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KMT2D_HUMAN

Homo
sapiens

Histone-lysine N-
methyltransferase
2D

39.407771

52402;52405;T2487;52488;T2699;S
2719;T4772;S4822

S27;S744;S1151;T1195;S1249;T126
7;51270;S1606;S1671;5S1820;S1834
;T1843;T1865;52239;T2240;52260;
S2274;5S2309;S2311;52342;52640;S
3130;T3197;S3199;54215;54359;54
738;54822;54849

35289036;28657654;39302247;314
92838;30059200;23301498;395314
97;40307207;30620550;35138101;3
4846842;29351928;32574038;3953
4244;35254053

MDSQKLAGEDKDSEPAADGPAASE
DPSATESDLPNPHVGEVSVLSSGSP
RLQETPQDCSGGPVRRCALCNCGEP
SLHGQRELRRFELPFDWPRCPVVSP
GGSPGPNEAVLPSEDLSQIGFPEGLT
PAHLGEPGGSCWAHHWCAAWSAG
IVWGQEGPELCGVDKAIFSGISQRCS
HCTRLGASIPCRSPGCPRLYHFPCAT
IASGSFLSMKTLQLLCPEHSEGAAYL
EEARCAVCEGPGELCDLFFCTSCGH
HYHGACLDTALTARKRAGWQCPEC
KVCQACRKPGNDSKMLVCETCDKG
YHTFCLKPPMEELPAHSWKCKACR
IVCRACGAGSAELNPNSEWFENYSL
CHRCHKAQGGQTIRSVAEQHTPVCS
RFSPPEPGDTPTDEPDALYVACQGQ
PKGGHVTSMQPKEPGPLQCEAKPLG
KAGVQLEPQLEAPLNEEMPLLPPPE
ESPLSPPPEESPTSPPPEASRLSPPPE
ELPASPLPEALHLSRPLEESPLSPPP
EESPLSPPPESSPFSPLEESPLSPPEE
SPPSPALETPLSPPPEASPLSPPFEES
PLSPPPEELPTSPPPEASRLSPPPEES
PMSPPPEESPMSPPPEASRLFPPFEE
SPLSPPPEESPLSPPPEASRLSPPPED
SPMSPPPEESPMSPPPEVSRLSPLPV
IVSRLSPPPEESPLSPPPEESPTSPPPE
IASRLSPPPEDSPTSPPPEDSPASPPP
EDSLMSLPLEESPLLPLPEEPQLCPR
SEGPHLSPRPEEPHLSPRPEEPHLSP
QAEEPHLSPQPEEPCLCAVPEEPHL
SPQAEGPHLSPQPEELHLSPQTEEP
HLSPVPEEPCLSPQPEESHLSPQSEE
PCLSPRPEESHLSPELEKPPLSPRPE
KPPEEPGQCPAPEELPLFPPPGEPSL
SPLLGEPALSEPGEPPLSPLPEELPLS
PSGEPSLSPQLMPPDPLPPPLSPIITA
IAAPPALSPLGELEYPFGAKGDSDPES
PLAAPILETPISPPPEANCTDPEPVPP
MILPPSPGSPVGPASPILMEPLPPQC
SPLLQHSLVPQNSPPSQCSPPALPLS
IVPSPLSPIGKVVGVSDEAELHEMET
EKVSEPECPALEPSATSPLPSPMGDL
SCPAPSPAPALDDFSGLGEDTAPLD
GIDAPGSQPEPGQTPGSLASELKGSP
IVLLDPEELAPVTPMEVYPECKQTAG
QGSPCEEQEEPRAPVAPTPPTLIKSD
IVNEISNLSQGDASASFPGSEPLLGS
PDPEGGGSLSMELGVSTDVSPARDE
GSLRLCTDSLPETDDSLLCDAGTAIS
GGKAEGEKGRRRSSPARSRIKQGRS
SSFPGRRRPRGGAHGGRGRGRARLK
STASSIETLVVADIDSSPSKEEEEED
DDTMQNTVVLFSNTDKFVLMQDMC
IVVCGSFGRGAEGHLLACSQCSQCYH
PYCVNSKITKVMLLKGWRCVECIVC
EVCGQASDPSRLLLCDDCDISYHTY
CLDPPLLTVPKGGWKCKWCVSCMQ
CGAASPGFHCEWQNSYTHCGPCAS
LVTCPICHAPYVEEDLLIQCRHCER
IWMHAGCESLFTEDDVEQAADEGFD
CVSCQPYVVKPVAPVAPPELVPMKV
KEPEPQYFRFEGVWLTETGMALLRN
LTMSPLHKRRQRRGRLGLPGEAGLE
GSEPSDALGPDDKKDGDLDTDELLK
GEGGVEHMECEIKLEGPVSPDVEPG
KEETEESKKRKRKPYRPGIGGFMVR
QRKSHTRTKKGPAAQAEVLSGDGQP
DEVIPADLPAEGAVEQSLAEGDEKK
KQQRRGRKKSKLEDMFPAYLQEAFF
GKELLDLSRKALFAVGVGRPSFGLG
TPKAKGDGGSERKELPTSQKGDDGP
DIADEESRGLEGKADTPGPEDGGVK
IASPVPSDPEKPGTPGEGMLSSDLDRI
STEELPKMESKDLQQLFKDVLGSER
EQHLGCGTPGLEGSRTPLQRPFLQG
GLPLGNLPSSSPMDSYPGLCQSPFL
DSRERGGFFSPEPGEPDSPWTGSGG
TTPSTPTTPTTEGEGDGLSYNQRSLQ
RWEKDEELGQLSTISPVLYANINFPN

