endopl

}Jl;l iprotKB Entry name organism full name loglcnacscore |oglcnac sites phosp ylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion reticulum
Q9UPS6 SET1B_HUMAN [Homo Histone-lysine N- [32.518355 T281;5291;S1440(S986;5994;S1031;S1265;5S1283;S13 [39531497;29351928;40307207 MENSHPPHHHHQQPPPQPGPSGER (True False 2.784 |5.0 False False

sapiens

methyltransferase
SETD1B

35;51659;S1663

RNHHWRSYKLMIDPALKKGHHKLY
RYDGQHFSLAMSSNRPVEIVEDPRV
VGIWTKNKELELSVPKFKIDEFYVGP
'VPPKQVTFAKLNDNIRENFLRDMCK
KYGEVEEVEILYNPKTKKHLGIAKVV
FATVRGAKDAVQHLHSTSVMGNIIH
VELDTKGETRMRFYELLVTGRYTPQ
TLPVGELDAVSPIVNETLQLSDALKR
LKDGGLSAGCGSGSSSVTPNSGGTP
FSQDTAYSSCRLDTPNSYGQGTPLTP
RLGTPFSQDSSYSSRQPTPSYLFSQD
PAVTFKARRHESKFTDAYNRRHEH
HYVHNSPAVTAVAGATAAFRGSSDL
PFGAVGGTGGSSGPPFKAQPQDSAT
FAHTPPPAQATPAPGFKSAFSPYQTP
VAHFPPPPEEPTATAAFGARDSGEF
RRAPAPPPLPPAEPLAKEKPGTPPGP
PPPDTNSMELGGRPTFGWSPEPCDS
PGTPTLESSPAGPEKPHDSLDSRIEM
LLKEQRTKLLFLREPDSDTELQMEG
SPISSSSSQLSPLAPFGTNSQPGFRG
PTPPSSRPSSTGLEDISPTPLPDSDE
DEELDLGLGPRPPPEPGPPDPAGLLS
QTAEVALDLVGDRTPTSEKMDEGQQ
SSGEDMEISDDEMPSAPITSADCPK
PMVVTPGAAAVAAPSVLAPTLPLPPP
PGFPPLPPPPPPPPPQPGFPMPPPLP
PPPPPPPPAHPAVTVPPPPLPAPPGV
PPPPILPPLPPFPPGLFPVMQVDMSH
VLGGQWGGMPMSFQMQTQVLSRL
MTGQGACPYPPFMAAAAAAASAGLQ
FVNLPPYRGPFSLSNSGPGRGQHWP
PLPKFDPSVPPPGYMPRQEDPHKAT
VDGVLLVVLKELKAIMKRDLNRKMV
EVVAFRAFDEWWDKKERMAKASLT
PVKSGEHKDEDRPKPKDRIASCLLE
SWGKGEGLGYEGLGLGIGLRGAIRL
PSFKVKRKEPPDTTSSGDQKRLRPST
SVDEEDEESERERDRDMADTPCELA
KRDPKGVGVRRRPARPLELDSGGEE
DEKESLSASSSSSASSSSGSSTTSPS
SSASDKEEEQESTEEEEEAEEEEEE
EVPRSQLSSSSTSSTSDKDDDDDDS
DDRDESENDDEDTALSEASEKDEG
DSDEEETVSIVTSKAEATSSSESSES
SEFESSSESSPSSSEDEEEVVAREEE
EEEEEEEMVAEESMASAGPEDFEQ
DGEEAALAPGAPAVDSLGMEEEVDI
ETEAVAPEERPSMLDEPPLPVGVEE
PADSREPPEEPGLSQEGAMLLSPEP
PAKEVEARPPLSPERAPEHDLEVEPE
PPMMLPLPLQPPLPPPRPPRPPSPPP
EPETTDASHPSVPPEPLAEDHPPHTP
GLCGSLAKSQSTETVPATPGGEPPLS
GGSSGLSLSSPQVPGSPFSYPAPSPS
LSSGGLPRTPGRDFSFTPTFSEPSGP
LLLPVCPLPTGRRDERSGPLASPVLL
ETGLPLPLPLPLPLPLALPAVLRAQA
RAPTPLPPLLPAPLASCPPPMKRKPG
RPRRSPPSMLSLDGPLVRPPAGAAL
GRELLLLPGQPQTPVFPSTHDPRTVT
LDFRNAGIPAPPPPLPPQPPPPPPPPP
VEPTKLPFKELDNQWPSEAIPPGPR
GRDEVTEEYMELAKSRGPWRRPPK
KRHEDLVPPAGSPELSPPQPLFRPRS
EFEEMTILYDIWNGGIDEEDIRFLCV
TYERLLQQDNGMDWLNDTLWVYHP
STSLSSAKKKKRDDGIREHVTGCAR
SEGFYTIDKKDKLRYLNSSRASTDEP
PADTQGMSIPAQPHASTRAGSERRS
EQRRLLSSFTGSCDSDLLKFNQLKF
RKKKLKFCKSHIHDWGLFAMEPIAA
DEMVIEYVGQNIRQVIADMREKRYE
DEGIGSSYMFRVDHDTIIDATKCGNF
ARFINHSCNPNCYAKVITVESQKKIV
TYSKQHINVNEEITYDYKFPIEDVKIP
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