UniprotKB Entry name organism [full name oglcnacscore o_glcnac phosp ylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi plasm
ID sites reticulum apparatus memhb
P55200 KMT2A_MOUSE [Mus Histone-lysine N- |38.939326 S3045 [S134;S140;S151;S195;S516;S678;T |40997131;36852467 MAHSCRWRFPARPGTTGGGGGGGR (True False 3.145 [5.0 2.059 1.473 1.57 1.886
musculus |methyltransferase 837;5S923;S1053;S1839;T1847;S186 RGLGGAPRQRVPALLLPPGPQAGGG
2A 0;S2100;T2148;52152;52202;S2560 GPGAPPSPPAVAAAAAGSSGAGVPG

;52607;52792;52951;S3032;T3369;
S$3510;S3523

GAAAASAASSSSASSSSSSSSSASSG
PALLRVGPGFDAALQVSAAIGTNLRR
FRAVFGESGGGGGSGEDEQFLGFGS
DEEVRVRSPTRSPSVKASPRKPRGRP
RSGSDRNPAILSDPSVFSPLNKSETK
SADKIKKKDSKSIEKKRGRPPTFPGV
KIKITHGKDIAELTQGSKEDSLKKVK
RTPSAMFQQATKIKKLRAGKLSPLKS
KFKTGKLQIGRKGVQIVRRRGRPPST
ERIKTPSGLLINSELEKPQKVRKDKE
GTPPLTKEDKTVVRQSPRRIKPVRIIP
SCKRTDATIAKQLLQRAKKGAQKKIE
KEAAQLQGRKVKTQVKNIRQFIMPV
VSAISSRIIKTPRRFIEDEDYDPPMKI
ARLESTPNSRFSATSCGSSEKSSAAS
QHSSQMSSDSSRSSSPSIDTTSDSQ
ASEEIQALPEERSNTPEVHTPLPISQ
SPENESNDRRSRRYSMSERSFGSRA
TKKLPTLQSAPQQQTSSSPPPPLLTP
PPPLQPASGISDHTPWLMPPTIPLAS
PFLPASAAPMQGKRKSILREPTFRW
TSLKHSRSEPQYFSSAKYAKEGLIRK
PIFDNFRPPPLTPEDVGFASGFSASG
TAASARLFSPLHSGTRFDIHKRSPIL
RAPRFTPSEAHSRIFESVTLPSNRTS
SGASSSGVSNRKRKRKVFSPIRSEPR
SPSHSMRTRSGRLSTSELSPLTPPSS
VSSSLSIPVSPLAASALNPTFTFPSHS
LTQSGESTEKNQRARKQTSALAEPF
SSNSPALFPWFTPGSQTEKGRKKDT
APEELSKDRDADKSVEKDKSRERDR
EREKENKRESRKEKRKKGSDIQSSS
ALYPVGRVSKEKVAGEDVGTSSSAK
KATGRKKSSSLDSGADVAPVTLGDT
TAVKAKILIKKGRGNLEKNNLDLGPA
IAPSLEKERTPCLSAPSSSTVKHSTSSI
GSMLAQADKLPMTDKRVASLLKKAK
IAQLCKIEKSKSLKQTDQPKAQGQES
DSSETSVRGPRIKHVCRRAAVALGR
KRAVFPDDMPTLSALPWEEREKILS
SMGNDDKSSVAGSEDAEPLAPPIKPI
KPVTRNKAPQEPPVKKGRRSRRCGQ
CPGCQVPEDCGICTNCLDKPKFGGR
NIKKQCCKMRKCQNLQWMPSKASL
QKQTKAVKKKEKKSKTTEKKESKES
TAVKSPLEPAQKAAPPPREEPAPKKS
SSEPPPRKPVEEKSEEGGAPAPAPAP
EPKQVSAPASRKSSKQVSQPAAVVPP
QPPSTAPQKKEAPKAVPSEPKKKQPP
PPEPGPEQSKQKKVAPRPSIPVKQKP
KDKEKPPPVSKQENAGTLNILNPLS
NGISSKQKIPADGVHRIRVDFKEDCE
AENVWEMGGLGILTSVPITPRVVCFL
CASSGHVEFVYCQVCCEPFHKFCLE
ENERPLEDQLENWCCRRCKFCHVC
GRQHQATKQLLECNKCRNSYHPEC
LGPNYPTKPTKKKKVWICTKCVRCK
SCGSTTPGKGWDAQWSHDFSLCHD
CAKLFAKGNFCPLCDKCYDDDDYES
KMMQCGKCDRWVHSKCESLSGTE
DEMYEILSNLPESVAYTCVNCTERH
PAEWRLALEKELQASLKQVLTALLN
SRTTSHLLRYRQAAKPPDLNPETEES
IPSRSSPEGPDPPVLTEVSKQDEQQP
LDLEGVKKRMDQGSYVSVLEFSDDI
VKIIQAAINSDGGQPEIKKANSMVKS
FFIRQMERVFPWFSVKKSRFWEPN
KVSNNSGMLPNAVLPPSLDHNYAQ
WQEREESSHTEQPPLMKKIIPAPKP
KGPGEPDSPTPLHPPTPPILSTDRSR
EDSPELNPPPGIDDNRQCALCLMYG
DDSANDAGRLLYIGQNEWTHVNCA
LWSAEVFEDDDGSLKNVHMAVIRG
KQLRCEFCQKPGATVGCCLTSCTSN
'YHFMCSRAKNCVFLDDKKVYCQRH
RDLIKGEVVPENGFEVFRRVFVDFE
GISLRRKFLNGLEPENIHMMIGSMT




