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BRG1/SMARCA4 (UniProt ID: P51532; PPID=61.3%; 1,647 residues)

>sp|P51532|SMCA4 HUMAN Transcription activator BRGl1 OS=Homo sapiens 0X=9606
GN=SMARCA4 PE=1 3SV=2
MSTPDPPLGGTPRPGPSPGPGPSPGAMLGPSPGPSPGSAHSMMGPSPGPPSAGHPIPTQGPGGYPODNMHOMHKPME
SMHEKGMSDDPRYNOMKGMGMRSGGHAGMGPPPSPMDQHSQOGYPSPLGGSEHASSPVPASGPSSGPOMSSGPGGAPL
DGADPQALGQOONRGPTPEFNONQLHQLRAQIMAYKMLARGQPLPDHLOMAVOGKRPMPGMOQOMPTLPPPSVSATGPG
PGPGPGPGPGPGPAPPNYSRPHGMGGPNMPPPGPSGVPPGMPGOPPGGPPKPWPEGPMANAAAPTSTPOKLIPPQPT
GRPSPAPPAVPPAASPVMPPQTOSPGOPAQPAPMVPLHOKQOSRITPIQKPRGLDPVEILQEREYRLOARIAHRIQEL
ENLPGSLAGDLRTKATIELKALRLLNFQROLRQEVVVCMRRDTALETALNAKAYKRSKROSLREARITEKLEKQQKTI
EQERKRROKHQEYLNSILOQHAKDFKEYHRSVTGKIQKLTKAVATYHANTEREQKKENERIEKERMRRLMAEDEEGYR
KLIDQKKDKRLAYLLOQTDEYVANLTELVROHKAAQVAKEKKKKKKKKKAENAEGOTPAIGPDGEPLDETSQOMSDLP
VKVIHVESGKILTGTDAPKAGQLEAWLEMNPGYEVAPRSDSEESGSEEEEEEEEEEQPQAAQPPTLPVEEKKKIPDP
DSDDVSEVDARHITIENAKQDVDDEYGVSQALARGLOSYYAVAHAVTERVDKQSALMVNGVLKQYQIKGLEWLVSLYN
NNLNGILADEMGLGKTIQTIALITYLMEHKRINGPFLIIVPLSTLSNWAYEFDKWAPSVVKVSYKGSPAARRAFVPQ
LRSGKENVLLTTYEYITKDKHILAKIRWKYMIVDEGHRMKNHHCKLTQVLNTHYVAPRRLLLTGTPLONKLPELWAL
LNFLLPTIFKSCSTFEQWENAPFAMTGEKVDLNEEETILIIRRLHKVLRPFLLRRLKKEVEAQLPEKVEYVIKCDMS
ALQRVLYRHMQOAKGVLLTDGSEKDKKGKGGTKTLMNT IMOQLRKICNHPYMFQHIEESFSEHLGFTGGIVQGLDLYRA
SGKFELLDRILPKLRATNHKVLLEFCOMTSLMTIMEDYFAYRGFKYLRLDGTTKAEDRGMLLKTFNEPGSEYFIFLLS
TRAGGLGLNLQSADTVIIFDSDWNPHODLQAQDRAHRIGQONEVRVLRLCTVNSVEEKILAAAKYKLNVDQKVIQAG
MFDQKSSSHERRAFLOQAILEHEEQDESRHCSTGSGSASFAHTAPPPAGVNPDLEEPPLKEEDEVPDDETVNQMIARH
EEEFDLFMRMDLDRRREEARNPKRKPRLMEEDELPSWIIKDDAEVERLTCEEEEEKMFGRGSRHRKEVDYSDSLTEK
OWLKAIEEGTLEEIEEEVRQKKSSRKRKRDSDAGSSTPTTSTRSRDKDDESKKQKKRGRPPAEKLSPNPPNLTKKMK
KIVDAVIKYKDSSSGRQLSEVFIQLPSRKELPEYYELTIRKPVDFKKIKERIRNHKYRSLNDLEKDVMLLCONAQTEN
LEGSLIYEDSIVLQSVEFTSVRQKIEKEDDSEGEESEEEEEGEEEGSESESRSVKVKIKLGRKEKAQDRLKGGRRRPS
RGSRAKPVVSDDDSEEEQEEDRSGSGSEED
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BAF250A/ARID1A (UniProt ID: 014497; PPID=75.8%; 2,285 residues)

>sp|014497|ARI1A HUMAN AT-rich interactive domain-containing protein 1A
OS=Homo sapiens 0X=9606 GN=ARID1A PE=1 SV=3
MAAQVAPAAASSLGNPPPPPPSELKKAEQQOREEAGGEAAAAAAAERGEMKAAAGQESEGPAVGPPOPLGKELQDGA
ESNGGGGGGGAGSGGGPGAEPDLKNSNGNAGPRPALNNNLTEPPGGGGGGSSDGVGAPPHSAAAALPPPAYGFGQPY
GRSPSAVAAAAAAVFHQOQHGGQOSPGLAALQSGGGGGLEPYAGPOONSHDHGEFPNHQYNSYYPNRSAYPPPAPAYAL
SSPRGGTPGSGAAAAAGSKPPPSSSASASSSSSSFAQQORFGAMGGGGPSAAGGGTPOQPTATPTLNQLLTSPSSARGY
OGYPGGDYSGGPODGGAGKGPADMASQCWGAAAAAAAAAAASGGAQORSHHAPMSPGSSGGGGQPLARTPQPSSPMD
OMGKMRPOPYGGTNPYSQQOGPPSGPQOGHGYPGQPYGSQTPQOQRYPMTMOGRAQSAMGGLSYTQQIPPYGQQOGPSGY
GQOGOTPYYNQQSPHPQOQOQPPYSQQPPSQTPHAQPSYQQQOPOSOPPQLOSSQPPYSQOPSQPPHQOSPAPYPSQQS
TTQOHPOSQPPYSQPQAQSPYQOQOPOOPAPSTLSQQAAYPQOPOSQOSQOQTAYSQORFPPPOELSQDSFGSQASSAP
SMTSSKGGQEDMNLSLOSRPSSLPDLSGSIDDLPMGTEGALSPGVSTSGISSSQGEQSNPAQSPFSPHTSPHLPGIR
GPSPSPVGSPASVAQSRSGPLSPAAVPGNOMPPRPPSGQOSDSIMHPSMNQSSIAQDRGYMORNPOMPQYSSPOPGSA
LSPROPSGGQIHTGMGSYQONSMGSYGPOGGQYGPOGGYPROPNYNALPNANYPSAGMAGGINPMGAGGOMHGOPGI
PPYGTLPPGRMSHASMGNRPYGPNMANMPPOVGSGMCPPPGGMNRKTQETAVAMHVAANSIQNRPPGY PNMNQGGMM
GTGPPYGQOGINSMAGMINPQGPPYSMGGTMANNSAGMAASPEMMGLGDVKLTPATKMNNKADGTPKTESKSKKSSSS
TTTNEKITKLYELGGEPERKMWVDRYLAFTEEKAMGMTNLPAVGRKPLDLYRLYVSVKEIGGLTQVNKNKKWRELAT
NLNVGTSSSAASSLKKQYIQCLYAFECKIERGEDPPPDIFAAADSKKSQPKIQPPSPAGSGSMOGPQTPQSTSSSMA
EGGDLKPPTPASTPHSQIPPLPGMSRSNSVGIQDAEFNDGSDSTEFQKRNSMTPNPGYQPSMNTSDMMGRMSYEPNKDP
YGSMRKAPGSDPFMSSGQGPNGGMGDPYSRAAGPGLGNVAMGPROHYPYGGPYDRVRTEPGIGPEGNMSTGAPQPNL
MPSNPDSGMYSPSRYPPOQOOOQQOQORHDSYGNQFSTOGTPSGSPEFPSQOTTMYQOQOQONYKRPMDGTYGPPAKRHEG
EMYSVPYSTGOGOPOOQQOLPPAQPOPASQQOAAQPSPOODVYNQYGNAYPATATAATERRPAGGPONQFPFQOFGRDR
VSAPPGTNAQONMPPOMMGGPIQASAEVAQQGTMWOGRNDMTYNYANRQSTGSAPQGPAYHGVNRTDEMLHTDQORAN
HEGSWPSHGTRQPPYGPSAPVPPMTRPPPSNYQPPPSMONHIPQVSSPAPLPRPMENRTSPSKSPEFLHSGMKMQOKAG
PPVPASHIAPAPVQPPMIRRDITFPPGSVEATQPVLKQRRRLTMKDIGTPEAWRVMMSLKSGLLAESTWALDTINIL
LYDDNSIMTENLSQLPGLLELLVEYFRRCLIEIFGILKEYEVGDPGORTLLDPGRFSKVSSPAPMEGGEEEEELLGP
KLEEEEEEEVVENDEEIAFSGKDKPASENSEEKLISKEDKLPVKIVOKNDPEFVVDCSDKLGRVQEFDSGLLHWRIGG
GDTTEHIQTHFESKTELLPSRPHAPCPPAPRKHVTTAEGTPGTTDQEGPPPDGPPEKRITATMDDMLSTRSSTLTED
GAKSSEAIKESSKFPFGISPAQSHRNIKILEDEPHSKDETPLCTLLDWQDSLAKRCVCVSNTIRSLSEVPGNDFEMS
KHPGLLLILGKLILLHHKHPERKQAPLTYEKEEEQDQGVSCNKVEWWWDCLEMLRENTLVTLANISGQLDLSPYPES
ICLPVLDGLLHWAVCPSAEAQDPFSTLGPNAVLSPORLVLETLSKLSIQDNNVDLILATPPFSRLEKLYSTMVRFEFLS
DRKNPVCREMAVVLLANLAQGDSLAARATAVOKGSIGNLLGFLEDSLAATQFQOSQASLLHMONPPFEPTSVDMMRR
AARALLALAKVDENHSEFTLYESRLLDISVSPLMNSLVSQVICDVLFLIGQS
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BAF250B/ARID1B (UniProt ID: Q8NFD5; PPID=76.9%; 2,236 residues)

