
Conf:

Pred:

CEEEEECCCCCHHHHHHHHHHHHHHHHCCCEEEECCCCCCPred:
MITYLIGNPGSGKTYYAVFMIYQLFLYEPKKTFLTKFVKPAA:

10 20 30 40

Conf:

Pred:

CCCCCCCEEEECCCCCCHHHCCCCCCCCHHHHHHHHHHHHPred:
KEKPNYSFCYTNINEFKFELCDKFKKFDFDEFYLGLRNLYAA:

50 60 70 80

Conf:

Pred:

HHHCCCCCCHHHHHHHHHCCCCCCEEEEECCCCCCCCCCCPred:
ALYKTGATDNEVNEKAKELNLYGCVFVLDECHNYFKNQKDAA:

90 100 110 120

Conf:

Pred:

HHHHHHHHHCCCCCCCEEEEECCCCHHCHHHHHHHCCEEEPred:
EILVWWLTYHRHLYQDIYLITQDLTLVNNEYKRIAEKFYRAA:

130 140 150 160

Conf:

Pred:

EECCCCCCCCCEEEEEEECCCCCCCCCEEEEEEECCCCCCPred:
ASDSSRRLFSKKFRYEIYASYRLFKKDRLEIINIPFLQEVAA:

170 180 190 200

Conf:

Pred:

CCCCCCCCCCCCEEEHHHHHHHHHHHHHHHHHHHHHHHHHPred:
FDLYHSGQSSNKKSFVRFYFFLAFLVFIFLLLFFYFVVMSAA:

210 220 230 240

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
LFETDKPKNENLPIENKFPAPVSEQPKNSSLFFDDKKPKNAA:

250 260 270 280

C.concisus



Conf:

Pred:

CCCCCCCCEEEEEEEECCCEEEECCCCCCCCCCEEEEECCPred:
NNIDLPEIYIYDITCLNNNCHFSDDYHLYPLSLITYISSTAA:

290 300 310 320

Conf:

Pred:

CCCEEECCCCCCCCEEEEEEEECCCCCCCCCCCCCCCCCCPred:
HTPLYFYFEPKSHELVKYYYVFDKPVFQNLQKNNKGVSDEAA:

330 340 350 360

Conf:

Pred:

CCCCCCCCCCCCCCPred:
KFNQIPNSSVPAIKAA:

370

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence

C.concisus



Conf:

Pred:

CEEEEEECCCCCCHHHHHHHHHHHHHHHCCCCEEEECCCCPred:
MAVIFRHGSNGSYKSAYATWFEILPALREGRLVVTNIEGLAA:

10 20 30 40

Conf:

Pred:

CCHHHHHHHHCCCCCCCCEEEEEECCCCCCCCCCCCEEEEPred:
RPKESIEKILGETFPASAKLIRIFTRSSEGVHLWQNWFNWAA:

50 60 70 80

Conf:

Pred:

CCCCCEEEECCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
MPTGALVVIDECQDLYCPEAGFKREKFLARPFSEFEDILPAA:

90 100 110 120

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
KGFGELFHSRWLPIDPDSLDESDLDDCERTQLDENNRLLYAA:

130 140 150 160

Conf:

Pred:

CCCHHHHHHHCCCCCEEEEEECCCCCCCCHHHHHHHCCEEPred:
PFDFYGAFMRHRKYQWDVIMLTPDYSAIPTWLKGCAGEAYAA:

170 180 190 200

Conf:

Pred:

EEEECCCCCCCCCCEEEEECCCCCCCCCCCCCCCCCEEEEPred:
SHRSTDTFFRKRKPRIYNHRPKATKTDPTTKADYASCSSKAA:

210 220 230 240

Conf:

Pred:

EECCCCCCCEECCCCCCEEEECCCCCCCCCHHHHHHHHHHPred:
KIPVDVFALYQSTGTGEFNETKSDISILKSPKFLLAMLIGAA:

250 260 270 280

PMC53.7



Conf:

Pred:

HHHHHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
VLAILKFFWDLYVLSNSDVDSAQTVPTQVETASASSLPTSAA:

290 300 310 320

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
PTLSIPQANTGLARSDASGLDTSNAHTQTSHTTIPHGVNPAA:

330 340 350 360

Conf:

Pred:

CCCCCCCCCCCCEEEEEEEEEEEECCEEEEEEEECCCEEEPred:
FFEALPMYNDAKSFYLTGINTVANTHDYLFRIDRGRDTYYAA:

370 380 390 400

Conf:

Pred:

EEHHHHHHCCCEEEEECCEEEEEEECCEEEEEECCCCCCCPred:
LRSQTLAKFGYEFELIDECLVMVKSNTINALLTCPPSINYAA:

410 420 430 440

Conf:

Pred:

CCCCCCHHHHCCCCCCCCCCCCCCCCPred:
DANEPDKEMQLTGVQSGVDIFNLNEGAA:

450 460

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence

PMC53.7



Conf:

Pred:

CEEEEEECCCCCCHHHHHHHHHHHHHHHCCCEEEECCCCCPred:
MSIFIHHGAPGSYKTSGALWLRLLPAIKSGRHIITNVRGLAA:

10 20 30 40

Conf:

Pred:

CHHHHHHHHCCCCCCCEEEEEECCCCCCCCHHHHHHCCCCPred:
NLERMAKYLKMDVSDISIEFIDTDHPDGRLTMARFWHWARAA:

50 60 70 80

Conf:

Pred:

CCCEEEECCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCHHPred:
KDAFLFIDECGRIWPPRLTVTNLKALDTPPDLVAEDRPESAA:

90 100 110 120

Conf:

Pred:

HHHHHHHCCCCCEEEEEECCCHHHHHHHHHHHHHCCEEEEPred:
FEVAFDMHRHHGWDICLTTPNIAKVHNMIREAAEIGYRHFAA:

130 140 150 160

Conf:

Pred:

ECCCCCCCCEEEEEEECCCCCCCCCCCCCCEEEEECCCCCPred:
NRATVGLGAKFTLTTHDAANSGQMDSHALTRQVKKIPSPIAA:

170 180 190 200

Conf:

Pred:

CCCEECCCCCEEEEECCCCCCCCCHHHHHHHHHHHHHHEEPred:
FKMYASTTTGKARDTMAGTALWKDRKILFLFGMVFLMFSYAA:

210 220 230 240

Conf:

Pred:

EECCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCPred:
SFYGLHDNPIFTGGNDATIESEQSEPQSKATVGNAVGSKAAA:

250 260 270 280

V.cholerae



Conf:

Pred:

CCCCCCCEECCEEEEECCEEEECCCCEEEEECCCCCCCEEPred:
VAPASFGFCIGRLCVQDGFVTVGDERYRLVDNLDIPYRGLAA:

290 300 310 320

Conf:

Pred:

EEEEEEEECCEEEEEEECCCCCCCCEEEECCCEEEEEECCPred:
WATGHHIYKDTLTVFFETESGSVPTELFASSYRYKVLPLPAA:

330 340 350 360

Conf:

Pred:

CCCEEEEECCCHHHHHHHHHCCCCCCCCCCCCCCCCCCCPred:
DFNHFVVFDTFAAQALWVEVKRGLPIKTENDKKGLNSIFAA:

370 380 390

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence

V.cholerae