IDCLGILNDLSDCEDKLFPIGYQCSR
'VYWSTTDARKRCVYTCKIMECRPPV
VEPDINSTVEHDDNRTIAHSPSSFID
ASCKDSQSTAAILSPPSPDRPHSQTS
GSCYYHVISKVPRIRTPSYSPTQRSPG
CRPLPSAGSPTPTTHEIVTVGDPLLS
SGLRSIGSRRHSTSSLSPLRSKLRIM
SPVRTGSAYSRSSVSSVPSLGTATDP
EASAKASDRGGLLSSSANLGHSAPP
SSSSQRTVGGSKTSHLDGSSPSEVK
RCSASDLVPKGSLVKGEKNRTSSSK
STDGSAHSTAYPGIPKLTPQVHNATP
GELNISKIGSFAEPSTVPFSSKDTVSY
PQLHLRGQRSDRDQHMDPSQSVKP
SPNEDGEIKTLKLPGMGHRPSILHE
HIGSSSRDRRQKGKKSSKETCKEKH
SSKSYLEPGQVTTGEEGNLKPEFAD
EVLTPGFLGQRPCNNVSSEKIGDKV
LPLSGVPKGQSTQVEGSSKELQAPR
KCSVKVTPLKMEGENQSKNTQKES
GPGSPAHIESVCPAEPVSASRSPGAG
PGVQPSPNNTLSQDPQSNNYQNLP
EQDRNLMIPDGPKPQEDGSFKRRYP
RRSARARSNMFFGLTPLYGVRSYGE
EDIPFYSNSTGKKRGKRSAEGQVDG
IADDLSTSDEDDLYYYNFTRTVISSGG
EERLASHNLFREEEQCDLPKISQLD
GVDDGTESDTSVTATSRKSSQIPKRN
GKENGTENLKIDRPEDAGEKEHVIK
SAVGHKNEPKLDNCHSVSRVKAQG
QDSLEAQLSSLESSRRVHTSTPSDK
NLLDTYNAELLKSDSDNNNSDDCG
NILPSDIMDFVLKNTPSMQALGESP
ESSSSELLTLGEGLGLDSNREKDIGL
FEVFSQQLPATEPVDSSVSSSISAEE
QFELPLELPSDLSVLTTRSPTVPSQN
PSRLAVISDSGEKRVTITEKSVASSE
GDPALLSPGVDPAPEGHMTPDHFIQ
GHMDADHISSPPCGSVEQGHGNSQ
DLTRNSGTPGLQVPVSPTVPVQNQK
YVPSSTDSPGPSQISNAAVQTTPPHL
KPATEKLIVVNQNMQPLYVLQTLPN
GVTQKIQLTSPVSSTPSVMETNTSVL
GPMGSGLTLTTGLNPSLPPSPSLFPP
ASKGLLSVPHHQHLHSFPAAAQSSF
PPNISSPPSGLLIGVQPPPDPQLLGSE
ANQRTDLTTTVATPSSGLKKRPISRL
HTRKNKKLAPSSAPSNIAPSDVVSN
MTLINFTPSQLSNHPSLLDLGSLNP
SSHRTVPNIIKRSKSGIMYFEQAPLL
PPQSVGGTAATAAGSSTISQDTSHLT
SGPVSALASGSSVLNVVSMQTTAAP
TSSTSVPGHVTLANQRLLGTPDIGSI
SHLLIKASHQSLGIQDQPVALPPSSG
MFPQLGTSQTPSAAAMTAASSICVL
PSSQTAGMTAASPPGEAEEHYKLQR
GNQLLAGKTGTLTSQRDRDPDSAPG
TQPSNFTQTAEAPNGVRLEQNKTLP
SAKPASSASPGSSPSSGQQSGSSSVP
GPTKPKPKAKRIQLPLDKGSGKKHK
VSHLRTSSEAHIPHRDTDPAPQPSVT
RTPRANREQQDAAGVEQPSQKECG
QPAGPVAALPEVQATQNPANEQENA
EPKAMEEEESGFSSPLMLWLQQEQ
KRKESITERKPKKGLVFEISSDDGFQ
ICAESIEDAWKSLTDKVQEARSNARL
KQLSFAGVNGLRMLGILHDAVVFLI
EQLAGAKHCRNYKFRFHKPEEANE
PPLNPHGSARAEVHLRQSAFDMFN
FLASKHRQPPEYNPNDEEEEEVQLK
SARRATSMDLPMPMRFRHLKKTSK
EAVGVYRSPTHGRGLFCKRNIDAGE
MVIEYAGNVIRSIQTDKREKYYDSKG
IGCYMFRIDDSEVVDATMHGNAARF
INHSCEPNCYSRVINIDGQKHIVIFA
MRKIYRGEELTYDYKFPIEDASNKLP
CNCGAKKCRKFLN




