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Predicted secondary structure and membrane

orientation of the glucose transporter.
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Alternating conformation model for glucose transport



Regulation of glucose uptake in muscle and fat cells. INEEE DY La—REE (1)

INEEBRDOY L a—RE5% (2) INBEERDT ILa—REEE(2)

EER:ZOYDY
HA-HSTUB

- o o R. KabackD#12 = A .
SHR—RIRZTT—E — R i {ALacY &
NABRINCEELR - 7> TH e #iX hLacY DIEIE

2) YZhO7 7/ =)L THXBEE
3) BERSROY Y VLTI /T
FIL
B-FAAZVYROTONY
BEAR
REHRIES

The figures are based on the
C154G mutant structure with
a bound TDG
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Transport of glucose by the PEP-dependent
phosphotransferase system (PTS).
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