conf: lNnNNnznEERsaRzannNEN-NNRNRRNRRNNNNRNNR

Pred: )
\

Pred: CCCCCCCCCCCCCCCCCCCCCCCHHHHHHHHHHHHHHHHH
AA: MLELLPTAVEGVSQAQITGRPEWIWLALGTALMGLGTLYF

10 20 30 40
cont: JINNE=ANRNNE--ANRERRNERNANRNRRNRRNAnnnnst
Pred: IID——4) ——

Pred: HHHHCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHHCCCCE
AA: LVKGMGVSDPDAKKFYAITTLVPAIAFTMYLSMLLGYGLT

50 60 70 80
Cont : JimanBNENa-RRNNRNRER=nRANRRRNNRNn:nNRnRN
Pred: —— 4 —

Pred: EEECCCCCCCCHHHHHHHHHHHHHHHHHHHHHHCCCCHHH
AA: MVPFGGEONPIYWARYADWLEFTTPLLLLDLALLVDADQGT

90 100 110 120

conf: JNINRNNRNNERERER=ma0--on i En-ARNNNNNNNRNNN

Pred: \ q
J \

Pred: HHHHHHHHHHHHHHHHCCCCCCCCCCCHHHHHHHHHHHHH
AA: ILALVGADGIMIGTGLVGALTKVYSYREVWWAISTAAMLY

130 140 150 160

cont: JINNINRNRERNRRz=ER-nNRNRNRNRRENNRNRNNnN
Pred: )

Pred: HHHHHHHHHHHHHHHCCHHHHHHHHHHHHHHHHHHHHHHH
AA: ILYVLFFGFTSKAESMRPEVASTEFKVLRNVTIVVLWSAYPV

170 180 190 200

conf: JINN-ENNNNNNREanERRENRNRNNENRRNRRNNNERN DRt
Pred: ID— 4

Pred: HHHHCCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHH
AA: VWLIGSEGAGIVPLNIETLLFMVLDVSAKVGFGLILLRSR

210 220 230 240
conf: jmxnnmENNNHERRNNRRRNNNNE
Pred: ™)
—;

Pred: HHCCCCCCCCCCCCcccceececee
AA: AIFGEAEAPEPSAGDGAAATSD

250 260



Legend:

helix

strand

coil

Conf: ]::lll[ = confidence of prediction
- +

Pred: predicted secondary structure

AA:

target sequence




