Conf

Pred:

Pred:
AA:

Conf

Pred:

Pred:
AA:

Conf

Pred:

Pred:
AA:

Conf

Pred:

Pred:
AA:

Conf

Pred:

Pred:
AA:

Conf

Pred:

Pred:
AA:

Conf

Pred:

Pred:
AA:

| LT TERE L EEEEEEEEL LT LT L] ey

/

10

\

)

}__

20

30

CCCCCCCCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHCCC
MPLHVKWPFPAVPPLTWTLASSVVMGLVGTYSCEWTKYMN

40

: Janlin-snNERNRENn-ERERsARN:RENnnnsNRNEnN

=4

}_____

50

60

——

70

CEEEECHHHHHHHHHHCCCCCCEEEECCCCCCCCHHHHHH
HLTVHNREVLYELIEKRGPATPLITVSNHQSCMDDPHLWG

80

:]lI:l::::::lI::lllllll::::ll:ll:::lllllll[

IS

90

100

110

HHHHCHHCCCCCCCCCCCCCCCCCCCCHHHHHHCCCEEEC
ILKLRHIWNLKLMRWTPAAADICFTKELHSHFFSLGKCVP

120

o 1] | [ [5bspa e fmpepat |- Jmpspagat=) ) 0L LT EEEER] [ R

—

130

140

150

CZ:

CCCCCHHHHHHHCCCCCCCCCCCCcCccccceecccccCCCHHE
VCRGAEFFQAENEGKGVLDTGRHMPGAGKRREKGDGVYQK

160

SB] | [ 1] FESE]EE L] EEL R[] EEREREEL ]

—

170

180

190

S

HHHHHHHHHCCCCEEEEEECCEECCCCCCCCCCCCHHHHH
GMDFILEKLNHGDWVHIFPEGKVNMSSEFLRFKWGIGRLT

200

: JumanEENznRNEREsARNRs RN NRRNRNNRR-HRNNNN

——

210

220

230

HHHCCCCEEEEEEEECCCCCCCCCCCCCCCCCCEEEEEEC
AECHLNPITLPLWHVGMNDVLPNSPPYFPRFGOKITVLIG

240

: JINRENanERRNE RS mnnn ARNNRNNRNNRRNNRNNANNNN

—)

250

260

270

CCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEHHHEH
KPFSALPVLERLRAENKSAVEMRKALTDFIQEEFQHLKTOQ

280



conf : JINNNRzanlNER
Pred: IIIID——

Pred: HHHHHHCCCCCC
AA: AEQLHNHLOPGR

290

Legend:

o

helix

strand

coil

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

Pred: predicted secondary structure

AA:

target sequence




