UniprotKB Entry name |organism full oglcnacscore oglcnac P h osphorylation PMIDS |sequence intracellular extracellular [cytosol [nucleus mitochndrion em?oplasmlc golgi [plasma extl:acellular
ID name sites sites reticulum apparatus membrane region
Q2M1P5 KIF7 HUMAN Homo Kinesin-|19.994096 NaN S898 37217939 MGLEAQRLPGAEEAPVRVALRVRPL |False False 3.46 3.029 1.014 0.992 1.129 1.694 1.343
sapiens like LPKELLHGHQSCLQVEPGLGRVTLG
protein RDRHFGFHVVLAEDAGQEAVYQAC
KIF7 VQPLLEAFFEGFNATVFAYGQTGSG

KTYTMGEASVASLLEDEQGIVPRAM
IAEAFKLIDENDLLDCLVHVSYLEVYK
EEFRDLLEVGTASRDIQLREDERGN
'VVLCGVKEVDVEGLDEVLSLLEMGN
IAARHTGATHLNHLSSRSHTVFTVTL
EQRGRAPSRLPRPAPGQLLVSKFHF
'VDLAGSERVLKTGSTGERLKESIQIN
SSLLALGNVISALGDPQRRGSHIPYR
DSKITRILKDSLGGNAKTVMIACVSP
SSSDFDETLNTLNYASRAQNIRNRA
TVNWRPEAERPPEETASGARGPPRH
RSETRIIHRGRRAPGPATASAAAAMR
LGAECARYRACTDAAYSLLRELQAEP
GLPGAAARKVRDWLCAVEGERSALS
SASGPDSGIESASVEDQAAQGAGGR
KEDEGAQQLLTLQNQVARLEEENR
DFLAALEDAMEQYKLQSDRLREQQE
EMVELRLRLELVRPGWGGPRLLNG
LPPGSFVPRPHTAPLGGAHAHVLGM
'VPPACLPGDEVGSEQRGEQVTNGRE
IAGAELLTEVNRLGSGSSAASEEEEE
EEEPPRRTLHLRRNRISNCSQRAGA
RPGSLPERKGPELCLEELDAAIPGSR
IAVGGSKARVQARQVPPATASEWRLA
QAQQKIRELAINIRMKEELIGELVRT
GKAAQALNRQHSQRIRELEQEAEQV
RAELSEGQRQLRELEGKELQDAGER
SRLQEFRRRVAAAQSQVQVLKEKKQ
IATERLVSLSAQSEKRLQELERNVQL
MRQQQGQLQRRLREETEQKRRLEA
EMSKRQHRVKELELKHEQQQKILKI
KTEEIAAFQRKRRSGSNGSVVSLEQ
QQKIEEQKKWLDQEMEKVLQQRRA
LEELGEELHKREAILAKKEALMQEK
TGLESKRLRSSQALNEDIVRVSSRLE
HLEKELSEKSGQLRQGSAQSQQQIR
GEIDSLRQEKDSLLKQRLEIDGKLRQ
GSLLSPEEERTLFQLDEAIEALDAAIE
'YKNEAITCRQRVLRASASLLSQCEM
NLMAKLSYLSSSETRALLCKYFDKV
'VTLREEQHQQQIAFSELEMQLEEQQ
RLVYWLEVALERQRLEMDRQLTLQ
QKEHEQNMQLLLQQSRDHLGEGLA
DSRRQYEARIQALEKELGRYMWINQ
ELKQKLGGVNAVGHSRGGEKRSLCS
EGRQAPGNEDELHLAPELLWLSPLT
EGAPRTREETRDLVHAPLPLTWKRS
SLCGEEQGSPEELRQREAAEPLVGR
'VLPVGEAGLPWNFGPLSKPRRELRR
IASPGMIDVRKNPL