>sp |Q8NFDS|ARI1IB HUMAN AT-rich interactive domain-containing protein 1B
OS=Homo sapiens 0X=9606 GN=ARID1B PE=1 SV=2
MAHNAGAAAAAGTHSAKSGGSEAALKEGGSAAALSSSSSSSAAAAAASSSSSSGPGSAMETGLLPNHKLKTVGEAPA
APPHOOHHHHHHAHHHHHHAHHLHHHHALQQOQLNQEFQQOQOQOQOQOQOQOQOQHPTISNNNSLGGAGGGAPQPGPDM
EQPOHGGAKDSAAGGQADPPGPPLLSKPGDEDDAPPKMGEPAGGRYEHPGLGALGTQQPPVAVPGGGGGPAAVPEEN
NYYGSAAPASGGPGGRAGPCFDQHGGQQSPGMGMMHSASAAAAGAPGSMDPLONSHEGYPNSQCNHYPGYSRPGAGG
GGGGGGGGGGGSGGGGGGGGAGAGGAGAGAVAAAAAAAAAAAGGGGGGGYGGSSAGYGVLSSPROQOGGGMMMGPGGG
GAASLSKAAAGSAAGGFQRFAGONQHPSGATPTLNQLLTSPSPMMRSYGGSYPEYSSPSAPPPPPSQPQOSQAAAAGA
AAGGQQAAAGMGLGKDMGAQYAAASPAWAAAQQRSHPAMSPGTPGPTMGRSQGSPMDPMVMKRPQLYGMGSNPHSQP
QOSSPYPGGSYGPPGPOQRYPIGIQGRTPGAMAGMQYPOOOMPPOYGQOGVSGYCQOGOOPYYSQQOPOQPPHLPPOAQY
LPSQSQORYQPQODMSQEGYGTRSQPPLAPGKPNHEDLNLIQQERPSSLPDLSGSIDDLPTGTEATLSSAVSASGST
SSQGDQSNPAQSPFSPHASPHLSSIPGGPSPSPVGSPVGSNQSRSGPISPASIPGSQMPPQPPGSQSESSSHPALSQ
SPMPOERGFMAGTQORNPOMAQYGPQQTGPSMSPHPSPGGOMHAGISSFQOQOSNSSGTYGPOMSQYGPQGNYSRPPAYS
GVPSASYSGPGPGMGISANNQOMHGOGPSQPCGAVPLGRMPSAGMONRPFPGNMSSMTPSSPGMSQQGGPGMGPPMPT
VNRKAQEAAAAVMQAAANSAQSRQGSFPGMNQSGLMASSSPYSQPMNNSSSLMNTQAPPYSMAPAMVNS SAASVGLA
DMMSPGESKLPLPLKADGKEEGTPQPESKSKKSSSSTTTGEKITKVYELGNEPERKLWVDRYLTFMEERGSPVSSLP
AVGKKPLDLFRLYVCVKEIGGLAQVNKNKKWRELATNLNVGTSSSAASSLKKQYIQYLFAFECKIERGEEPPPEVES
TGDTKKOPKLOPPSPANSGSLOGPQTPQSTGSNSMAEVPGDLKPPTPASTPHGOMTPMQOGGRSSTISVHDPEFSDVSD
SSEFPKRNSMTPNAPYQQOGMSMPDVMGRMPYEPNKDPEFGGMRKVPGSSEPFMTQGOMPNSSMODMYNQSPSGAMSNLG
MGOROQFPYGASYDRRHEPYGQQYPGQGPPSGQPPYGGHQPGLYPQOPNYKRHMDGMYGPPAKRHEGDMYNMQYSSQ
QOEMYNQYGGSYSGPDRRPIQGQYPYPYSRERMOGPGQIQTHGIPPOMMGGPLOSSSSEGPOQONMWAARNDMPYPYQ
NROGPGGPTQAPPYPGMNRTDDMMVPDORINHESQWPSHVSQROPYMSSSASMOQPITRPPOPSYQTPPSLPNHISRA
PSPASFQRSLENRMSPSKSPFLPSMKMQOKVMPTVPTSQVTGPPPOQPPPIRREITFPPGSVEASQPVLKQRRKITSKD
IVTPEAWRVMMSLKSGLLAESTWALDTINILLYDDSTVATENLSQLSGFLELLVEYFRKCLIDIFGILMEYEVGDPS
QOKALDHNAARKDDSQSLADDSGKEEEDAECIDDDEEDEEDEEEDSEKTESDEKSSIALTAPDAAADPKEKPKQASKE
DKLPIKIVKKNNLEFVVDRSDKLGRVQEFNSGLLHWQLGGGDTTEHIQTHFESKME IPPRRRPPPPLSSAGRKKEQEG
KGDSEEQQEKSITIATIDDVLSARPGALPEDANPGPQTESSKFPFGIQQAKSHRNIKLLEDEPRSRDETPLCTIAHWOQ
DSLAKRCICVSNIVRSLSFVPGNDAEMSKHPGLVLILGKLILLHHEHPERKRAPQTYEKEEDEDKGVACSKDEWWWD
CLEVLRDNTLVTLANISGQLDLSAYTESICLPILDGLLHWMVCPSAEAQDPFPTVGPNSVLSPQRLVLETLCKLSIQ
DNNVDLILATPPFSRQEKFYATLVRYVGDRKNPVCREMSMALLSNLAQGDALAARATAVQKGSIGNLISFLEDGVTM
AQYQOSQHNLMHMQPPPLEPPSVDMMCRAAKALLAMARVDENRSEFLLHEGRLLDISISAVLNSLVASVICDVLEQT
GOL
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BAF57/SMARCE1 (UniProt ID: Q969G3; PPID=77.6%; 411 residues)

>sp|Q969G3|SMCE1 HUMAN SWI/SNF-related matrix-associated actin-dependent
regulator of chromatin subfamily E member 1 OS=Homo sapiens 0X=9606
GN=SMARCE1l PE=1 SV=2
MSKRPSYAPPPTPAPATQMPSTPGEVGYNPYSHLAYNNYRLGGNPGTNSRVTASSGITIPKPPKPPDKPLMPYMRYS
RKVWDQVKASNPDLKLWEIGKIIGGMWRDLTDEEKQEYLNEYEAEKIEYNESMKAYHNSPAYLAYINAKSRAEAALE
EESRQRQSRMEKGEPYMSIQPAEDPDDYDDGEFSMKHTATARFQRNHRLISEILSESVVPDVRSVVTTARMQVLKRQV
QSLMVHQRKLEAELLOQIEERHQEKKRKFLESTDSEFNNELKRLCGLKVEVDMEKTIAAETAQAEEQARKRQEEREKEAA
EQAERSQSSIVPEEEQAANKGEEKKDDENIPMETEETHLEETTESQONGEEGTSTPEDKESGQEGVDSMAEEGTSDS
NTGSESNSATVEEPPTDPIPEDEKKE
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BAF155/SMARCCL1 (UniProt ID: Q92922; PPID=59.2%; 1,105 residues)

