
Conf:

Pred:

CCCCCCCCCCCCHHHHHHHCCCCCCCEEEECCCCCCCCCHPred:
MESANASTSATTIYQLCKTFNLSMHTLQINCVFCKNALTTAA:

10 20 30 40

Conf:

Pred:

HHHHCCCCCCCEEEEECCCEEEECHHHHHHHHHHHHHHCCPred:
AEIYSYAYKQLKVLFRGGYPYAACACCLEFHGKINQYRHFAA:

50 60 70 80

Conf:

Pred:

CEEEECCCHHHHHCCCCCCEEEECCCCCCCCCHHHHHHHHPred:
DYAGYATTVEEETKQDILDVLIRCYLCHKPLCEVEKVKHIAA:

90 100 110 120

Conf:

Pred:

HCCCCEEEECCCEEECCCCCCCCHHHCCCCPred:
LTKARFIKLNCTWKGRCLHCWTTCMEDMLPAA:

130 140 150

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence


