UniprotKB Entry name |organism full oglcnacscore o.glcnac phosphorylation sites PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion em:loplasmm golgi [plasma extl."acellular
ID name sites reticulum apparatus membrane region
B1AVY7 KI16B_MOUSE |Mus Kinesin-|29.561793 T1286 [S398;T577;S582;S838;5S1047;S1145(40021952 [MASVKVAVRVRPMNRREKDLEAKFI [False False 3.76 1.031 1.875 False False False False
musculus [like IQMEKSKTTITNLKIPEGGTGDSGRE
protein RTKTFTYDFSFYSADTKSPDYVSQE
KIF16B MVFKTLGTDVVKSAFEGYNACVFAY

GQTGSGKSYTMMGNSGDSGLIPRIC
EALFSRINETTRWDEASFRTEVSYLE
[YNERVRDLLRRKSSKTFNLRVREH
PKEGPYVEDLSKHLVQNYSDVEELM
DAGNINRTTAATGMNDVSSRSHAIF
TIKFTQAKFDAEMPCETVSKIHLVDL
IAGSERADATGATGVRLKEGGNINKS
LVTLGNVISALADLSQDAANPLVKKK
QVFVPYRDSVLTWLLKDSLGGNSKT
IMIATISPADVNYGETLSTLRYANRA
KNIINKPTINEDANVKLIRELRAEIAR
LKTLLAQGNQIALLDSPTALSMEEKL
HQNEARVQELTKEWTNKWNETQNI
LKEQTLALRKEGIGVVLDSELPHLIGI
DDDLLSTGIILYHLKEGQTYVGREDA
STEQDIVLHGLDLESEHCVFENAGG
TVTLIPLRGSQCSVNGVQIVDATQLN
QGAVILLGRTNMFRFNHPKEAAKLR
EKRKSGLLSSFSLSMTDLSKSCENL
SAVMLYNPGLEFERQQREELEKLES
KRKLIEEMEEKQKSDKAELERMQQ
EVETRRKETEIVQRQIRKQEESLKRR
SFHIENKLKDLLAEKERFEEERLRE
QQGLEQQRRQEEESLFRIREELRKL
QELNSHEQAEKVQIFQELDRLHQEQ
NAQSAKLRLEKRRLEEEEKEQVQRV
IAHLEEQLRKRQDTAPLLCPGEAQRA
QEEKRELESIREALLQAKEMRAGGD
HTCRDELERAQQYFLEFKRRQLVKL
IASLEKDLVQQKDLLSKEVQEEKVAL
EHVKCDAGGDPSFLATDDGNILGGP
PDLDKIKTAETRLQSREHQLQDLLQ
NHLPALLEEKQRVLDALDSGVLGLD
TTLCQVEKEVGEKEEQIAQYQANAS
QLQQLRATFEFTANVARQEEKVRRK
EKEILESQEKQQREALEQAVAKLEQ
RRSALQRCSTLDLEIQEQRQKLGSL
HTSEWSGWQASLETDGEALEMDPA
RLEHEIHQLKQKICEVDGVQRPHHG
ILEGQAVLSSLPPSGGNSHLAPLMD
IARISAYIEEEVQRRLHDLHRAIGDAN
HTPADVMKSNEELHNGTTQRKLKY
ERMYSRSLGTNRDDLKDPIKISIPRY
VLCGQGKDEHFEFEVKISVLDETWT
VFRRYSRFREMHKTLKLKYAELAAL
EFPPKKLFGNKDERVVAERRTHLEK
'YLREFFSVMLQSETSPLHINKVGLTL
SKHTICEFSPFFKKGVFDYSSHGTG