>sp|Q92922|SMRC1 HUMAN SWI/SNF complex subunit SMARCC1 OS=Homo sapiens
0X=9606 GN=SMARCC1l PE=1 SV=3
MAAAAGGGGPGTAVGATGSGIAAAAAGLAVYRRKDGGPATKFWESPETVSQLDSVRVWLGKHYKKYVHADAPTNKTL
AGLVVQLLOFQEDAFGKHVTNPAFTKLPAKCFMDFKAGGALCHILGAAYKYKNEQGWRREDLONPSRMDRNVEMEMN
IEKTLVONNCLTRPNIYLIPDIDLKLANKLKDIIKRHQGTFTDEKSKASHHIYPYSSSQDDEEWLRPVMRKEKQVLV
HWGFYPDSYDTWVHSNDVDAEIEDPPIPEKPWKVHVKWILDTDIFNEWMNEEDYEVDENRKPVSFROQRISTKNEEPV
RSPERRDRKASANARKRKHSPSPPPPTPTESRKKSGKKGQASLYGKRRSQKEEDEQEDLTKDMEDPTPVPNIEEVVL
PKNVNLKKDSENTPVKGGTVADLDEQDEETVTAGGKEDEDPAKGDQSRSVDLGEDNVTEQTNHITIIPSYASWEDYNC
IHVIERRALPEFFNGKNKSKTPEIYLAYRNFMIDTYRLNPQEYLTSTACRRNLTGDVCAVMRVHAFLEQWGLVNYQV
DPESRPMAMGPPPTPHFNVLADTPSGLVPLHLRSPQVPAAQOMLNFPEKNKEKPVDLONEFGLRTDIYSKKTLAKSKG
ASAGREWTEQETLLLLEALEMYKDDWNKVSEHVGSRTODECILHFLRLPIEDPYLENSDASLGPLAYQPVPEFSQSGN
PVMSTVAFLASVVDPRVASAAAKAALEEFSRVREEVPLELVEAHVKKVQEAARASGKVDPTYGLESSCIAGTGPDEP
EXKLEGAEEEKMEADPDGQQPEKAENKVENETDEGDKAQDGENEKNSEKEQDSEVSEDTKSEEKETEENKELTDTCKE
RESDTGKKKVEHEISEGNVATAAAAALASAATKAKHLAAVEERKIKSLVALLVETOQMKKLEIKLRHFEELETIMDRE
KEALEQORQOLLTERONFHMEQLKYAELRARQOMEQQOHGONPQOAHQOHSGGPGLAPLGAAGHPGMMPHQQPPPYPL
MHHQOMPPPHPPQPGQIPGPGSMMPGQHMPGRMIPTVAANIHPSGSGPTPPGMPPMPGNILGPRVPLTAPNGMYPPPP
QOQQPPPPPPADGVPPPPAPGPPASAAP
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BAF180/PBRML1 (UniProt ID: Q86U86; PPID=43.2%; 1,689 residues)

>sp|Q86U86|PBl _HUMAN Protein polybromo-1 OS=Homo sapiens OX=9606 GN=PBRM1
PE=1 Sv=1
MGSKRRRATSPSSSVSGDFDDGHHSVSTPGPSRKRRRLSNLPTVDPIAVCHELYNTIRDYKDEQGRLLCELFIRAPK
RRNOQPDYYEVVSQPIDLMKIQOKLKMEEYDDVNLLTADFQLLENNAKSYYKPDSPEYKAACKLWDLYLRTRNEEVQK
GEADDEDDDEDGODNQGTVTEGSSPAYLKEILEQLLEATIVVATNPSGRLISELFQKLPSKVQYPDYYAITKEPIDLK
TIAQRIONGSYKSIHAMAKDIDLLAKNAKTYNEPGSQVFKDANSIKKIFYMKKAE IEHHEMAKSSLRMRTPSNLAAA
RLTGPSHSKGSLGEERNPTSKYYRNKRAVOGGRLSAITMALQYGSESEEDAALAAARYEEGESEAESITSFMDVSNP
FYQLYDTVRSCRNNQGOLTAEPFYHLPSKKKYPDYYQQIKMPISLOQIRTKLKNQEYETLDHLECDLNLMFENAKRY
NVPNSAIYKRVLKLOQVMOAKKKELARRDDIEDGDSMISSATSDTGSAKRKSKKNIRKORMKILENVVLEAREPGSG
RRLCDLFMVKPSKKDYPDYYKIILEPMDLKITIEHNIRNDKYAGEEGMIEDMKLMFRNARHYNEEGSQVYNDAHILEK
LLKEKRKELGPLPDDDDMASPKLKLSRKSGISPKKSKYMTPMOOKLNEVYEAVKNYTDKRGRRLSAIFLRLPSRSEL
PDYYLTIKKPMDMEKIRSHMMANKYQDIDSMVEDEFVMMENNACTYNEPESLIYKDALVLHKVLLETRRDLEGDEDSH
VPNVTLLIQELIHNLEVSVMSHODDEGRCYSDSLAETIPAVDPNFPNKPPLTFDITRKNVENNRYRRLDLFQEHMEFEV
LERARRMNRTDSEIYEDAVELQQFFIKIRDELCKNGEILLSPALSYTTKHLHNDVEKERKEKLPKEIEEDKLKREEE
KREAEKSEDSSGAAGLSGLHRTYSQODCSFKNSMYHVGDYVYVEPAEANLOPHIVCIERLWEDSAGEKWLYGCWEYRP
NETFHLATRKFLEKEVFKSDYYNKVPVSKILGKCVVMFVKEYFKLCPENFRDEDVEVCESRYSAKTKSFKKIKLWTM
PISSVRFVPRDVPLPVVRVASVFANADKGDDEKNTDNSEDSRAEDNEFNLEKEKEDVPVEMSNGEPGCHYFEQLHYND
MWLKVGDCVFIKSHGLVRPRVGRIEKVWVRDGAAYFYGPIFIHPEETEHEPTKMFYKKEVFLSNLEETCPMTCILGK
CAVLSFKDFLSCRPTEIPENDILLCESRYNESDKOMKKFKGLKREFSLSAKVVDDEIYYFRKPIVPQKEPSPLLEKKT
QLLEAKFAELEGGDDDIEEMGEEDSEVIEPPSLPQLOTPLASELDLMPYTPPOSTPKSAKGSAKKEGSKRKINMSGY
ILFSSEMRAVIKAQHPDYSFGELSRLVGTEWRNLETAKKAEYEERAAKVAEQOERERAAQQQQOPSASPRAGTPVGAL
MGVVPPPTPMGMLNQQLTPVAGMMGGYPPGLPPLOGPVDGLVSMGSMOQPLHPGGPPPHHLPPGVPGLPGIPPPGVMN
QGVAPMVGTPAPGGSPYGQQOVGVLGPPGQOAPPPYPGPHPAGPPVIQQPTTPMEVAPPPKTOQRLLHSEAYLKYIEGL
SAESNSISKWDQTLAARRRDVHLSKEQESRLPSHWLKSKGAHTTMADALWRLRDLMLRDTLNIRQAYNLENV
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BCL7A (UniProt ID: Q4VCO05; PPID= 87.6%; 210 residues)

>sp|Q4VCO5|BCL7A HUMAN B-cell CLL/lymphoma 7 protein family member A OS=Homo
sapiens 0X=9606 GN=BCL7A PE=1 SV=1
MSGRSVRAETRSRAKDDIKRVMAAIEKVRKWEKKWVTVGDTSLRIYKWVPVTEPKVDDKNKNKKKGKDEKCGSEVTT
PENSSSPGMMDMHDDNSNQSSIADASPIKQENSSNSSPAPEPNSAVPSDGTEAKVDEAQADGKEHPGAEDASDEQNS

QSSMEHSMNSSEKVDRQPSGDSGLAAETSAISQDLEGVPPSKKMKLEASQQONSEEM

GLTSCR1

BCL7B (UniProt ID: Q9BQE9; PPID=89.6%; 202 residues)

>sp|Q9BQEY |BCL7B_HUMAN B-cell CLL/lymphoma 7 protein family member B OS=Homo
sapiens 0X=9606 GN=BCL7B PE=1 SV=1
MSGRSVRAETRSRAKDDIKKVMAAIEKVRKWEKKWVTVGDTSLRIFKWVPVTDSKEKEKSKSNSSAAREPNGFPSDA
SANSSLLLEFQDENSNQSSVSDVYQLKVDSSTNSSPSPOQSESLSPAHTSDFRTDDSQPPTLGQEILEEPSLPSSEV

ADEPPTLTKEEPVPLETQVVEEEEDSGAPPLKRFCVDQPTVPQTASES

ARID1B




BCL7C (UniProt ID: Q8WUZO0; PPID=90.0%; 217 residues)

>sp |Q8WUZO |BCL7C_HUMAN B-cell CLL/lymphoma 7 protein family member C OS=Homo
sapiens 0X=9606 GN=BCL7C PE=1 SV=3
MAGRTVRAETRSRAKDDIKKVMATIEKVRRWEKRWVTVGDTSLRIFKWVPVVDPOQEEERRRAGGGAERSRGRERRGR
GASPRGGGPLILLDLNDENSNQSFHSEGSLOKGTEPSPGGTPQPSRPVSPAGPPEGVPEEAQPPRLGQERDPGGITA
GSTDEPPMLTKEEPVPELLEAEAPEAYPVFEPVPPVPEAAQGDTEDSEGAPPLKRICPNAPDP

