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

0

Q9Y4B5 MTCL1_HUMAN Homo
sapiens

Microtubule
cross-
linking
factor	1

14.718945 S142;T187;T663;S745;S1588;T1675 S77;S87;S217;S221;S263;S549;S61
8;T621;S685;S776;S901;S923;S127
8;S1385;S1388;S1399;T1417;S1421
;T1427;S1514;S1523;S1561;S1578;
S1583;S1592;S1661;T1667;T1675;S
1679;S1683;S1791;S1808;S1812;S1
814;S941;S975

29351928;38253038;39531497;303
79171;28657654;38665916;340199
48;31373491;35254053

METLNGPAGGGAPDAKLQPPGQHH
RHHHLHPVAERRRLHRAPSPARPFL
KDLHARPAAPGPAVPSSGRAPAPAA
PRSPNLAGKAPPSPGSLAAPGRLSRR
SGGVPGAKDKPPPGAGARAAGGAKA
ALGSRRAARVAPAEPLSRAGKPPGA
EPPSAAAKGRKAKRGSRAPPARTVG
PPTPAARIPAVTLAVTSVAGSPARCS
RISHTDSSSDLSDCPSEPLSDEQRLL
PAASSDAESGTGSSDREPPRGAPTPS
PAARGAPPGSPEPPALLAAPLAAGAC
PGGRSIPSGVSGGFAGPGVAEDVRG
RSPPERPVPGTPKEPSLGEQSRLVPA
AEEEELLREMEELRSENDYLKDELD
ELRAEMEEMRDSYLEEDVYQLQEL
RRELDRANKNCRILQYRLRKAEQKS
LKVAETGQVDGELIRSLEQDLKVAK
DVSVRLHHELKTVEEKRAKAEDENE
TLRQQMIEVEISKQALQNELERLKES
SLKRRSTREMYKEKKTFNQDDSADL
RCQLQFAKEEAFLMRKKMAKLGRE
KDELEQELQKYKSLYGDVDSPLPTG
EAGGPPSTREAELKLRLKLVEEEANI
LGRKIVELEVENRGLKAEMEDMRG
QQEREGPGRDHAPSIPTSPFGDSLE
SSTELRRHLQFVEEEAELLRRSISEI
EDHNRQLTHELSKFKFEPPREPGWL
GEGASPGAGGGAPLQEELKSARLQI
SELSGKVLKLQHENHALLSNIQRCD
LAAHLGLRAPSPRDSDAESDAGKKE
SDGEESRLPQPKREGPVGGESDSEE
MFEKTSGFGSGKPSEASEPCPTELL
KAREDSEYLVTLKHEAQRLERTVER
LITDTDSFLHDAGLRGGAPLPGPGLQ
GEEEQGEGDQQEPQLLGTINAKMK
AFKKELQAFLEQVNRIGDGLSPLPH
LTESSSFLSTVTSVSRDSPIGNLGKE
LGPDLQSRLKEQLEWQLGPARGDE
RESLRLRAARELHRRADGDTGSHGL
GGQTCFSLEMEEEHLYALRWKELE
MHSLALQNTLHERTWSDEKNLMQ
QELRSLKQNIFLFYVKLRWLLKHWR
QGKQMEEEGEEFTEGEHPETLSRL
GELGVQGGHQADGPDHDSDRGCGF
PVGEHSPHSRVQIGDHSLRLQTADR
GQPHKQVVENQQLFSAFKALLEDFR
AELREDERARLRLQQQYASDKAAW
DVEWAVLKCRLEQLEEKTENKLGEL
GSSAESKGALKKEREVHQKLLADSH
SLVMDLRWQIHHSEKNWNREKVEL
LDRLDRDRQEWERQKKEFLWRIEQ
LQKENSPRRGGSFLCDQKDGNVRP
FPHQGSLRMPRPVAMWPCADADSI
PFEDRPLSKLKESDRCSASENLYLD
ALSLDDEPEEPPAHRPEREFRNRLP
EEEENHKGNLQRAVSVSSMSEFQR
LMDISPFLPEKGLPSTSSKEDVTPPL
SPDDLKYIEEFNKSWDYTPNRGHNG
GGPDLWADRTEVGRAGHEDSTEPF
PDSSWYLTTSVTMTTDTMTSPEHCQ
KQPLRSHVLTEQSGLRVLHSPPAVR
RVDSITAAGGEGPFPTSRARGSPGDT
KGGPPEPMLSRWPCTSPRHSRDYVE
GARRPLDSPLCTSLGFASPLHSLEM
SKNLSDDMKEVAFSVRNAICSGPGE
LQVKDMACQTNGSRTMGTQTVQTI
SVGLQTEALRGSGVTSSPHKCLTPK
AGGGATPVSSPSRSLRSRQVAPAIEK
VQAKFERTCCSPKYGSPKLQRKPLP
KADQPNNRTSPGMAQKGYSESAWA
RSTTTRESPVHTTINDGLSSLFNIID
HSPVVQDPFQKGLRAGSRSRSAEPR
PELGPGQETGTNSRGRSPSPIGVGSE
MCREEGGEGTPVKQDLSAPPGYTLT
ENVARILNKKLLEHALKEERRQAAH
GPPGLHSDSHSLGDTAEPGPMENQ
TVLLTAPWGL

False False 1.868 3.58 False


