conf : J101n003-002220003030033330030303030 003000
Pr ed: _‘:>) )_6) )_:>_

Pred: CCCCEEEEEHHHCCHHHHHHHHHHHHHCCCCEEEEECCCC
AA: MVQAKI APSLLAGDFANL EKEVGRMLKYGSDW.HVDVMDA

10 20 30 40

SRR 0 N e e S
Pred: g —————>—

Pr ed:  CCOOCCOOCHHHHHHHHHHOCCOCCCEEEEEEECCHHHHH
AA: QFVPNLTI GPI WKANRNHYTKEEAFFDCHLMI EPERYI
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conf : 1101033030031022233303001000000300-0000a0t
Pred: mm——yx—>——4 e E—

Pred: HHHHHCCCCEEEEECCCCCCHHHHHHHHHHCCCEEEEEEC
AA: DQLADAGASLFCFHYEATEKHEEI | SRAHEKGWVLVGCALK
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conf : 11020033030002320303000200000a200000000¢
Pred: —g ——>—— )

Pr ed:  CCOCHHHHHHHHHHOCEEEEEEECCOOCHHHCCHHHHHHH
AA: PKTPVEVI LPFVEKL DML VMIVEPGKGGQSFMPECL PKV
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Pred: D ——)> RS>

Pr ed:  HHHHHHOOCCEEEEECCOCHHHHHHHHHCCOCEEEECHHH
AA: EFLRKKYPTLNVEVDGGL SLKTVDAAADAGANVI VAGTAV
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conf : 11031033033333333000332200001

Pr ed: D—@  —
Pred: HCcCCCHHHHHHHHHHHHHHHHHCCCCCC
AA: FHAQSPEEVI SGLRNSVMKAQETKPWFK
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Legend:

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

+
‘:> = strand Pred: predicted secondary structure

= coil AA: target sequence