True

False

2.637

5.0

Fal:



LKQDYPDWSSRCKQIMKLWRKVPA
IADKAPYLQKAKDNRAAHRINKVQKQ
IAESQINKQTKVGDIARKTDRPALHLR
IPPQPGALGSPPPAAAPTIFIGSPTTP
IAGLSTSADGFLKPPAGSVPGPDSPG
ELFLKLPPQVPAQVPSQDPFGLAPAY
PLEPRFPTAPPTYPPYPSPTGAPAQPP
MLGASSRPGAGQPGEFHTTPPGTPR
HQPSTPDPFLKPRCPSLDNLAVPESP
GVGGGKASEPLLSPPPFGESRKALEV
KKEELGASSPSYGPPNLGFVDSPSSG
THLGGLELKTPDVFKAPLTPRASQVE
PQSPGLGLRPQEPPPAQALAPSPPSH
PDIFRPGSYTDPYAQPPLTPRPQPPP
PESCCALPPRSLPSDPFSRVPASPQS
QSSSQSPLTPRPLSAEAFCPSPVTPR
FQSPDPYSRPPSRPQSRDPFAPLHKP
PRPQPPEVAFKAGSLAHTSLGAGGF
PAALPAGPAGELHAKVPSGQPPNFV
RSPGTGAFVGTPSPMRFTFPQAVGE
PSLKPPVPQPGLPPPHGINSHFGPGP
TLGKPQSTNYTVATGNFHPSGSPLG
PSSGSTGESYGLSPLRPPSVLPPPAP
DGSLPYLSHGASQRSGITSPVEKRED
PGTGMGSSLATAELPGTQDPGMSGL
SQTELEKQRQRQRLRELLIRQQIQR
NTLRQEKETAAAAAGAVGPPGSWGA
EPSSPAFEQLSRGQTPFAGTQDKSSL
VGLPPSKLSGPILGPGSFPSDDRLSR
PPPPATPSSMDVNSRQLVGGSQAFY
QRAPYPGSLPLQQQQQQLWQQQQA
TAATSMRFAMSARFPSTPGPELGRQ
IALGSPLAGISTRLPGPGEPVPGPAGP
IAQFIELRHNVQKGLGPGGTPFPGQG
PPQRPRFYPVSEDPHRLAPEGLRGL
IAVSGLPPQKPSAPPAPELNNSLHPTP
HTKGPTLPTGLELVNRPPSSTELGRP
NPLALEAGKLPCEDPELDDDFDAHK
IALEDDEELAHLGLGVDVAKGDDELG
TLENLETNDPHLDDLLNGDEFDLLA
YTDPELDTGDKKDIFNEHLRLVESA
NEKAEREALLRGVEPGPLGPEERPP
PAADASEPRLASVLPEVKPKVEEGG
RHPSPCQFTIATPKVEPAPAANSLGL
GLKPGQSMMGSRDTRMGTGPFSSS
GHTAEKASFGATGGPPAHLLTPSPLS
GPGGSSLLEKFELESGALTLPGGPAA
SGDELDKMESSLVASELPLLIEDLLE
HEKKELQKKQQLSAQLQPAQQQQQ
QQQQHSLLSAPGPAQAMSLPHEGS
SPSLAGSQQQLSLGLAGARQPGLPQ
PLMPTQPPAHALQQRLAPSMAMYVS
NQGHMLSGQHGGQAGLVPQQSSQP
VLSQKPMGTMPPSMCMKPQQLAM
QQQLANSFFPDTDLDKFAAEDIIDPI
IAKAKMVALKGIKKVMAQGSIGVAPG
MNRQQVSLLAQRLSGGPSSDLQNH
'VAAGSGQERSAGDPSQPRPNPPTFA
QGVINEADQRQYEEWLFHTQQLLQ
MQLKVLEEQIGVHRKSRKALCAKQR
TAKKAGREFPEADAEKLKLVTEQQS
KIQKQLDQVRKQQKEHTNLMAEYR
NKQQQQQQQQQQQQQQHSAVLAL
SPSQSPRLLTKLPGQLLPGHGLQPP
QGPPGGQAGGLRLTPGGMALPGQP
GGPFLNTALAQQQQQQHSGGAGSL
IAGPSGGFFPGNLALRSLGPDSRLLQ
ERQLQLQQQRMQLAQKLQQQQQQ
QQQQQHLLGQVAIQQQQQQGPGVQ
TNQALGPKPQGLMPPSSHQGLLVQ
QLSPQPPQGPQGMLGPAQVAVLQQ
QHPGALGPQGPHRQVLMTQSRVLS
SPQLAQQGQGLMGHRLVTAQQQQQ
QQQHQQQGSMAGLSHLQQSLMSH
SGQPKLSAQPMGSLQQLQQQQQLQ
QQQQLQQQQQQAQLQQQQQLAAQQQ
LQQQQQQOQQLQQQQQQQLQQQQQ
QLQQQQQQQQQQFQQQQQQQQMG
LLNQSRTLLSPQQQQQQQVALGPG
MPAKPLQHFSSPGALGPTLLLTGKE
QNTVDPAVSSEATEGPSTHQGGPLA
IGTTPESMATEPGEVKPSLSGDSQLL
LVQPQPQPQPSSLQLQPPLRLPGQQ




