTYTNGSVPAFNHRPSTNVGNNKHNAA:

770 780 790 800

Conf:

Pred:

EEECCCCCCEEECCCCCCCCCEEEECCCCCCCCCCCCCCCPred:
ILTSKKQGSSVFSPSSSTTKPQIKTTGYRQPTPSPPLPQMAA:

810 820 830 840



Conf:

Pred:

CCCCCHHHCCCCCCEEEECCCEEEEEEECCCCCCCCHHHHPred:
EFPTTREKYSAPSNMVISSSRYEVLHTLNNSQTNFDREIAAA:

850 860 870 880

Conf:

Pred:

HCCHHHHHHHHHHHHCCCPred:
SRGASAAFRSLQKSKKKKAA:

890

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence


