}Jl;l iprotKB Entry name |organism full oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion . ic|golgi plasma extr.a
name sites reticulum |apparatus membrane [regio
Q9QXL2 KI21A_MOUSE Mus Kinesin- [26.986372 'T287 S258;5524;51227;S1231;S1241;S16 (33300544;30059200 MLGAADESSVRVAVRIRPQLAKEKIE |False False 3.961 [2.579 [1.166 0.693 0.759 2.761 0.846
musculus [like 60;T1662;S1671;S1101;S1102;S120 GCHICTSVTPGEPQVFLGKDKAFTF
protein 7 DYVFDIDSQQEQIYTQCIEKLIEGCFE
KIF21A GYNATVFAYGQTGAGKTYTMGTGFD

VNIMEEEQGIISRAVRHLFKSIDEKK
TSAIKNGLPPPEFKVNAQFLELYNEE
VLDLFDTTRDIDAKNKKSNIRIHEDS
TGGIYTVGVITRTVNTEPEMMQCLK
LGALSRTTASTQMNVQSSRSHAIFTI
HVCQTRVCPQTDAENATDNKLISES
SPMNEFETLTAKFHFVDLAGSERLK
RTGATGERAKEGISINCGLLALGNVI
SALGDKSKRATHVPYRDSKLTRLLQ
DSLGGNSQTIMIACVSPSDRDFMET
LNTLKYANRARNIKNKVMVNQDRA
SQQINALRSEITRLQMELMEYKTGK
RIIDEEGVESINDMFHENAMLQTEN
NNLRVRIKAMQETVDALRARITQLV
SEQANQVLARAGEGNEEISNMIHSY
IKEIEDLRAKLLESEAVNENLRKNLT
RATARSPYFSASSAFSPTILSSDKETI
EIIDLAKKDLEKLKRKEKKKKKRLQK
LEESGREERSVAGKDDNADTDQEK
KEEKGVSEKENNELDVEENQEVSD
HEDEEEEEEDEEEEDDIEGEESSDE
SDSESDEKANYQADLANITCEIAIKQ
KLIDELENSQKRLQTLKKQYEEKLM
MLQHKIRDTQLERDQVLQNLGSVES
'YSEEKAKKVKCEYEKKLHAMNKELQ
RLQTAQKEHARLLKNQSQYEKQLKK
LQQDVMEMKKTKVRLMKQMKEEQ
EKARLTESRRNREIAQLKKDQRKRD
HQLRLLEAQKRNQEVVLRRKTEEVT
IALRRQVRPMSDKVAGKVTRKLSSSE
SPAPDTGSSAASGEADTSRPGTQQK
MRIPVARVQALPTPTTNGTRKKYQR
KGFTGRVFTSKTARMKWQLLERRVT
DIIMQKMTISNMEADMNRLLRQRE
ELTKRREKLSKRREKIVKESGEGDKS
VANIIEEMESLTANIDYINDSIADCQ
IANIMQMEEAKEEGETLDVTAVINAC
TLTEARYLLDHFLSMGINKGLQAAQ
KEAQIKVLEGRLKQTEITSATQNQLL
FHMLKEKAELNPELDALLGHALQDL
DGAPPENEEDSSEEDGPLHSPGSEG
STLSSDLMKLCGEVKPKNKARRRTT
TQMELLYADSSEVASDTSAGDASLS
GPLAPVAEGQEIGMNTETSGTSARD
KELLAPSGLPSKIGSISRQSSLSEKKV
PEPSPVTRRKAYEKADKPKAKEHKH
SDSGASETSLSPPSSPPSRPRNELNV
FNRLTVPQGTPSVQQDKSDESDSSL
SEVHRGIINPFPACKGVRASPLQCVH
IAEGHTKAVLCVDSTDDLLFTGSKD
RTCKVWNLVTGQEIMSLGVHPNNV
VSVKYCNYTSLVFTVSTSYIKVWDIR
ESAKCIRTLTSSGQVTLGEACSASTS
RTVAIPSGESQINQIALNPTGTFLYAA
SGNAVRMWDLKRFQSTGKLTGHLG
PVMCLTVDQISNGQDLIITGSKDHYI
KMFDVTEGALGTVSPTHNFEPPHYD
GIEALAIQGDNLFSGSRDNGIKKWD
LAQKGLLQQVPNAHKDWVCALGLV
PGHPVLLSGCRGGILKLWNVDTFVP
VGEMRGHDSPINAICVNSTHVFTAA
DDRTVRIWKAHNLQDGQLSDTGDL
GEDIASN




