UniprotKB

D Entry name organism [full name oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndria
QI9UMN6 [KMT2B_HUMAN Homo Histone-lysine N- [21.754531 S1191;S1195;5S2050;S2611[S113;5S114;5118;S351;5821;5844;S |35289036;40596516;30379171;382 [MAAAAGGGSCPGPGSARGRFPGRP |True False 1.406 |5.0 False
sapiens |methyltransferase 861;5S936;S1032;S1035;S1092;S109 (53038 RGAGGGGGRGGRGNGAERVRVALR

2B

5;51930;S1936;T2068;T2083;52288
;52348

RGGGATGPGGAEPGEDTALLRLLGL
RRGLRRLRRLWAGPRVQRGRGRGR
GRGWGPSRGCVPEEESSDGESDEE
EFQGFHSDEDVAPSSLRSALRSQRG
RAPRGRGRKHKTTPLPPPRLADVAP
TPPKTPARKRGEEGTERMVQALTEL
LRRAQAPQAPRSRACEPSTPRRSRG
RPPGRPAGPCRRKQQAVVVAEAAVTI
PKPEPPPPVVPVKHQTGSWKCKEGP
GPGPGTPRRGGQSSRGGRGGRGRG
RGGGLPFVIKFVSRAKKVKMGQLSL
GLESGQGQGQHEESWQDVPQRRVG
SGQGGSPCWKKQEQKLDDEEEEKK
EEEEKDKEGEEKEERAVAEEMMPA
AEKEEAKLPPPPLTPPAPSPPPPLPPP
STSPPPPLCPPPPPPVSPPPLPSPPPP
PAQEEQEESPPPVVPATCSRKRGRP
PLTPSQRAEREAARAGPEGTSPPTPT
PSTATGGPPEDSPTVAPKSTTFLKNI
RQFIMPVVSARSSRVIKTPRRFMDE
DPPKPPKVEVSPVLRPPITTSPPVPQE
PAPVPSPPRAPTPPSTPVPLPEKRRSI
LREPTFRWTSLTRELPPPPPAPPPPP
APSPPPAPATSSRRPLLLRAPQFTPS
EAHLKIYESVLTPPPLGAPEAPEPEPP
PADDSPAEPEPRAVGRTNHLSLPRF
IAPVVTTPVKAEVSPHGAPALSNGPQ
TQAQLLQPLQALQTQLLPQALPPPQP
QLQPPPSPQQMPPLEKARIAGVGSL
PLSGVEEKMFSLLKRAKVQLFKIDQ
QQQQKVAASMPLSPGGQMEEVAGA
'VKQISDRGPVRSEDESVEAKRERPS
GPESPVQGPRIKHVCRHAAVALGQA
RAMVPEDVPRLSALPLRDRQDLATE
DTSSASETESVPSRSRRGKVEAAGP
GGESEPTGSGGTLAHTPRRSLPSHH
GKKMRMARCGHCRGCLRVQDCGS
CVNCLDKPKFGGPNTKKQCCVYRK
CDKIEARKMERLAKKGRTIVKTLLP
WDSDESPEASPGPPGPRRGAGAGGP
REEVVAHPGPEEQDSLLQRKSARRC
'VKQRPSYDIFEDSDDSEPGGPPAPRR
RTPRENELPLPEPEEQSRPRKPTLQP
'VLQLKARRRLDKDALAPGPFASFPN
GWTGKQKSPDGVHRVRVDFKEDCD
LENVWLMGGLSVLTSVPGGPPMVC
LLCASKGLHELVFCQVCCDPFHPFC
LEEAERPLPQHHDTWCCRRCKFCH
'VCGRKGRGSKHLLECERCRHAYHP
ACLGPSYPTRATRKRRHWICSACVR
CKSCGATPGKNWDVEWSGDYSLCP
RCTQLYEKGNYCPICTRCYEDNDYE
SKMMQCAQCDHWVHAKCEGLSDE
DYEILSGLPDSVLYTCGPCAGAAQPR
WREALSGALQGGLRQVLQGLLSSKV
VGPLLLCTQCGPDGKQLHPGPCGLQ
IAVSQRFEDGHYKSVHSFMEDMVGI
LMRHSEEGETPDRRAGGQMKGLLL
KLLESAFGWFDAHDPKYWRRSTRLP
NGVLPNAVLPPSLDHVYAQWRQQE
PETPESGQPPGDPSAAFQGKDPAAF
SHLEDPRQCALCLKYGDADSKEAGR
LLYIGQNEWTHVNCAIWSAEVFEEN
DGSLKNVHAAVARGRQMRCELCLK
PGATVGCCLSSCLSNFHFMCARASY
CIFQDDKKVFCQKHTDLLDGKEIVN
PDGFDVLRRVYVDFEGINFKRKFLT
GLEPDAINVLIGSIRIDSLGTLSDLSD
CEGRLFPIGYQCSRLYWSTVDARRR
CWYRCRILEYRPWGPREEPAHLEAA
EENQTIVHSPAPSSEPPGGEDPPLDT
DVLVPGAPERHSPIQNLDPPLRPDS
GSAPPPAPRSFSGARIKVPNYSPSRR
PLGGVSFGPLPSPGSPSSLTHHIPTV
GDPDFPAPPRRSRRPSPLAPRPPPSR
WASPPLKTSPQLRVPPPTSVVTALTP
TSGELAPPGPAPSPPPPEDLGPDFED
MEVVSGLSAADLDFAASLLGTEPFQ




EEIVAAGAMGSSHGGPGDSSEEESS
PTSRYIHFPVTVVSAPGLAPSATPGA
PRIEQLDGVDDGTDSEAEAVQQPRG
QGTPPSGPGVVRAGVLGAAGDRARP
PEDLPSEIVDFVLKNLGGPGDGGAG
PREESLPPAPPLANGSQPSQGLTASP
IADPTRTFAWLPGAPGVRVLSLGPAP
EPPKPATSKIILVNKLGQVFVKMAGE
GEPVPPPVKQPPLPPTISPTAPTSWT
LPPGPLLGVLPVVGVVRPAPPPPPPP
LTLVLSSGPASPPRQAIRVKRVSTFS
GRSPPAPPPYKAPRLDEDGEASEDTP
QVPGLGSGGFSRVRMKTPTVRGVLD
LDRPGEPAGEESPGPLQERSPLLPLP
EDGPPQVPDGPPDLLLESQWHHYS
GEASSSEEEPPSPDDKENQAPKRTG
PHLRFEISSEDGFSVEAESLEGAWR
TLIEKVQEARGHARLRHLSFSGMSG
IARLLGIHHDAVIFLAEQLPGAQRCQ
HYKFRYHQQGEGQEEPPLNPHGAA
RAEVYLRKCTFDMFNFLASQHRVLP
EGATCDEEEDEVQLRSTRRATSLEL
PMAMRFRHLKKTSKEAVGVYRSATH
GRGLFCKRNIDAGEMVIEYSGIVIRS
'VLTDKREKFYDGKGIGCYMFRMDDF
DVVDATMHGNAARFINHSCEPNCF
SRVIHVEGQKHIVIFALRRILRGEELT
'YDYKFPIEDASNKLPCNCGAKRCRR
FLN




