conf : 113230003103031032032200003-0000300030300¢
Pred: _g — > ———

Pr ed:  CCHHHHHHHHHHHHHHCOCCEEEEEEECCCCEEEEEEEEE
AA: MVKRNI LAVI VPALLVAGTANAAEI YNKDGNKVDL YGKAV

10 20 30 40

Conf : 111000330003332a53000aaa003000000-0002000¢
Pred: ——— . >_.

Pred: EEEEEECCOCCCCCCOCOCCCCEEEEEEEEEEECCCEEEE
AA: GLHYFSKGNGENSYGGNGDMI YARL GFKGETQ NSDLTGY

50 60 70 80

Conf : 11100031135333000000003333030000300233300t
Pred: ——— . >_|

Pred: EEEEEFEEECCCCCCCCOCCCCCEEEEEEEECCCEEEEEE
AA: GQAEYNFQGNNSEGADAQT GNKTRLAFAGLKYADVGSFDY

90 100 110 120

Conf : Ja9a30aa0a=m200000330003a50003aa0aa020000

Pred: —) S —
Pred: EEECCCHHHCCCCCCCCCCCCCCCCCCCCCCCCCCCCEEE
AA:  GRNYGVVYDAL GYTDM.PEFGGDTAYSDDFFVGRVGGVAT

130 140 150 160

Conf : 1133030103=533010110032000000000330:33000¢

Pr ed: S >
Pred: EECCCCCCCEEEEEEEEEEECCCCCCCCCCCCCCEEEEEE
AA:  YRNSNFFGLVDGLNFAVQYL GKNERDTARRSNGDGVGEGSI

170 180 190 200

Conf : 110330333003000323003a33330300020 000000
Pred: — ——+5

Pred: EEECCCEEEEEEEEECCCCCCCCCCCCCCCCEEEEEEEEE
AA: SYEYEGFG VGD\YGQADRTNLQEAQDLC—I\I\IC-}KKAEQ/\ATGIT

210 220 230 240

Conf : 11100230300300055250033309a000003300a 000t

Pr ed: > > —
Pred: EEEECCEEEEEEEEEEECCCCCCCCCCCCCCCCCCCEEEE
AA:  KYDANNI YLAANYGETRNATPI TNKFTNTSGFANKTQDVL

250 260 270 280




Conf : 11100002032300030000223330300000320033300¢
Pr ed: >_. >

Pred: EEEEEEECCEEEEEEEEEEECCCCCCCCCCCCEEEEEEEE
AA LVAQYQFDFGLRPSI AYTKSKAKDVEG GDVDLVNYFEVG

290 300 310 320

Conf : 1110003331030000035:230005333230030033300¢

Pr ed: P — >
Pred: EEEEECCCEEEEEEEEEECCCCCCCCCCCCCCEEEEEEEE
AA:  ATYYENKNVSTYVDYI | NQ DSDNKLGVGSDDTVAVAE VY

330 340 350 360

conf : ot
Pr ed: >—

Pred: EC
AA QF

Legend:

D = helix Conf : ]:J]]][ = confidence of prediction

- +
‘:> = strand Pred: predicted secondary structure

= coil AA: target sequence




