cont: JINNANRNRNRNRRENun=ANONRnnnE NN Rn-mRNNEN
Pred: —) —

Pred: CCHHHHHHHHHHHHHHHHCCCCCCEEEECCCCCCEEEEEE
AA: MSTPARKRLMRDFKRLQODPPAGISGAPODNNIMLWNAVI

10 20 30 40

cont: JNNNNNNANENnnNRNNnRNRRRNRN N nmnnnRNAnnNN
Pred:

Pred: ECCCCCCCCCCEEEEEEECCCCCCCCCCEEEECCCCCCCC
AA: FGPDDTPWDGGTFKLSLOFSEDYPNKPPTVREVSRMEHPN

50 60 70 80
cont: JINNNNNzzznnnliEENn-axANNNNNNRNN=RNNRNNN
Pred: () —_

Pred: CCCCCCEEEECCCCCCCCCCCHHHHHHHHHHHHCCCCCCC
AA: IYADGSICLDILONOWSPIYDVAAILTSIQSLLCDPNPNS

90 100 110 120
cont: JInnINNNRNNRNRNRNNRNRNNRNNEN 0]t
Pred: —) ) —

Pred: CCCHHHHHHHHHCHHHHHHHHHHHHHHHHCCC
AA: PANSEAARMYSESKREYNRRVRDVVEQSWTAD

130 140 150

Legend:
D = helix Conf: ]:Jlll[ = confidence of prediction
- +

= strand Pred: predicted secondary structure

coil AA: target sequence
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