
Conf:

Pred:

CCCCCCHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCCCCCPred:
MTSFGSRYLWILKMSVLFLALGIVLFMFRSVSLYSEFSIYAA:

10 20 30 40

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCEPred:
KAPLLQPSVAAGMLKLLPEKHIKSLFTHDGIWLFPKNQCKAA:

50 60 70 80

Conf:

Pred:

ECCCCCCCEECCCCCCCCCCHHHHHHHHHHHHHHHHHHHCPred:
CEAWKLQQSYYFENAYGQTELPAVKMRRQAEFEHFQRREGAA:

90 100 110 120

Conf:

Pred:

CCCCCCCCCCCCCCCCCCCCCEEECCCCCCCCCCEECCCCPred:
LPRPPPLLAQANLPFGYPIHGVEVMPLHTIPIPGLQFEGPAA:

130 140 150 160

Conf:

Pred:

CCCCEEEEEEECEEEEEECCCCCCCEEECCCEEEEEEEECPred:
DAPIYKVTLKASLGTLNTLADTPDTVVQGRGQKELTILTSAA:

170 180 190 200

Conf:

Pred:

CHHHHHHHCCCEEEEEEEEECCCEEEEEEEECCEEEEEEEPred:
SRTVLNFILQHVTYTSTEYQHPRVDVVSLESNSSVAKFPVAA:

210 220 230 240

Conf:

Pred:

EEECCCCCCCCCCCCCCCCCCCEEEEEECCCCHHHHHHHHPred:
TIRFPVMPKLYDPGPERKLRNLVSIATKTFLRPHKLKTMLAA:

250 260 270 280

guo
打字机文本
Supplementary file 3: Predicted secondary structures of ovine B4GALNT2 protein



Conf:

Pred:

HHHHHHCCCEEEEEECCCCCCEEEECCCEEEEECCCCCCCPred:
QSIRVYYPDLTVIVADDSKEPLEINDSYVEYYTMPYGKGWAA:

290 300 310 320

Conf:

Pred:

HHHHHHHHHHCCCCEEEEECCCCCCCCCCHHHHHHHHHHCPred:
FAGRNLAISQVTTKYVLWVDDDFLFNDKTKIEVLVDVLEKAA:

330 340 350 360

Conf:

Pred:

CCCCEEEEEEEEEEEEEEEEECCCCCCCEEEECCCCCCCCPred:
TELDVVGGSVLGNVFQFKLFLEHSKNGDCLHRRTGSFGPLAA:

370 380 390 400

Conf:

Pred:

CCCCCCEEECCEEEEHHHHHHHHHHCCCCCCCCCCCHHHHPred:
DGFPNCVVTSGVVNFFLAHTERLQRVGFDPRLHRVAHSEFAA:

410 420 430 440

Conf:

Pred:

HHHHHCCCCEEEEEEEEEEEECCCCCCCHHHHHHHHHHHHPred:
FIDGLGSLLVGSCSDVIIGHQPHSSVADPELAALEKTYRRAA:

450 460 470 480

Conf:

Pred:

HHCCCCHHHHHHHHHHHHHCCCCCCCPred:
YRANTNDKVQFKLALHYFKNHLQCTTAA:

490 500

Legend:

 = helix

 = strand 

 = coil 

Conf:  = confidence of prediction

- +

Pred: predicted secondary structure

AA: target sequence




