}Jl;l iprotKB Entry name organism [full name |oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion ::tdi
Q14AX6 CDK12_MOUSE Mus Cyclin- 54.678456 T588;S589;T595;5597;T1359 |T57;T73;S235;5248;S264;S273;527 |22517741;22645316;21606357;408 |MPNSERHGGKKDGSGGASGTSQPS [True False 2.799 4.728 [1.595 1.24
musculus |dependent 5;S300;S302;S309;S311;S317;S322; |85482;36852467;40021952;409971 |SGGGSSNSRERHRLVSKHKRHKSK
kinase 12 S324;S331;5332;5333;S337;S340;S |31 HSKDVGLVTPEAASLGTIIKPLVEYD

342;S344;S382;5384;5399;5419;S4
22;T511;5S610;S640;S677;S681,T68
8;5885;T889;51049;S1079;T1240;T
1242;T1240;T1242

DISSDSDTFSDDTAFKSDRRENEER
RGTDRSDRLHRHRHHQHRRSRDLL
KTKQTEKEKNQEVSKSGSMKDRVS
GSSKRSVEGSDDYGKAQLSKSGSKE
SRSSKMHKEKTRKERELKSGYKDRS
KSHRKRETPKSYKTVASPKRRSRSP
HRKWSDSSKQDDSPSGASYGQDYD
LSPPRSHTSSNYDSYKKSPGSTSRRQ
SISPPYKEPSAYQSSTRSPSPYSRRQR
SVSPYSRRRSSSYERSGSYSGRSPSP
'YGRRRSSSPFLSKRSLSRSPLPSRKS
MKSRSRSPAYSRHSSSHSKKKRSGS
RSRHSSISPVRLPLNSSLGAELSRKK
KERAAAAAAAKMDGKESKSSPIILPK
KEKLEVKESGLESKKLPRSIKSEKST
PDTELVIVAHSNPEVKHCLDTGKVR
LDENLQKHPAKDLKAQGTKDVKPVA
PKEVIVTSKETETSEKETLPPLPTITS
PPPLPATTPPPQTPPLPPLPPLPAIPL
QPPLPPPQPPFSQVPVSSTSILPSSPH
PRTSTLSSQTNSQPPVQVSMKTQVSI
TAAIPHLKTSTLPPLPLPPLLPGDDD
MDSPKETLPSKPAKKEKEQRTRHLL
TDLPLPPELPGGDPSPPDSPEPKAITP
PQQPYKKRPKICCPRYGERRQTESD
IWGKRCVDKFDIIGIIGEGTYGQVYKA
KDKDTGELVALKKVRLDNEKEGFPI
ITAIREIKILRQLVHQSVVNMKEIVTD
KQDALDFKKDKGAFYLVFEYMDHD
LMGLLESGLVHFSEDHIKSFMKQL
MEGLDYCHKKNFLHRDIKCSNILLN
NSGQIKLADFGLARLYNSEESRPYT
NKVITLWYRPPELLLGEERYTPAIDV
IWSCGCILGELFTKKPIFQANLELAQL
ELISRLCGSPCPAVWPDVIKLPYFNT
MKPKKQYRRRLREEFSFIPSAALDLL
DHMLTLDPSKRCTAEQTLQSDFLKD
IVELSKMAPPDLPHWQDCHELWSKK
RRRQRQSGIVIEDPPPSKASRKETTS
GTTAEPVKNNSPAPPQPAPVKAEPG
PGDAVGLGDITQQLNQSELAVLLNL
LQSQTDLSIPQMAQLLNIHSNPEMQ
QQLEALNQSISALTEASSQQQDSESI
IAPEESLKEVPSVPVVLPPAEQTTPEA
SNTPADMQNVLAVLLSQLMKTQEP
IAGNLEENTNDKNSGPQGPRRTPTM
PQEEAAACPPHILPPEKRPPEPPGPP
PPPPPPPLVEGDLSSAPQELNPAVTA
IALLQLLSQPEAEPPGHLPHEHQALR
PMEYSTRSHPNRTYGNTDGPETGFS
SADTDERSSGPALTESLVQTPVKNR
' TEFSGSVSHLGESNSYQGTGSVQFPG
DQDLRFTRVPLALHSVVGQPFLKSE
GNSNSVVHAETKLQNYGELGPGTTG
IANSSGTTLQWGGPAQSYGKPYRGAA
RVLPRGGRGRGVPY