SMARCE1

DPF2

GLTSCR1

BCL11A (UniProt ID: Q9H165; PPID=69.0%; 835 residues)

>sp|Q9H165|BC11A HUMAN B-cell lymphoma/leukemia 11A OS=Homo sapiens OX=9606
GN=BCL11lA PE=1 SV=2
MSRRKQGKPOQHLSKREFSPEPLEAILTDDEPDHGPLGAPEGDHDLLTCGQCOMNEFPLGDILIFIEHKRKQCNGSLCL
EKAVDKPPSPSPIEMKKASNPVEVGIQVTPEDDDCLSTSSRGICPKOEHIADKLLHWRGLSSPRSAHGALIPTPGMS
AEYAPQGICKDEPSSYTCTTCKQPFTSAWFLLOHAQONTHGLRIYLESEHGSPLTPRVGIPSGLGAECPSQPPLHGIH
IADNNPENLLRIPGSVSREASGLAEGRFPPTPPLFSPPPRHHLDPHRIERLGAEEMALATHHPSAFDRVLRLNPMAM
EPPAMDFSRRLRELAGNTSSPPLSPGRPSPMORLLOPFQPGSKPPFLATPPLPPLOSAPPPSQPPVKSKSCEFCGKT
FKFOSNLVVHRRSHTGEKPYKCNLCDHACTQASKLKRHMKTHMHKSSPMTVKSDDGLSTASSPEPGTSDLVGSASSA
LKSVVAKFKSENDPNLIPENGDEEEEEDDEEEEEEEEEEEEELTESERVDYGFGLSLEAARHHENSSRGAVVGVGDE
SRALPDVMQGMVLSSMOHFSEAFHQVLGEKHKRGHLAEAEGHRDTCDEDSVAGESDRIDDGTVNGRGCSPGESASGG
LSKKLLLGSPSSLSPFSKRIKLEKEFDLPPAAMPNTENVYSQWLAGYAASRQLKDPFLSFGDSRQSPFASSSEHSSE
NGSLRFSTPPGELDGGISGRSGTGSGGSTPHISGPGPGRPSSKEGRRSDTCEYCGKVEFKNCSNLTVHRRSHTGERPY
KCELCNYACAQSSKLTRHMKTHGQVGKDVYKCEICKMPFSVYSTLEKHMKKWHSDRVLNNDIKTE
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BCL11B (UniProt ID: Q9COKO; PPID=69.8%; 894 residues)

>sp|Q9COKO|BC11B _HUMAN B-cell lymphoma/leukemia 11B OS=Homo sapiens 0OX=9606
GN=BCL11B PE=1 SVv=1
MSRRKQGNPQHLSQRELITPEADHVEAATLEEDEGLEIEEPSGLGLMVGGPDPDLLTCGQCQMNEFPLGDILVFIEHK
RKQCGGSLGACYDKALDKDSPPPSSRSELRKVSEPVEIGIQVTPDEDDHLLSPTKGICPKQENTAGPCRPAQLPAVA
PIAASSHPHSSVITSPLRALGALPPCLPLPCCSARPVSGDGTQGEGQTEAPFGCQCQLSGKDEPSSYICTTCKQPEN
SAWFLLOHAQNTHGFRIYLEPGPASSSLTPRLTIPPPLGPEAVAQSPLMNFLGDSNPFNLLRMTGPILRDHPGFGEG
RLPGTPPLFSPPPRHHLDPHRLSAEEMGLVAQHPSAFDRVMRLNPMAIDSPAMDFSRRLRELAGNSSTPPPVSPGRG
NPMHRLLNPFQPSPKSPFLSTPPLPPMPPGGTPPPQPPAKSKSCEFCGKTFKFQSNLIVHRRSHTGEKPYKCQLCDH
ACSQASKLKRHMKTHMHKAGSLAGRSDDGLSAASSPEPGTSELAGEGLKAADGDFRHHESDPSLGHEPEEEDEEEEE
EEEELLLENESRPESSFSMDSELSRNRENGGGGVPGVPGAGGGAAKALADEKALVLGKVMENVGLGALPQYGELLAD
KOKRGAFLKRAAGGGDAGDDDDAGGCGDAGAGGAVNGRGGGFAPGTEPFPGLFPRKPAPLPSPGLNSAAKRIKVEKD
LELPPAALTIPSENVYSQWLVGYAASRHFMKDPFLGFTDARQSPFATSSEHSSENGSLRFSTPPGDLLDGGLSGRSGT
ASGGSTPHLGGPGPGRPSSKEGRRSDTCEYCGKVFKNCSNLTVHRRSHTGERPYKCELCNYACAQSSKLTRHMKTHG
QIGKEVYRCDICQOMPESVYSTLEKHMKKWHGEHLLTNDVKIEQAERS

SUV39H1

PPP1R1B

BCL11B
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SSXT/SS18 (UniProt ID: Q15532; PPID= 84.1%; 418 residues)

>sp|Q15532|SSXT_HUMAN Protein SSXT OS=Homo sapiens 0X=9606 GN=SS18 PE=1 SV=3
MSVAFAAPRQRGKGEITPAATIQKMLDDNNHLIQCIMDSQONKGKTSECSQYQOMLHTNLVYLATIADSNQNMQSLLPA
PPTONMPMGPGGMNQSGPPPPPRSHNMPSDGMVGGGPPAPHMONQMNGOMPGPNHMPMOGPGPNQLNMTNSSMNMPS
SSHGSMGGYNHSVPSSQSMPVONQOMTMSQGQPMGNYGPRPNMSMQOPNQGPMMHQQPPSQQYNMPOGGGQHYQGQQPP
MGMMGQVNQGNHMMGQRQIPPYRPPQOGPPQQYSGQEDYYGDQYSHGGQGPPEGMNQQYYPDGHNDYGYQQPSYPEQ
GYDRPYEDSSQHYYEGGNSQYGQQQODAYQGPPPQOGYPPOOQOQYPGOOGYPGQQOGYGPSQGGPGPQYPNYPQGQGO
QYGGYRPTQPGPPQPPQQORPYGYDQGQYGNYQQ

SMARCD3

ssx2

@

i% it g
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BAF200/ARID2 (UniProt ID: Q68CP9; PPID= 61.3%; 1,835 residues)

>sp|Q68CPY9|ARID2 HUMAN AT-rich interactive domain-containing protein 2
OS=Homo sapiens 0X=9606 GN=ARID2 PE=1 SV=2
MANSTGKAPPDERRKGLAFLDELRQFHHSRGSPFKKIPAVGGKELDLHGLYTRVTTLGGFAKVSEKNQWGEIVEEFEFN
FPRSCSNAAFALKQYYLRYLEKYEKVHHFGEDDDEVPPGNPKPQLPIGAIPSSYNYQQHSVSDYLROSYGLSMDENS
PNDYNKLVLSLLSGLPNEVDFAINVCTLLSNESKHVMOQLEKDPKIITLLLANAGVEDDTLGSEFSTVFGEEWKEKTDR
DEFVKFWKDIVDDNEVRDLISDRNKSHEGTSGEWIWESLFHPPRKLGINDIEGOQRVLOIAVILRNLSFEEGNVKLLAA
NRTCLRFLLLSAHSHFISLROLGLDTLGNIAAELLLDPVDFKTTHLMFHTVTKCLMSRDRFLKMRGME ILGNLCKAE
DNGVLICEYVDQODSYREITICHLTLPDVLLVISTLEVLYMLTEMGDVACTKIAKVEKSIDMLVCLVSMDIQMFGPDAL
AAVKLIEHPSSSHOMLSEIRPQAIEQVQTQTHVASAPASRAVVAQHVAPPPGIVEIDSEKFACQWLNAHFEVNPDCS
VSRAEMYSEYLSTCSKLARGGILTSTGFYKCLRTVFPNHTVKRVEDSSSNGOQAHIHVVGVKRRAIPLPIOMYYQQQOP
VSTSVVRVDSVPDVSPAPSPAGIPHGSQTIGNHFQRTPVANQSSNLTATOMSEFPVQGVHTVAQTVSRIPONPSPHTH
QOONAPVTVIQSKAPIPCEVVKATVIQONSIPQTGVPVSIAVGGGPPOSSVVONHSTGPOPVTVVNSQTLLHHPSVIP
QOSPLHTVVPGQIPSGTPVIVIQQAVPOSHMEGRVONIPACTSTVSQGQOLITTSPOQPVOTSSQOQTSAGSQSQDTVI
IAPPQYVTTSASNIVSATSVONFQVATGOMVTIAGVPSPOASRVGEFQONIAPKPLPSQQVSSTVVQOPIQQOPOQOPTOO
SVVIVSQPAQOGOTYAPATIHQIVLANPAALPAGQTVQLTGOPNITPSSSPSPVPATNNQVPTAMSSSSTPOSQGPPP
TVSOMLSVKRQOQOQOQHSPAPPPOQOVOVQVOQOPOQOVOMOVQOPOQOSNAGVGQPASGESSLIKQLLLPKRGPSTPGGKLI
LPAPQIPPPNNARAPSPQVVYQVASNQAAGFGVQGQOTPAQQLLVGQONVQLVPSAMPPSGGVQTVPISNLQILPGPL
ISNSPATIFQGTSGNQVTITVVPNTSFAPATVSQGNATQLIAPAGITMSGTQTGVGLPVQTLPATQASPAGQSSCTT
ATPPFKGDKIICQKEEEAKEATGLHVHERKIEVMENPSCRRGATNTSNGDTKENEMHVGSLLNGRKYSDSSLPPSNS
GKIQSETNQCSLISNGPSLELGENGASGKONSEQIDMODIKSDLRKPLVNGICDFDKGDGSHLSKNIPNHKTSNHVG
NGEISPMEPQGTLDITQODTAKGDQLERISNGPVLTLGGSSVSSIQEASNAATQOFSGTDLLNGPLASSLNSDVPQO
RPSVVVSPHSTTSVIQGHQITIAVPDSGSKVSHSPALSSDVRSTNGTAECKTVKRPAEDTDRETVAGIPNKVGVRIVT
ISDPNNAGCSATMVAVPAGADPSTVAKVAIESAVQOKQQHPPTYVONVVPONTPMPPSPAVQVQGOPNSSQPSPEFSG
SSOQPGDPMRKPGONEFMCLWQSCKKWEFQTPSQVEFYHAATEHGGKDVYPGOQCLWEGCEPFQRORFSFITHLOQDKHCSKD
ALLAGLKQODEPGQAGSQKSSTKOPTVGGTSSTPRAQKAIVNHPSAALMALRRGSRNLVFRDFTDEKEGPITKHIRLT
AALILKNIGKYSECGRRLLKRHENNLSVLAISNMEASSTLAKCLYELNFTVQOSKEQEKDSEMLQ

