UniprotKB Entry name |organism full oglcnacscore oglcnac  [phosphorylation |, /1y sequence intracellular [extracellular cytosol nucleus|mitochndrion |* .. golgi plasma lextra
D name sites sites reticulum  |apparatus membrane [regio:
P33176 KINH_HUMAN [Homo Kinesin-(16.526111 'T405;S950|S933 23301498;37217939;33214551;313 [MADLAECNIKVMCRFRPLNESEVN [True False 4.856 |4.61 3.287 1.833 1.908 2.135 1.777
sapiens 1 heavy 73491;38665916;34725712;409144 |RGDKYIAKFQGEDTVVIASKPYAFDR
chain 22;35008409;34019948;35138101;2 [VFQSSTSQEQVYNDCAKKIVKDVLE

9351928

GYNGTIFAYGQTSSGKTHTMEGKLH
DPEGMGIIPRIVQDIFNYTYSMDENL
EFHIKVSYFEIYLDKIRDLLDVSKTNL
SVHEDKNRVPYVKGCTERFVCSPDE
'VMDTIDEGKSNRHVAVTNMNEHSS
RSHSIFLINVKQENTQTEQKLSGKLY
LVDLAGSEKVSKTGAEGAVLDEAKN
INKSLSALGNVISALAEGSTYVPYRD
SKMTRILQDSLGGNCRTTIVICCSPS
SYNESETKSTLLFGQRAKTIKNTVCV
NVELTAEQWKKKYEKEKEKNKILRN
TIQWLENELNRWRNGETVPIDEQFD
KEKANLEAFTVDKDITLTNDKPATAI
GVIGNFTDAERRKCEEEIAKLYKQLD
DKDEEINQQSQLVEKLKTQMLDQEE
LLASTRRDQDNMQAELNRLQAEND
IASKEEVKEVLQALEELAVNYDQKSQ
EVEDKTKEYELLSDELNQKSATLASI
DAELQKLKEMTNHQKKRAAEMMA
SLLKDLAEIGIAVGNNDVKQPEGTG
MIDEEFTVARLYISKMKSEVKTMVK
RCKQLESTQTESNKKMEENEKELA
IACQLRISQHEAKIKSLTEYLQNVEQK
KRQLEESVDALSEELVQLRAQEKVH
EMEKEHLNKVQTANEVKQAVEQQI
QSHRETHQKQISSLRDEVEAKAKLIT
DLQDQNQKMMLEQERLRVEHEKLK
IATDQEKSRKLHELTVMQDRREQAR
QDLKGLEETVAKELQTLHNLRKLFV
QDLATRVKKSAEIDSDDTGGSAAQK
QKISFLENNLEQLTKVHKQLVRDNA
DLRCELPKLEKRLRATAERVKALESA
LKEAKENASRDRKRYQQEVDRIKEA
VRSKNMARRGHSAQIAKPIRPGQHP
IAASPTHPSATRGGGAFVQNSQPVAV
RGGGGKQV




