Conf : 111002333003000003300333333000000000a0a00¢
Pr ed:

Pred: CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCl
AA:  MGSNKSKPKDASQRRRSL EPAENVHGAGGGAFPASQT PS}I(

10 20 30 40

conf : J1003333303333033333333330033003333333300
Pr ed:

Pred: CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCC
AA:  PASADGHRGPSAAFAPAAAEPKL FGGFNSSDTVTSPQRAG

50 60 70 80
conf : 11101032031003300330333033 033033302330 03¢
Pr ed: 4‘:") :'\V q

Pred: CCCCCCEEEEEECCCCCCCCCCCCCCCCCEEEECCCCCCH
AA: PLAGGVTTFVALYDYESRTETDLSFKKGERLQ VNNTEGD

90 100 110 120

Conf : 11030323001 0030800203200000533000-02000000¢
Pr ed: éﬁ :'\V E
Pr ed:  HHHHHHCCCCCEEECCCOOCCCCCOOOCCOC00CCCCHHH

AA: VWA AHSL STGQTGYI PSNYVAPSDSI QAEEWYFGKI TRRE

130 140 150 160

conf : J11103a01000330003032033310200000000000000
Pred mmmp————">— >

Pred: HHHHHCCCCCCCCCEEEEECCCCCCEEEEEEEECCCCCCC
AA:  SERLLLNAENPRGTFLVRESETTKGAYCL SVSDFDNAKGL

170 180 190 200
conf : ja1010031123131303030309300333300000a00300k
Pr ed: _:> :'\‘/ <) >_

Pred: CEEEEEEEECCCCCEEECCOCCCOCHHHHHHHHHHOCCCC
AA: NVKHYKI RKLDSGGFYI TSRTQFNSLQQLVAYYSKHADGL

210 220 230 240

Conf : 1133003331330000333000003003303003000000k
Pr ed: D:>_

Pred: CCCCCCCCCCCCCCCCCCCCCCCCCCHHHEEEEEEECCCC
AA: CHRLTTVCPTSKPQI QGLAKDAVEI PRESLRLEVKLGQGEC

250 260 270 280




Conf : 11200030-20033000100330330300003300000030
Pred: o —>  ~———» g -

Pred: CCEEEECCCCCCEEEEEEECCCCCCCHHHHHHHHHHHHHC
AA: FGEVWIGTWNGT TRVAI KTLKPGT MSPEAFL QEAQVIVKKL

290 300 310 320

conf : 1101032000030000030100020000200000020000
Pred: — ——» ~——

Pred: CCCCEEEEEEEECCCCCEEEEEECCCCCHHHHHHHCCCCC
AA: RHEKLVQLYAVWVSEEPI YI VTEYMSKGSLLDFLKGETCGKY

330 340 350 360
conf : 1110303333033333033039009_323==00300300
Pred: —g — I >—

Pr ed:  CCHHHHHHHHHHHHHHHHHHHHOCCOOCCHHHHHEEECCC
AA: LRLPQLVDVAAQ ASGVAYVERVNYVHRDLRAANI LVGEN

370 380 390 400

Conf : 111000010352332300053220003002a-00000000 0t

Pr ed: N N —N

—> S > >
Pred: CEEEECCCCCCEECCCCCCEECCCCCCCEECCCHHHHHHC
AA: LVCKVADFGLARLI EDNEYTARQGAKFPI KWITAPEAALYG

410 420 430 440
Conf : 11an1372233000000019300000000330900000 004t
Pred: —g >

Pr ed:  CCCHHHHHHHHHHHHHHHHCCCOCCOOCCCHHHHHHHHHC
AA: RFTI KSDWSFG LLTELTTKGRVPYPGWNREVLDQVER

450 460 470 480
conf : J00000330300330303303003a00222023000000000
Pred: ) — )

Pr ed:  CCOOCCOOCCCHHHHHHHHHHHHCCHHHCOCHHHHHHHHH
AA: GYRVPCPPECPESL HDL MCQUWRKEPEERPTFEYL QAFLE

490 500 510 520

Conf : 10J0a00d3000000adt

Pred: w7
7

Pred: HHHHCOOCCCOCOCOCC
AA: DYFTSTEPQYQPGENL

530




Legend:

hel i x Conf : ]: al ]][ = confidence of prediction
- +

ﬂ

strand Pred: predicted secondary structure

= coil AA: target sequence




