UniprotKB Entry name |organism |full name |oglcnacscore oglcnac phosphorylation |\ 1,y ¢ sequence intracellular |extracellular [cytosol [nucleus mitochndrion endoplasmic golgi I extr
D sites  [sites reticulum  |apparatusmembrane [regi
P17710 HXK1 MOUSE Mus Hexokinase-|36.00891 NaN S393 36288343;29125738;33300544;406 [MGWGAPLLSRMLHGPGQAGETSPV [True False 4.51 1.453 4.0 False False False Fals

musculus

1

84658

PERQSGSENPASEDRRPLEKQCSHH
LYTMGQNCQRGQAVDVEPKIRPPLT
EEKIDKYLYAMRLSDEILIDILTRFKK
EMKNGLSRDYNPTASVKMLPTFVRS
IPDGSEKGDFIALDLGGSSFRILRVQ
IVNHEKSQNVSMESEVYDTPENIVH
GSGSQLFDHVAECLGDFMEKRKIKD
KKLPVGFTFSFPCRQSKIDEAVLITW
TKRFKASGVEGADVVKLLNKAIKKR
GDYDANIVAVVNDTVGTMMTCGYD
DQQCEVGLIIGTGTNACYMEELRHI
DLVEGDEGRMCINTEWGAFGDDGS
LEDIRTEFDRELDRGSLNPGKQLFE
KMVSGMYMGELVRLILVKMAKESL
LFEGRITPELLTRGKFTTSDVAAIETD
KEGVQNAKEILTRLGVEPSHDDCVS
VQHVCTIVSFRSANLVAATLGAILNR
LRDNKGTPRLRTTVGVDGSLYKMHP
QYSRRFHKTLRRLVPDSDVRFLLSE
SGSGKGAAMVTAVAYRLAEQHRQIE
ETLSHFRLSKQALMEVKKKLRSEME
MGLRKETNSRATVKMLPSYVRSIPD
GTEHGDFLALDLGGTNFRVLLVKIR
SGKKRTVEMHNKIYSIPLEIMQGTG
DELFDHIVSCISDFLDYMGIKGPRMP
LGFTFSFPCKQTSLDCGILITWTKGF
KATDCVGHDVATLLRDAVKRREEFD
LDVVAVVNDTVGTMMTCAYEEPSC
EIGLIVGTGSNACYMEEMKNVEMVE
GNQGQMCINMEWGAFGDNGCLDD
IRTDFDKVVDEYSLNSGKQRFEKMI
SGMYLGEIVRNILIDFTKKGFLFRGQ
ISEPLKTRGIFETKFLSQIESDRLALL
QVRAILQQLGLNSTCDDSILVKTVCG
VVSKRAAQLCGAGMAAVVEKIRENR
GLDHLNVTVGVDGTLYKLHPHFSRI
MHQTVKELSPKCTVSFLLSEDGSGK
GAALITAVGVRLRGDPTNA