QQQVSLLHTAGGGSHGQLGSGSSS
EASSVPHLLAQPSVSLGDQPGSMTQ
NLLGPQQPMLERPMQNNTGPQPPK
PGPVLQSGQGLPGVGIMPTVGQLRA
QLQGVLAKNPQLRHLSPQQQQQLQ
IALLMQRQLQQSQAVRQTPPYQEPGT
QTSPLQGLLGCQPQLGGFPGPQTGP
LQELGAGPRPQGPPRLPAPPGALST
GPVLGPVHPTPPPSSPQEPKRPSQLP
SPSSQLPTEAQLPPTHPGTPKPQGPT
LEPPPGRVSPAAAQLADTLFSKGLGP
IWDPPDNLAETQKPEQSSLVPGHLD
QVNGQVVPEASQLSIKQEPREEPCA
LGAQSVKREANGEPIGAPGTSNHLL
LAGPRSEAGHLLLQKLLRAKNVQLS
TGRGSEGLRAEINGHIDSKLAGLEQ
KLQGTPSNKEDAAARKPLTPKPKRV
QKASDRLVSSRKKLRKEDGVRASEA
LLKQLKQELSLLPLTEPAITANFSLF
IAPFGSGCPVNGQSQLRGAFGSGALP
TGPDYYSQLLTKNNLSNPPTPPSSLP
PTPPPSVQQKMVNGVTPSEELGEHP
KDAASARDSERALRDTSEVKSLDLL
IAALPTPPHNQTEDVRMESDEDSDSP
DSIVPASSPESILGEEAPRFPHLGSG
RWEQEDRALSPVIPLIPRASIPVFPDT
KPYGALGLEVPGKLPVTTWEKGKGS
EVSVMLTVSAAAAKNLNGVMVAVA
ELLSMKIPNSYEVLFPESPARAGTEP
KKGEAEGPGGKEKGLEGKSPDTGPD
IWLKQFDAVLPGYTLKSQLDILSLLKQ
ESPAPEPPTQHSYTYNVSNLDVRQL
SAPPPEEPSPPPSPLAPSPASPPTEPL
IVELPTEPLAEPPVPSPLPLASSPESAR
PKPRARPPEEGEDSRPPRLKKWKGV
RWKRLRLLLTIQKGSGRQEDEREVA
EFMEQLGTALRPDKVPRDMRRCCF
CHEEGDGATDGPARLLNLDLDLWV
HLNCALWSTEVYETQGGALMNVEV
IALHRGLLTKCSLCQRTGATSSCNRM
RCPNVYHFACAIRAKCMFFKDKTML
CPMHKIKGPCEQELSSFAVFRRVYIE
RDEVKQIASIIQRGERLHMFRVGGLV
FHAIGQLLPHQMADFHSATALYPVG
IYEATRIYWSLRTNNRRCCYRCSIGE
NNGRPEFVIKVIEQGLEDLVFTDASP
QAVWNRIIEPVAAMRKEADMLRLFP
EYLKGEELFGLTVHAVLRIAESLPGV
ESCQNYLFRYGRHPLMELPLMINPT
GCARSEPKILTHYKRPHTLNSTSMS
KAYQSTFTGETNTPYSKQFVHSKSS
QYRRLRTEWKNNVYLARSRIQGLGL
IYAAKDLEKHTMVIEYIGTIIRNEVAN
RREKIYEEQNRGIYMFRINNEHVIDA
TLTGGPARYINHSCAPNCVAEVVTF
DKEDKIIIISSRRIPKGEELTYDYQFD
FEDDQHKIPCHCGAWNCRKWMN