DNMT3A
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BRD7 (UniProt ID: Q9NPI1; PPID= 61.2%; 651 residues)

>sp |Q9NPI1|BRD7 HUMAN Bromodomain-containing protein 7 OS=Homo sapiens
0X=9606 GN=BRD7 PE=1 3SV=1
MGKKHKKHKSDKHLYEEYVEKPLKLVLKVGGNEVTELSTGSSGHDSSLFEDKNDHDKHKDRKRKKRKKGEKQIPGEE
KGRKRRRVKEDKKKRDRDRVENEAEKDLQCHAPVRLDLPPEKPLTSSLAKQEEVEQTPLOEALNQLMRQLORKDPSA
FFESFPVIDFIAPGYSMIIKHPMDESTMKEKIKNNDYQSTIEELKDNFKLMCTNAMIYNKPETIYYKAAKKLLHSGMKI
LSQERIQSLKQSIDFMADLOKTRKOKDGTDTSQSGEDGGCWOREREDSGDAEAHAFKSPSKENKKKDKDMLEDKFEKS
NNLEREQEQLDRIVKESGGKLTRRLVNSQCEFERRKPDGTTTLGLLHPVDPIVGEPGYCPVRLGMTTGRLOSGVNTL
QOGFKEDKRNKVTPVLYLNYGPYSSYAPHYDSTFANISKDDSDLIYSTYGEDSDLPSDESIHEFLATCODYPYVMADS
LLDVLTKGGHSRTLOQEMEMSLPEDEGHTRTLDTAKEMEITEVEPPGRLDSSTODRLIALKAVTINFGVPVEVEDSEEA
EIFQKKLDETTRLLRELQEAQNERLSTRPPPNMICLLGPSYREMHLAEQVTNNLKELAQQVTPGDIVSTYGVRKAMG
ISIPSPVMENNEVDLTEDTEEPKKTDVAECGPGGS

SMARSMARCD3
- Y en

GTF3C5
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BRD9 (UniProt ID: Q9H8M2; PPID= 60.1%; 597 residues)

>sp |Q9H8M2 | BRDS HUMAN Bromodomain-containing protein 9 OS=Homo sapiens
0X=9606 GN=BRD9 PE=1 3SV=2
MGKKHKKHKAEWRSSYEDYADKPLEKPLKLVLKVGGSEVTELSGSGHDSSYYDDRSDHERERHKEKKKKKKKKSEKE
KHLDDEERRKRKEEKKRKREREHCDTEGEADDFDPGKKVEVEPPPDRPVRACRTQPAENESTPIQQOLLEHFLRQLOR
KDPHGFFAFPVTDAIAPGYSMIIKHPMDFGTMKDKIVANEYKSVTEFKADFKLMCDNAMTYNRPDTVYYKLAKKILH
AGFKMMSKQAALLGNEDTAVEEPVPEVVPVQVETAKKSKKPSREVISCMFEPEGNACSLTDSTAEEHVLALVEHAAD
EARDRINRFLPGGKMGYLKRNGDGSLLYSVVNTAEPDADEEETHPVDLSSLSSKLLPGFTTLGFKDERRNKVTFELSS
ATTALSMONNSVEFGDLKSDEMELLYSAYGDETGVQCALSLOQEFVKDAGSYSKKVVDDLLDQITGGDHSRTLFQLKQR
RNVPMKPPDEAKVGDTLGDSSSSVLEFMSMKSYPDVSVDISMLSSLGKVKKELDPDDSHLNLDETTKLLODLHEAQA
ERGGSRPSSNLSSLSNASERDQHHLGSPSRLSVGEQPDVTHDPYEFLOSPEPAASAKT

ATAD2B
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BAF60A/SMARCD1 (UniProt ID: Q96GMS5; PPID= 43.8%; 515 residues)

>sp|Q96GM5 | SMRD1 HUMAN SWI/SNF-related matrix-associated actin-dependent
regulator of chromatin subfamily D member 1 OS=Homo sapiens 0X=9606
GN=SMARCD1 PE=1 SV=2
MAARAGFQSVAPSGGAGASGGAGAAAALGPGGTPGPPVRMGPAPGQGLYRSPMPGAAYPRPGMLPGSRMTPQGPSMG
PPGYGGNPSVRPGLAQSGMDQSRKRPAPQOQIQOVOQOAVONRNHNAKKKKMADKILPQRIRELVPESQAYMDLLAFE
RKLDQTIMRKRLDIQEALKRPIKQKRKLRIFISNTENPAKSDAEDGEGTVASWELRVEGRLLEDSALSKYDATKQKR
KFSSFFKSLVIELDKDLYGPDNHLVEWHRTATTQETDGFQVKRPGDVNVRCTVLLMLDYQPPQFKLDPRLARLLGIH
TOQTRPVITIQALWQYIKTHKLODPHEREFVICDKYLQQIFESQRMKFSEIPQRLHALLMPPEPITINHVISVDPNDQK
KTACYDIDVEVDDTLKTOMNSEFLLSTASQOEIATLDNKIHETIETINQLKTOQREFMLSFARDPOGEINDWLOSQCRD
LKTMTDVVGNPEEERRAEFYFQPWAQEAVCRYFYSKVQOQRROQELEQALGIRNT

DNMT3A
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BAF60B/SMARCD2 (UniProt ID: Q92925; PPID= 49.3%; 531 residues)

>sp|Q92925|SMRD2 HUMAN SWI/SNF-related matrix-associated actin-dependent
regulator of chromatin subfamily D member 2 OS=Homo sapiens 0X=9606
GN=SMARCD2 PE=1 SV=3
MSGRGAGGFPLPPLSPGGGAVAAALGAPPPPAGPGMLPGPALRGPGPAGGVGGPGAAAFRPMGPAGPAAQYQRPGMS
PGNRMPMAGLQVGPPAGSPFGAAAPLRPGMPPTMMDPFRKRLLVPQAQPPMPAQRRGLKRRKMADKVLPQRIRELVP
ESQAYMDLLAFERKLDQTIARKRMEIQEATKKPLTOQKRKLRIYISNTEFSPSKAEGDSAGTAGTPGGTPAGDKVASWE
LRVEGKLLDDPSKQKRKFSSFFKSLVIELDKELYGPDNHLVEWHRMPTTQETDGFQVKRPGDLNVKCTLLLMLDHQP
POYKLDPRLARLLGVHTQTRAAIMOALWLYIKHNQLODGHEREYINCNRYFROIFSCGRLRFSEIPMKLAGLLQHPD
PIVINHVISVDPNDOKKTACYDIDVEVDDPLKAQMSNFLASTTNQQEIASLDVKIHETIESINQLKTQRDFMLSFEST
DPODFIQEWLRSQRRDLKIITDVIGNPEEERRAAFYHQPWAQEAVGRHIFAKVQQRROQELEQVLGIRLT

