conf: IINaniiNannnzonanin=iiliNNNRonan-nR NN

Pred: _____ ) —
Pred: CCCCEEEECCCCCCCCCCCHHHHHHHHHHHHHHHCCCCCC
AA: GARSEVVLVNVTENEFNMWKNDMVEQMHEDIISLWDQSLKP

10 20 30 40

conf : junnilEnaiNannanRaz-=xnniiENEREEERnonnnEEat
Pred:

Pred: CCCCCCCEEEECCCCCCCCCCCCccceeeeeceecececeececce
AA: CVKLTPLCVGAGSCNTISVITQACPKVSFEPIPIHYCAPAG

50 60 70 80

conf : JmnBEEalIIEEERaaRlNanannaonlloEEnnnooonall

Pred: _ £ —

Pred: CEEEEECCCCCCCCCCCCCCCCCCCCCCCCCCCCCCHHECC
AA: FATLKCNNKTENGTGPCTINVSTVQCTHGIRPVVSTQLLLN

90 100 110 120

conf: jIINNmanninaniiNENNnnniRinnnznlinnnnlnnat
Pred:

Pred: CCCCCCEEEEECCCCCCCCCEEEEECCCCEEEECCCCCCC
AA: GSLAEEEVVIRSVNFTDNAKTIIVQLNTSVEINCTGAGHC

130 140 150 160

cont: JanNRNIRNRNNRNRNNRERnzAREn-ANnnRRNRENNant
Pred: —f) )

Pred: CCCHHHHHHHHHHHHHHHHHHHCCCCEEEECCCCCCCCCE
AA: NISRAKWNNTLKQIASKLREQFGNNKTITIFKQSSGGDPETI

170 180 190 200

Conf : jINnnzaiiiznnnnEinni=-znnRRRRRENRRERRDNNNI
Pred:

Pred: EEEEECCCCCEEEECCCCCCCCCCCCCcCccceeeeececece
AA: VTHSENCGGEFEFYCNSTQLENSTWENSTWSTKGSNNTEGS

210 220 230 240

conf: IINInEnanBRNNEREanana-nBRRRERnnnnnEnant

Pred: __ —) )
Pred: CCEEECCHHHHHHHHHHHCCCCCCCCCCCCCEECCCCCEE
AA: DTITLPCRIKQIINMWQKVGKAMYAPPISGQIRCSSNITG

250 260 270 280




cont : JaNnzmnARINENREo-xRERRRRENRD s nanannn Rl

Pred:

Pred: EEEECCCCCCCCCCCCCCCCCCCCCCCCCCCCCCEEEEEE
AA: LLLTRDGGNSNNESEIFRPGGGDMRDNWRSELYKYKVVKI

290 300 310 320
Conf:]l[
Pred: _
Pred: C
AA: E
Legend:
D = helix Conf: ]::llll[ = confidence of prediction
- +
= strand Pred: predicted secondary structure
= coil AA: target sequence




