
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

0

Q9Y2H9 MAST1_HUMAN Homo
sapiens

Microtubule-
associated
serine/threonine-
protein	kinase	1

20.111456 S799 S90;S139;S167;S346;T351;S687;S8
93;S952;S1413

30379171;29351928 MSDSLWTALSNFSMPSFPGGSMFR
RTKSCRTSNRKSLILTSTSPTLPRPH
SPLPGHLGSSPLDSPRNFSPNTPAH
FSFASSRRADGRRWSLASLPSSGYG
TNTPSSTVSSSCSSQERLHQLPYQPT
VDELHFLSKHFGSTESITDEDGGRR
SPAVRPRSRSLSPGRSPSSYDNEIVM
MNHVYKERFPKATAQMEEKLRDFT
RAYEPDSVLPLADGVLSFIHHQIIELA
RDCLTKSRDGLITTVYFYELQENLEK
LLQDAYERSESLEVAFVTQLVKKLLII
ISRPARLLECLEFNPEEFYHLLEAAE
GHAKEGHLVKTDIPRYIIRQLGLTRD
PFPDVVHLEEQDSGGSNTPEQDDLS
EGRSSKAKKPPGENDFDTIKLISNGA
YGAVYLVRHRDTRQRFAMKKINKQ
NLILRNQIQQAFVERDILTFAENPFV
VGMFCSFETRRHLCMVMEYVEGGD
CATLLKNIGALPVEMARMYFAETVL
ALEYLHNYGIVHRDLKPDNLLITSM
GHIKLTDFGLSKMGLMSLTTNLYEG
HIEKDAREFLDKQVCGTPEYIAPEVI
LRQGYGKPVDWWAMGIILYEFLVGC
VPFFGDTPEELFGQVISDDILWPEGD
EALPTEAQLLISSLLQTNPLVRLGAG
GAFEVKQHSFFRDLDWTGLLRQKA
EFIPHLESEDDTSYFDTRSDRYHHV
NSYDEDDTTEEEPVEIRQFSSCSPRF
SKVYSSMEQLSQHEPKTPVAAAGSS
KREPSTKGPEEKVAGKREGLGGLTL
REKTWRGGSPEIKRFSASEASFLEG
EASPPLGARRRFSALLEPSRFSAPQE
DEDEARLRRPPRPSSDPAGSLDARA
PKEETQGEGTSSAGDSEATDRPRPG
DLCPPSKDGDASGPRATNDLVLRRA
RHQQMSGDVAVEKRPSRTGGKVIKS
ASATALSVMIPAVDPHGSSPLASPM
SPRSLSSNPSSRDSSPSRDYSPAVSG
LRSPITIQRSGKKYGFTLRAIRVYMG
DTDVYSVHHIVWHVEEGGPAQEAGL
CAGDLITHVNGEPVHGMVHPEVVEL
ILKSGNKVAVTTTPFENTSIRIGPARR
SSYKAKMARRNKRPSAKEGQESKKR
SSLFRKITKQSNLLHTSRSLSSLNRS
LSSSDSLPGSPTHGLPARSPTHSYRS
TPDSAYLGASSQSSSPASSTPNSPAS
SASHHIRPSTLHGLSPKLHRQYRSA
RCKSAGNIPLSPLAHTPSPTQASPPP
LPGHTVGSSHTTQSFPAKLHSSPPV
VRPRPKSAEPPRSPLLKRVQSAEKLG
ASLSADKKGALRKHSLEVGHPDFRK
DFHGELALHSLAESDGETPPVEGLG
APRQVAVRRLGRQESPLSLGADPLL
PEGASRPPVSSKEKESPGGAEACTPP
RATTPGGRTLERDVGCTRHQSVQTE
DGTGGMARAVAKAALSPVQEHETG
RRSSSGEAGTPLVPIVVEPARPGAKA
VVPQPLGADSKGLQEPAPLAPSVPEA
PRGRERWVLEVVEERTTLSGPRSKP
ASPKLSPEPQTPSLAPAKCSAPSSAV
TPVPPASLLGSGTKPQVGLTSRCPAE
AVPPAGLTKKGVSSPAPPGP

False False 3.031 1.806 1.313 0.375 0.654 3.577