BRD9

-

SASSUCREBBR 4 N

SS18L1
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BAF60C/SMARCDS3 (UniProt ID: Q6STES; PPID=50.5%; 483 residues)

>sp|Q6STES | SMRD3 HUMAN SWI/SNF-related matrix-associated actin-dependent
regulator of chromatin subfamily D member 3 OS=Homo sapiens 0X=9606
GN=SMARCD3 PE=1 SvV=1
MAADEVAGGARKATKSKLFEFLVHGVRPGMPSGARMPHQOGAPMGPPGSPYMGSPAVRPGLAPAGMEPARKRAAPPPG
QSQAQSQGQPVPTAPARSRSAKRRKMADKILPQRIRELVPESQAYMDLLAFERKLDQTIMRKRVDIQEALKRPMKQK
RKLRLYISNTFNPAKPDAEDSDGSIASWELRVEGKLLDDPSKQKRKFSSFFKSLVIELDKDLYGPDNHLVEWHRTPT
TQETDGFQVKRPGDLSVRCTLLLMLDYQPPQFKLDPRLARLLGLHTQSRSAIVQALWQYVKTNRLODSHDKEY INGD
KYFOQIFDCPRLKEFSEIPQRLTALLLPPDPIVINHVISVDPSDOKKTACYDIDVEVEEPLKGOMSSFLLSTANQQET
SALDSKIHETIESINQLKIQRDEMLSEFSRDPKGYVQDLLRSQSRDLKVMTDVAGNPEEERRAEFYHOQPWSQEAVSRY
FYCKIQQORRQELEQSLVVRNT

APOAS

—. FADS1
APOAL

S . APOA2
v, CPTlA
NG

o/

FoFT1

L 7 UGT1A9

0; «TNFRSF21

ANKRD1
CADMRGL1
-

STARD13

5" 4 SMARCA? SMARCRI% SMARCDT>
S — ;

17



BAF45A/PHF10 (UniProt ID: Q8WUBS; PPID=53.3%; 498 residues)

>sp |Q8WUB8 | PHF10 HUMAN PHD finger protein 10 OS=Homo sapiens OX=9606 GN=PHF10
PE=1 SV=3
MAAAAGPGAALSPRPCDSDPATPGAQSPKDDNEDNSNDGTQPSKRRRMGSGDSSRSCETSSQDLGESYYPAENLIEY
KWPPDETGEYYMLOEQVSEYLGVTSFKRKYPDLERRDLSHKEKLYLRELNVITETQCTLGLTALRSDEVIDLMIKEY
PAKHAEYSVILQEKERQRITDHYKEYSQOMOQONTQKVEASKVPEY IKKAAKKAAEFNSNLNRERMEERRAYFDLQTH
VIQVPOGKYKVLPTERTKVSSYPVALIPGOFQEYYKRYSPDELRYLPLNTALYEPPLDPELPALDSDGDSDDGEDGR
GDEKRKNKGTSDSSSGNVSEGESPPDSQEDSFQGROKSKDKAATPRKDGPKRSVLSKSVPGYKPKVIPNAICGICLK
GKESNKKGKAESLIHCSQCENSGHPSCLDMTMELVSMIKTYPWQCMECKTCIICGQPHHEEEMMEFCDMCDRGYHTEC
VGLGAIPSGRWICDCCQRAPPTPRKVGRRGKNSKEG
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BAF45D/DPF2 (UniProt ID: Q92785; PPID= 59.7%; 391 residues)

>sp|Q92785|REQU HUMAN ZzZinc finger protein ubi-d4 OS=Homo sapiens 0X=9606
GN=DPF2 PE=1 SV=2
MAAVVENVVKLLGEQYYKDAMEQCHNYNARLCAERSVRLPFLDSQTGVAQSNCYIWMEKRHRGPGLASGQLYSYPAR
RWRKKRRAHPPEDPRLSFPSIKPDTDQTLKKEGLISQDGSSLEALLRTDPLEKRGAPDPRVDDDSLGEFPVTNSRAR
KRILEPDDFLDDLDDEDYEEDTPKRRGKGKSKGKGVGSARKKLDASILEDRDKPYACDICGKRYKNRPGLSYHYAHS
HLAEEEGEDKEDSQPPTPVSQRSEEQKSKKGPDGLALPNNYCDFCLGDSKINKKTGQPEELVSCSDCGRSGHPSCLQ
FTPVMMAAVKTYRWQCIECKCCNICGTSENDDQLLFCDDCDRGYHMYCLTPSMSEPPEGSWSCHLCLDLLKEKASIY
QONQNSS

SMARCA4

ACTL6A

W= =7

BAF45B/DPF1 (UniProt ID: Q92782; PPID=35.8%; 380 residues)

>sp|Q92782|DPF1_HUMAN Zinc finger protein neuro-d4 OS=Homo sapiens 0OX=9606
GN=DPF1 PE=1 SV=2
MGGLSARPTAGRTDPAGTCWGQDPGSKMATVIPGPLSLGEDFYREATEHCRSYNARLCAERSLRLPFLDSQTGVAQN
NCYIWMEKTHRGPGLAPGQIYTYPARCWRKKRRLNILEDPRLRPCEYKIDCEAPLKKEGGLPEGPVLEALLCAETGE
KKIELKEEETIMDCQKQOLLEFPHDLEVEDLEDDI PRRKNRAKGKAYGIGGLRKRODTASLEDRDKPYVCDKEFYKEL
AWVPEAQRKHTAKKAPDGTVIPNGYCDFCLGGSKKTGCPEDLISCADCGRSGHPSCLQFTVNMTAAVRTYRWQCIEC
KSCSLCGTSENDGASWAGLTPODQLLFCDDCDRGYHMYCLSPPMAEPPEGSWSCHLCLRHLKEKASAYITLT

SS18L. =

BCL7A

1
N s

\




BAF45C/DPF3 (UniProt ID: Q92784; PPID=50.5%; 378 residues)

>sp|Q92784 |DPF3_HUMAN ZzZinc finger protein DPF3 OS=Homo sapiens 0X=9606
GN=DPF3 PE=1 3SV=3

MATVIHNPLKALGDQFYKEAIEHCRSYNSRLCAERSVRLPFLDSQTGVAQNNCY IWMEKRHRGPGLAPGQLYTYPAR
CWRKKRRLHPPEDPKLRLLEIKPEVELPLKKDGEFTSESTTLEALLRGEGVEKKVDAREEESIQEIQRVLENDENVEE
GNEEEDLEEDIPKRKNRTRGRARGSAGGRRRHDAASQEDHDKPYVCDICGKRYKNRPGLSYHYAHTHLASEEGDEAQ
DOQETRSPPNHRNENHRPOQKGPDGTVIPNNYCDFCLGGSNMNKKSGRPEELVSCADCGRSGHPTCLQFTLNMTEAVKT
YKWQCIECKSCILCGTSENDDQLLEFCDDCDRGYHMYCLNPPVAEPPEGSWSCHLCWELLKEKASAFGCQA

SS18L1

&
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BAF47/SMARCBL1 (UniProt ID: Q12824; PPID=35.8%; 385 residues)

>sp|Q12824|SNF5 HUMAN SWI/SNF-related matrix-associated actin-dependent
regulator of chromatin subfamily B member 1 OS=Homo sapiens 0X=9606
GN=SMARCB1 PE=1 SV=2
MMMMALSKTFGQKPVKFQLEDDGEFYMIGSEVGNYLRMFRGSLYKRYPSLWRRLATVEERKKIVASSHGKKTKPNTK
DHGYTTLATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQKAKRNSQWVPTLPNSSHHLDAVPCSTTINRN
RMGRDKKRTFPLCEFDDHDPAVIHENASQPEVLVPIRLDMEIDGOKLRDAFTWNMNEKLMTPEMEFSEILCDDLDLNPL
TFVPAIASAIRQQIESYPTDSILEDQSDQRVITIKLNIHVGNISLVDQFEWDMSEKENSPEKFALKLCSELGLGGEFV
TTIAYSTIRGOQLSWHOKTYAFSENPLPTVEIAIRNTGDADQWCPLLETLTDAEMEKKIRDQDRNTRRMRRLANTAPAW

ESR2
C

TR
g,

AN
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BAF170/SMARCC2 (UniProt ID: Q8TAQ2; PPID=63.1%; 1,214 residues)

