
Conf:

Pred:

CEEEEECCCCCCCCCCCCCEEEECCCCCCCCCCHHHHHHHPred:
MKRFVYINDESYQNDYCDNRISNTKYTLLNFLPKNLWEQFAA:

10 20 30 40

Conf:

Pred:

HHHHHHHHHHHHHHHHCCCCCCCCCCCCCCCCEEEEEEHHPred:
RRFMNQYFLLIACLQLWSLITPVNPASTWGPLIFIFAVSAAA:

50 60 70 80

Conf:

Pred:

HHHHHHHHHHCHHHHHHHCCCCCHHCCCCCEEECCCCCCCPred:
TKEAWDDYNRYISDKQANEKEVWIVKNGTRKHIQAQDIRVAA:

90 100 110 120

Conf:

Pred:

CCEEEEECCCCCCCCEEEECCCCCCCCCEEECCCCCCCCCPred:
GNIVWIRENEEVPCDLVLIGTSDSQGICHVETAALDGEIDAA:

130 140 150 160

Conf:

Pred:

CCCCCCCCCCCCCCHHHHHCCCCEEECCCCCCCCCCCEEEPred:
LKTRVIPLTCVGLDSEQLHKIKGVIECPNPDKDIRRLDANAA:

170 180 190 200

Conf:

Pred:

EEECCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCEEEEEPred:
IRLFPPFIDNDICPLTISNTLLQSCYLRNTEWACGVAVYTAA:

210 220 230 240

Conf:

Pred:

CCEEEECCCCCCCCCCCCCEEECCCCCEEEECCCHHHHHHPred:
GCVKIFMQSDGTRLILKDTIYVANVKQIAIQVYPNLIYKAAA:

250 260 270 280



Conf:

Pred:

HHHHCEECCCEEEEEEECCCCCCCCCCCCCCCCCCCHHHHPred:
KTEVEFTKGLIIVNFNFSGNETKLGMSRGVPEPKLTSMDAAA:

290 300 310 320

Conf:

Pred:

HHHHHHHHHHHHHHHHHHHHHHCCCEECCCCCCCCCCCCCPred:
MIDKLTGAIFLFQIAVVVVLGSAGNVWKDTEARKQWYVKYAA:

330 340 350 360

Conf:

Pred:

CCCCCHHHHHHHHHHHHHHCCCCEEEEEEEEHHHHHHHHHPred:
DDDEPWYQILVIPLRFELLCSIMIPISIKVSLDFVKSLYAAA:

370 380 390 400

Conf:

Pred:

HHCCCCCCCCCCCCCCCCCCCCCHHHHHCCCEEEEEECCCPred:
KFIDWDEEMYDHETDTPAHAANTAISEDLGQVEYILTDKTAA:

410 420 430 440

Conf:

Pred:

CCCEECEEEEEEEEECCCCCCCCCCCCHHHHHHHHHCCCCPred:
GTLTENKMIFRRCCIGGTFYGNESGDALRDVELLNAVANNAA:

450 460 470 480

Conf:

Pred:

CCEEEEEEEEECCCCCCCCCCCCCCEEEECCCCCHHHHHHPred:
SHVIKFLTVMTLCNTVIPIKSSSGAILYKAQSQDEDALVNAA:

490 500 510 520

Conf:

Pred:

HHHCCCEEEECCCCCCCCCCCCCCHHHHCCCCCCCCEEEEPred:
AASNLHMVLVNKNGNTAGQRIKTFVDAVDKYAQLGLRTLCAA:

530 540 550 560



Conf:

Pred:

EEEEECCHHHHHHHHHHHHHHHHHHCCHHHHHHHHHHHHHPred:
LGWRELESEEYLEWSRSFKEANSALIDREVGMKTWKVAEVAA:

570 580 590 600

Conf:

Pred:

HHHHHCCCEECCCHHHHHHHCCCCHHHHHHHHHCCCEEEEPred:
CQKLEHSLEILGVSAIEDRLQAGVPETIEILRQSGINFWMAA:

610 620 630 640

Conf:

Pred:

ECCCCHHHHHHHHHHCCCCCCCCCCEEEEECCCCHHHHHHPred:
LTGDKQSTAIQIALLCNLISSEPKGQLLYINGRTVDEVARAA:

650 660 670 680

Conf:

Pred:

HHHHHHHHHCCCCCCCCCEEEEECCHHHHHHHHHHHHHHHPred:
SLERVLLTMRITTSEPKELAFVVDGWALEIILSRYNEAFTAA:

690 700 710 720

Conf:

Pred:

HHHHCCCEEEEECCCCHHHHHHHHHHHCCCCEEEECCCCCPred:
ELAALSKTAICCRVTPSQKAQLVKLLKSCDYRTLAIGDGGAA:

730 740 750 760

Conf:

Pred:

CHHHHHHCCCEEEECCCHHHHHHHHHHCCCCCCCCCHHHHPred:
NDVRMIQQADIGVGISGREGLQAARAADYSVGKFRFLKRLAA:

770 780 790 800

Conf:

Pred:

HHHHCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCPred:
ILVHGRYSYNRTAFLSQYSFYKSLLICFIQILFSFLSGIAAA:

810 820 830 840



Conf:

Pred:

CCCHHHHHHHHHHHHHHCHHHHHHHHCCCCCCHHHHHHCCPred:
GTSLFNSVSLMAYNVFYTSIPVLTTVLDKDLSEKTVMQNPAA:

850 860 870 880

Conf:

Pred:

HHHHHHHCCCCCCCHHHHHHHHHHHHHHHHHHHHHHHCCCPred:
EILLYCQAGRLLNPSTFAGWFGRSLYHAIVVFLITVHAYAAA:

890 900 910 920

Conf:

Pred:

CCCCCCCCHHHHHHHHHHHHHHHHHHHHCCCHHHHHHHHHPred:
NEKSEMEELSMVALSGSIWLQAFVVTLEMNSFTFVQFLAIAA:

930 940 950 960

Conf:

Pred:

HHHHHHHHHHHHHHCCCCCCCCHHHHHHHCCCHHHHHHHHPred:
WGNFIAFYIINFFISSIPSAGMYTIMFRLCRQPTYWVTLLAA:

970 980 990 1000

Conf:

Pred:

HHHHHHHHHHHHHHHHHHHCCCCHHHHHHHHHHHCCCCCCPred:
LISGVGMGPVLALKYFRYTYRPSAINILQKAERSRGPMYTAA:

1010 1020 1030 1040

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
LVNLESQLRSDMENTNISISTPPVKNKNSVYEPLLSESPIAA:

1050 1060 1070 1080

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
SSRRSLVSSSFDIFQPAQSRTTSSFPRNIKANAA:

1090 1100 1110



Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence


