UniprotKB

full

Entry name |organism oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enc:!oplasmlc golgi plasma extx:acel
ID name sites sites reticulum |apparatus membrane [region
Q61768 KINH_MOUSE Mus Kinesin- |29.368587 NaN S933;5945 39627609;33300544;36288343;348 |MADPAECNIKVMCRFRPLNESEVN |True False 4.754 (2,993 |5.0 1.923 2.573 2.174 1.814
musculus |1 heavy 87587 RGDKYVAKFQGEDTVMIASKPYAFD
chain RVFQSSTSQEQVYNDCAKKIVKDVL

EGYNGTIFAYGQTSSGKTHTMEGKL
HDPEGMGIIPRIVQDIFNYIYSMDEN
LEFHIKVSYFEIYLDKIRDLLDVSKTN
LSVHEDKNRVPYVKGCTERFVCSPD
EVMDTIDEGKSNRHVAVTNMNEHS
SRSHSIFLINVKQENTQTEQKLSGKL
YLVDLAGSEKVSKTGAEGAVLDEAK
NINKSLSALGNVISALAEGSTYVPYR
DSKMTRILQDSLGGNCRTTIVICCSP
SSYNESETKSTLLFGQRAKTIKNTVC
VNVELTAEQWKKKYEKEKEKNKTLR
NTIQWLENELNRWRNGETVPIDEQ
FDKEKANLEAFTADKDIAITSDKPAA
AVGMAGSFTDAERRKCEEELAKLYK
QLDDKDEEINQQSQLVEKLKTQML
DQEELLASTRRDQDNMQAELNRLQ
AENDASKEEVKEVLQALEELAVNYD
QKSQEVEDKTKEYELLSDELNQKSA
TLASIDAELQKLKEMTNHQKKRAAE
MMASLLKDLAEIGIAVGNNDVKQPE
GTGMIDEEFTVARLYISKMKSEVKT
MVKRCKQLESTQTESNKKMEENEK
ELAACQLRISQHEAKIKSLTEYLQNV
EQKKRQLEESVDSLGEELVQLRAQE
KVHEMEKEHLNKVQTANEVKQAVE
QQIQSHRETHQKQISSLRDEVEAKE
KLITDLQDQNQKMVLEQERLRVEHE
RLKATDQEKSRKLHELTVMQDRRE
QARQDLKGLEETVAKELQTLHNLRK
LFVQDLATRVKKSAEVDSDDTGGSA
AQKQKISFLENNLEQLTKVHKQLVR
DNADLRCELPKLEKRLRATAERVKA
LESALKEAKENASRDRKRYQQEVDR
IKEAVRSKNMARRGHSAQIAKPIRPG
QHPAASPTHPGTVRGGGSFVQNNQ
PVGLRGGGGKQS