>sp|Q8TAQ2 | SMRC2 HUMAN SWI/SNF complex subunit SMARCC2 OS=Homo sapiens
0X=9606 GN=SMARCC2 PE=1 SV=1
MAVRKKDGGPNVKYYEAADTVTQFDNVRLWLGKNYKKYIQAEPPTNKSLSSLVVQLLOFQEEVEFGKHVSNAPLTKLP
IKCFLDFKAGGSLCHILAAAYKFKSDQGWRRYDFONPSRMDRNVEMFMTIEKSLVONNCLSRPNIFLCPEIEPKLLG
KLKDITIKRHQGTVTEDKNNASHVVYPVPGNLEEEEWVRPVMKRDKQVLLHWGYYPDSYDTWIPASEIEASVEDAPTP
EKPRKVHAKWILDTDTENEWMNEEDYEVNDDKNPVSRRKKISAKTLTDEVNSPDSDRRDKKGGNYKKRKRSPSPSPT
PEAKKKNAKKGPSTPYTKSKRGHREEEQEDLTKDMDEPSPVPNVEEVTLPKTVNTKKDSESAPVKGGTMTDLDEQED
ESMETTGKDEDENSTGNKGEQTKNPDLHEDNVTEQTHHIIIPSYAAWEFDYNSVHAIERRALPEFEFNGKNKSKTPEIY
LAYRNEFMIDTYRLNPQEYLTSTACRRNLAGDVCAIMRVHAFLEQWGLINYQVDAESRPTPMGPPPTSHEFHVLADTPS
GLVPLQPKTPQQTSASQOMLNFPDKGKEKPTDMONFGLRTDMYTKKNVPSKSKAAASATREWTEQETLLLLEALEMY
KDDWNKVSEHVGSRTOQDECILHFLRLPIEDPYLEDSEASLGPLAYQPIPFSQSGNPVMSTVAFLASVVDPRVASAAA
KSALEEFSKMKEEVPTALVEAHVRKVEEAAKVTGKADPAFGLESSGIAGTTSDEPERIEESGNDEARVEGQATDEKK
EPKEPREGGGAIEEEAKEKTSEAPKKDEEKGKEGDSEKESEKSDGDPIVDPEKEKEPKEGQEEVLKEVVESEGERKT
KVERDIGEGNLSTAAAAALAAAAVKAKHLAAVEERKIKSLVALLVETOMKKLEIKLRHFEELETIMDREREALEYQR
OQOLLADRQAFHMEQLKYAEMRARQOHFQOMHQQQQQPPPALPPGSQPIPPTGAAGPPAVHGLAVAPASVVPAPAGSG
APPGSLGPSEQIGQAGSTAGPQOQQOPAGAPQPGAVPPGVPPPGPHGPSPFPNQQTPPSMMPGAVPGSGHPGVAGNAP
LGLPFGMPPPPPPPAPSIIPFGSLADSISINLPAPPNLHGHHHHLPFAPGTLPPPNLPVSMANPLHPNLPATTTMPS
SLPLGPGLGSAAAQSPAIVAAVQGNLLPSASPLPDPGTPLPPDPTAPSPGTVTPVPPPQ

BCL7A

) DNMT3A
\9
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BAF53A/ACTL6A (UniProt ID: 096019; PPID=23.5%; 429 residues)

>sp|096019|ACL6A HUMAN Actin-like protein 6A OS=Homo sapiens 0X=9606
GN=ACTL6A PE=1 SvV=1

MSGGVYGGDEVGALVFDIGSYTVRAGYAGEDCPKVDFPTATIGMVVERDDGSTLME IDGDKGKQGGPTYYIDTNALRV
PRENMEAISPLKNGMVEDWDSFQAILDHTYKMHVKSEASLHPVLMSEAPWNTRAKREKLTELMFEHYNIPAFFLCKT
AVLTAFANGRSTGLILDSGATHTTAIPVHDGYVLQOGIVKSPLAGDFITMQCRELFQEMNIELVPPYMIASKEAVRE
GSPANWKRKEKLPQVTRSWHNYMCNCVIQDEFQASVLOQVSDSTYDEQVAAQMPTVHYEFPNGYNCDFGAERLKIPEGL
FDPSNVKGLSGNTMLGVSHVVTTSVGMCDIDIRPGLYGSVIVAGGNTLIQSFTDRLNRELSQKTPPSMRLKLIANNT
TVERRFSSWIGGSILASLGTFQOMWISKQEYEEGGKQCVERKCP

HIST3H2AMRGBP

CCNDL___ TBLIXRL : SSvps72 ERCTORFAL2

GPS1
COPS4
“DDB L @

“ OPSB
DDB2° R AD23B

COPSG
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BAF53B/ACTL6B (UniProt ID: 094805; PPID=25.4%; 426 residues)

>sp|094805|ACL6B_HUMAN Actin-like protein 6B OS=Homo sapiens 0X=9606
GN=ACTL6B PE=1 3SvV=1
MSGGVYGGDEVGALVEFDIGSFSVRAGYAGEDCPKADFPTTVGLLAAEEGGGLELEGDKEKKGKIFHIDTNALHVPRD
GAEVMSPLKNGMIEDWECFRAILDHTYSKHVKSEPNLHPVLMSEAPWNTRAKREKLTELMFEQYNIPAFFLCKTAVL
TAFANGRSTGLVLDSGATHTTAIPVHDGYVLOQGIVKSPLAGDFISMOCRELFQEMAIDITIPPYMIAAKEPVREGAP
PNWKKKEKLPQVSKSWHNYMCNEVIQDFQASVLQVSDSPYDEQVAAQMPTVHYEMPNGYNTDYGAERLRIPEGLEDP
SNVKGLSGNTMLGVGHVVTTSIGMCDIDIRPGLYGSVIVTGGNTLLOGFTDRLNRELSQKTPPSMRLKLIASNSTME
RKFSPWIGGSILASLGTEFQOMWISKOEYEEGGKQCVERKCP
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Actin-B/ACTB (UniProt ID: P60709; PPID=22.1%; 375 residues)

>sp|P60709|ACTB_HUMAN Actin, cytoplasmic 1 OS=Homo sapiens OX=9606 GN=ACTB
PE=1 Sv=1
MDDDIAALVVDNGSGMCKAGFAGDDAPRAVEFPSIVGRPRHOGVMVGMGQKDSYVGDEAQSKRGILTLKYPIEHGIVT
NWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETEFNTPAMYVAIQAVLSLYASGRTTGIVMD
SGDGVTHTVPIYEGYALPHAILRLDLAGRDLTDYLMKILTERGYSFTTTAEREIVRDIKEKLCYVALDFEQEMATAA
SSSSLEKSYELPDGQVITIGNERFRCPEALFQPSFLGMESCGIHETTEFNSIMKCDVDIRKDLYANTVLSGGTTMY PG
IADRMOKEITALAPSTMKIKIIAPPERKYSVWIGGSILASLSTFQOMWISKQEYDESGPSIVHRKCFE
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GLTSCR1/BICRA (UniProt ID: Q9NZM4; PPID=88.2%; 1,560 residues)

>sp |Q9NZM4 | BICRA HUMAN BRD4-interacting chromatin-remodeling complex-
associated protein OS=Homo sapiens 0X=9606 GN=BICRA PE=1 SV=2
MDDEDGRCLLDVICDPQALNDFLHGSEKLDSDDLLDNPGEAQSAFYEGPGLHVQEASGNHLNPEPNQPAPSVDLDFEL
EDDILGSPATGGGGGGSGGADQPCDILQOSLOEANITEQTLEAEAELDLGPFQLPTLOPADGGAGPTGAGGAAAVAA
GPQALFPGSTDLLGLQGPPTVLTHQALVPPODVVNKALSVQPFLOPVGLGNVTLQPTIPGLQGLPNGSPGGATAATLG
LAPIQVVGQPVMALNTPTSQLLAKQVPVSGYLASAAGPSEPVTLASAGVSPQGAGLVIQKNLSAAVATTLNGNSVEG
GAGAASAPTGTPSGQPLAVAPGLGSSPLVPAPNVILHRTPTPIQPKPAGVLPPKLYQLTPKPFAPAGATLTIQGEPG
ALPQOPKAPONLTEFMAAGKAGONVVLSGFPAPALQANVFKQPPATTTGAAPPQPPGALSKPMSVHLLNQGSSIVIPA
QHMLPGONQFLLPGAPAVQLPQOLSALPANVGGQILAAAAPHTGGQLTIANPILTNOQNLAGPLSLGPVLAPHSGAHSA
HILSAAPIQVGQPALFQOMPVSLAAGSLPTQSQPAPAGPAATTVLQGVTLPPSAVAMLNTPDGLVQPATPAAATGEAA
PVLTVQPAPQAPPAVSTPLPLGLQQOPOAQQPPOAPTPQAAAPPQATTPOQPSPGLASSPEKIVLGQPPSATPTAILTQ
DSLOMFLPQERSQQPLSAEGPHLSVPASVIVSAPPPAQDPAPATPVAKGAGLGPQAPDSQASPAPAPQIPAAAPLKG
PGPSSSPSLPHQAPLGDSPHLPSPHPTRPPSRPPSRPQSVSRPPSEPPLHPCPPPQAPPTLPGIFVIQNQLGVPPPA
SNPAPTAPGPPQPPLRPOSQPPEGPLPPAPHLPPSSTSSAVASSSETSSRLPAPTPSDFQLQFPPSQGPHKSPTPPP
TLHLVPEPAAPPPPPPRTFOMVTTPFPALPQPKALLERFHQVPSGITILONKAGGAPAAPQTSTSLGPLTSPAASVLV
SGOAPSGTPTAPSHAPAPAPMAATGLPPLLPAENKAFASNLPTLNVAKAASSGPGKPSGLOQYESKLSGLKKPPTLQP
SKEACFLEHLHKHQGSVLHPDYKTAFPSFEDALHRLLPYHVYQGALPSPSDYHKVDEEFETVSTQLLKRTQAMLNKY
RLLLLEESRRVSPSAEMVMIDRMFIQEEKTTLALDKQLAKEKPDEYVSSSRSLGLPIAASSEGHRLPGHGPLSSSAP
GASTQPPPHLPTKLVIRHGGAGGSPSVTWARASSSLSSSSSSSSAASSLDADEDGPMPSRNRPPIKTYEARSRIGLK
LKIKQEAGLSKVVHNTALDPVHQPPPPPATLKVAEPPPRPPPPPPPTGQOMNGTVDHPPPAAPERKPLGTAPHCPRLP
LRKTYRENVGGPGAPEGTPAGRARGGSPAPLPAKVDEATSGLIRELAAVEDELYQRMLKGPPPEPAASAAQGTGDPD
WEAPGLPPAKRRKSESPDVDQASFSSDSPODDTLTEHLOSAIDSILNLOQAPGRTPAPSYPHAASAGTPASPPPLHR
PEAYPPSSHNGGLGARTLTR

