}11;1 iprotKB Entry name |organism (full name |oglcnacscore O.glcnac ‘p.h osphorylation PMIDS [sequence intracellular [extracellular cytosol nucleus mitochndrion ‘enc.mplasmlc golgi plasma em.‘aceuular
sites sites reticulum |apparatus membrane region
P14246 GTR2_MOUSE [Mus Solute 23.627151 NaN S522 37453647 MSEDKITGTLAFTVFTAVLSSFQFGY [False True 2.649 |2.71 2.773 2.621 1.704 5.0 2.689
musculus |carrier DIGVINAPQEVIISHYRHVLGVPLDD
family 2, RKAAINYDVNGTDTPLTVTPAYTTPA
facilitated PWDEEETEGSAHIVITMLWSLSVSSF
glucose IAVGGMVASFFGGWLGDKLGRIKAM
transporter LAANSLSLTGALLMGCSKFGPAHAL
member 2 IIAGRSVSGLYCGLISGLVPMYIGEIA

PTTLRGALGTLHQLALVTGILISQIAG
LSFILGNQDHWHILLGLSAVPALLQ
CLLLLFCPESPRYLYIKLEEEVRAKKS
LKRLRGTEDVTKDINEMKKEKEEAS
TEQKVSVIQLFTDANYRQPILVALML
HMAQQFSGINGIFYYSTSIFQTAGIS
QPVYATIGVGAINMIFTAVSVLLVEK
IAGRRTLFLTGMIGMFFCTIFMSVGL
VLLDKFAWMSYVSMTAIFLFVSFFEI
GPGPIPWFMVAEFFSQGPRPTALAL
IAAFSNWVCNFVIALCFQYIADFLGPY
VFFLFAGVVLVFTLFTFFKVPETKGK
SFEEIAAEFRKKSGSAPPRKAAVQM
EFLASSESV