SMARCD1

GLTSCR2

e
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GLTSCR1L/BICRAL (UniProt ID: Q6AI39; PPID=74.8%; 1,079 residues)

>sp|Q6AI39|BICRL HUMAN BRD4-interacting chromatin-remodeling complex-
associated protein-like OS=Homo sapiens 0X=9606 GN=BICRAL PE=1 SV=2
MDDDDDSCLLDLIGDPQALNYFLHGPSNKSSNDDLTNAGYSAANSNSIFANSSNADPKSSLKGVSNQLGEGPSDGLP
LSSSLOFLEDELESSPLPDLTEDQPFDILOQKSLOQEANITEQTLAEEAYLDASIGSSQQFAQAQLHPSSSASFTQASN
VSNYSGQTLQPIGVTHVPVGASFASNTVGVQHGFMQHVGISVPSQHLSNSSQISGSGQIQLIGSFGNHPSMMTINNL
DGSQITILKGSGQQAPSNVSGGLLVHRQTPNGNSLEFGNSSSSPVAQPVTVPENSTNFQTSLPVHNIITQRGLAPNSNK
VPINIQPKPIQMGQONTYNVNNLGIQQHHVQQOGISFASASSPQGSVVGPHMSVNIVNQONTRKPVTSQAVSSTGGST
VIHSPMGQPHAPQSQFLIPTSLSVSSNSVHHVQTINGOLLOTQPSQLISGOVASEHVMLNRNSSNMLRTNQPYTGPM
LNNONTAVHLVSGQTFAASGSPVIANHASPQLVGGOMPLOQASPTVLHLSPGQSSVSQGRPGFATMPSVTSMSGPSR
FPAVSSASTAHPSLGSAVQSGSSGSNEFTGDQLTQPNRTPVPVSVSHRLPVSSSKSTSTESNTPGTGTQQQFFCQAQK
KCLNQTSPISAPKTTDGLRQAQIPGLLSTTLPGODSGSKVISASLGTAQPQQEKVVGSSPGHPAVQVESHSGGQKRP
AAKQLTKGAFILQQLORDQAHTVTPDKSHFRSLSDAVQRLLSYHVCQGSMPTEEDLRKVDNEFETVATQLLKRTQAM
LNKYRCLLLEDAMRINPSAEMVMIDRMENQEERASLSRDKRLALVDPEGFQADFCCSFKLDKAAHETQFGRSDQHGS
KASSSLOPPAKAQGRDRAKTGVTEPMNHDQFHLVPNHIVVSAEGNISKKTECLGRALKFDKVGLVQYQSTSEEKASR
REPLKASQCSPGPEGHRKTSSRSDHGTESKLSSILADSHLEMTCNNSFQDKSLRNSPKNEVLHTDIMKGSGEPQPDL
QLTKSLETTFKNILELKKAGRQPOSDPTVSGSVELDFPNEFSPMASQENCLEKFIPDHSEGVVETDSILEAAVNSILE
C
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BRM/SMARCA2 (UniProt ID: P51531; PPID=60.6%; 1,590 residues)

>sp|P51531|SMCA2 HUMAN Probable global transcription activator SNF2L2 OS=Homo
sapiens 0X=9606 GN=SMARCA2 PE=1 SV=2
MSTPTDPGAMPHPGPSPGPGPSPGPILGPSPGPGPSPGSVHSMMGPSPGPPSVSHPMPTMGSTDFPQEGMHOMHKP I
DGIHDKGIVEDIHCGSMKGTGMRPPHPGMGPPQSPMDQHSQGYMSPHPSPLGAPEHVSSPMSGGGPTPPOMPPSQPG
ALIPGDPOAMSQPNRGPSPFSPVQLHQLRAQILAYKMLARGOPLPETLOQLAVQOGKRTLPGLOQOOQOQOQOQOQ0Q0QQ00
Q000Q0QOPOOOPPOPOTOOQQOPALVNYNRPSGPGPELSGPSTPOKLPVPAPGGRPSPAPPAAAQPPAAAVPGPSVP
QPAPGOPSPVLOLOOKQSRISPIQKPOGLDPVEILQEREYRLOARIAHRIQELENLPGSLPPDLRTKATVELKALRL
LNFQROQLROQEVVACMRRDTTLETALNSKAYKRSKRQTLREARMTEKLEKQOKTEQERKRROKHQEYLNSILQHAKDE
KEYHRSVAGKIQKLSKAVATWHANTEREQKKETERIEKERMRRLMAEDEEGYRKLIDOKKDRRLAYLLOQQOTDEYVAN
LTNLVWEHKQAQAAKEKKKRRRRKKKAEENAEGGESALGPDGEPIDESSOMSDLPVKVTHTETGKVLEFGPEAPKASQ
LDAWLEMNPGYEVAPRSDSEESDSDYEEEDEEEESSROQETEEKILLDPNSEEVSEKDAKQIIETAKQDVDDEYSMQY
SARGSQSYYTVAHAISERVEKQSALLINGTLKHYQLOGLEWMVSLYNNNLNGILADEMGLGKTIQTIALITYLMEHK
RLNGPYLIIVPLSTLSNWTYEEFDKWAPSVVKISYKGTPAMRRSLVPQLRSGKEFNVLLTTYEYIIKDKHILAKIRWKY
MIVDEGHRMKNHHCKLTQVLNTHYVAPRRILLTGTPLONKLPELWALLNFLLPTIFKSCSTFEQWENAPFAMTGERV
DLNEEETILIIRRLHKVLRPFLLRRLKKEVESQLPEKVEYVIKCDMSALQKILYRHMOAKGILLTDGSEKDKKGKGG
AKTLMNTIMOQLRKICNHPYMFQHIEESFAEHLGYSNGVINGAELYRASGKFELLDRILPKLRATNHRVLLFCOMTSL
MTIMEDYFAFRNFLYLRLDGTTKSEDRAALLKKENEPGSQYFIFLLSTRAGGLGLNLQAADTVVIFDSDWNPHQODLQO
AQDRAHRIGQONEVRVLRLCTVNSVEEKILAAAKYKLNVDQKVIQAGMEFDQKSSSHERRAFLOATILEHEEENEEEDE
VPDDETLNQMIARREEEFDLEFMRMDMDRRREDARNPKRKPRLMEEDELPSWITKDDAEVERLTCEEEEEKTFGRGSR
QRRDVDYSDALTEKQWLRAIEDGNLEEMEEEVRLKKRKRRRNVDKDPAKEDVEKAKKRRGRPPAEKLSPNPPKLTKQ
MNAIIDTVINYKDRCNVEKVPSNSQLEIEGNSSGROQLSEVFIQLPSRKELPEYYELIRKPVDFKKIKERIRNHKYRS
LGDLEKDVMLLCHNAQTFNLEGSQIYEDSIVLOSVFKSARQKIAKEEESEDESNEEEEEEDEEESESEAKSVKVKIK
LNKKDDKGRDKGKGKKRPNRGKAKPVVSDFDSDEEQDEREQSEGSGTDDE

DNMT3A
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