}Jl;l iprotKB Entry name organism (full name oglcnacscore °g lcnac iphosphorylation sites PMIDS |[sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi [plasma extn:ace]
sites reticulum |apparatus|membrane [region
Q921C3 BRWD1_MOUSE Mus Bromodomain [25.019509 T1691 [T687;S697;S702;S711;51291;S1481 |34418053 |MAEPSPARRPVPLIESELYFLIARYLS |None None None [None |None None None None None
musculus [and WD ;S1609;5S1611;51682;S1686;S1689; IAGPCRRAAQVLVQELEQYQLLPKRL
repeat- S1751;S1752;S1782;5S1784;51789;S DWEGNEHNRSYEELVLSNKHVAPD
containing 1810;S1830;T1853;S1857;S1889;S1 HLLQICQRIGPMLDKEVPPSISRVTS
protein 1 890;S1927;T1939;52004;52040;T21 LLGAGRQSLLRTAKDCRHTVWKGSA

51;5S2153

FAALHRGRPPEMPVNYGPPPSLVEI
HRGRQLTGCSTFSTAFPGTMYQHIK
MHRRILGHLSAVYCVAFDRTGHRIF
TGSDDCLVKIWSTHNGRLLSTLRGH
SAEISDMAVNYENTLIAAGSCDKIIR
VWCLRTCAPVAVLQGHTGSITSLQF
SPMAKGPQRYMVSTGADGTVCFWQ
'WDLESLKFSPRPLKFTEKPRPGVQM
LCSSFSVGGMFLATGSTDHVIRMYF
LGFDAPEKIAELESHTDKVDSIQFCN
NGDRFLSGSRDGTARIWRFEQLEW
RSILLDMSARISGDTSSEEERFMKPK
'VTMIAWNQDDSTVVTAVNDHVLKV
WSSYTGQLLHNLLGHADEVFVLETH
PFDSRIMLSAGHDGSIFIWDITKGIK
MKHYFNMIEGQGHGAVFDCKFSQD
GQHFACTDSHGHLLIFGFGCSKPYE
KIPDQMFFHTDYRPLIRDSNNYVLD
EQTQQAPHLMPPPFLVDVDGNPHP
TKFQRLVPGRENSADEHLVPQLGYV
IATSDGEVIEQIISLHTNDSGDASPES
SVLDGMIRQLQQQQDQRLGVDQDG
TANGLPSGEGTPRRGSFRRLSLDIQS
PPNIGLRRSGQVEGVRQMHQNAPR
SQIATERDLQAWKRRVVVPEAPPGM
FRRLEDIRIERGEEERNLYVIGRKKK
TFQVPQKSNSMVLVSQSRQRTCRRK
'YANYSRRNADQCELSSGNESSGSVR
HETSYDQSEGSCSSEDDEWRNDRR
SGSDSDSSSDSSSQYSDWTADTGIN
LQPPLRMSCRRRVTRFCSTSEDEMS
MENISPPKRRRKRRKESKPKRESLR
RMTPAELANMEHLYEFHPPVWITDT
TLRKSPFVPQMGDEVMYFRQGHEA
YIEAVRRNNIYELNPHKEPWRKMDL
RDQELVKIVGLRYEVGPPTLCCLKLA
FIDPATGRLTDKSFSIRYHDMPDVID
FLVLRQFYDEARQRNWQPCDRFRSI
IDDAWWFGTVLSQEPYQPQYPDSHF
QCYIVRWDNTETEKLSPWDMEPIPD
NVDPPEELGASISVTSDELEKLLYKP
QEGEWGQRSRDEECDRIISGIDQLL
NLDIAAAFAGPVDLCTYPKYCTVVAY
PTDLYTIRMRLVNRFYRRLSALIWEV
RYIEHNARTFNEPESVIARSAKKITD
QLLKFIKNQDCTNISELCNTSDNDE
DDSADDLDDSDLPKTSSGRRKVHN
'WKRRSRASGCIESDWRRQCKALLILI
FQCEDSEPFRQPVDLDEYPDYRDIID
TPMDFGTVRETLEAGNYDSPVEFCK
DIRLIFSNAKAYTPNKRSKIYSMTLR
LSALFEEKMKKISFDFKIGQKFKEKL
RRSQRFKQRQNCNGAVPGDRRRRN
VKQKQFKSQTKVIPQLMCPPSQSTS
SKVPLSATRKTSAGVSSGFTSGDSSD
SAGSLERVRRQRPEVLRSGSVLFGS
EMEDFLATSSSSSASNSSEESKASP
GARESSLRSGVLRGSNLGVTRTRAA
RRKAGSVSLENGCGRKATRKRVYLS
DSDNNSVETDENLKNRKCGSSRKV
LRKCAAVAASKIKLMSDAEDSSSESP
CSGRKLPHRNASAVARKKLLHNSD
DQSLKSETEELKDQNQSLLISGPHS
VHNSISDSESDSDLRATRKTWNANG
CTSHTAATCKTKSRPIESSEEDSRCH
GSDHGPSSTGDPSTSGQKLRADSIS
EEADSEPESSVLCKNTHLCKKAKILS
DSEDCEEKCGERRGPEVEGSPVSEA
LREAILAPQCLSHRGSETDVDSDGG
IAVREKSYSNENGSVSLENGQRRKVS
RKSSSDKESNLQVTQKSPKDRSSPS
RITQRASVATDKMKLTSDAEDLSLES
VCTRSKRRRKKPARFACTPAKTALSS
EEKHAHCEVPEAQPACRNKLPEPEH
QDSAENPSQAASADLNSGGGSSFEQ




RKSIQSRQMGAVCVRPPPKTQSSSA
GLSQENARSQTLDSETSLPSESVLT
QKATVESNFEEELNYGLRRWNGRR
LRTYGKAPLSRTAQVTPSLQASAEVG
IVKRRRMHPEVDGEDVPGQMGSSGC
GPDTSPKASDLGSVTDSDVDCTDNT
QTQRKKKRKGKARVLSKESVRKDRE
PHTKMRPCMLNEKDAVQMHSDTLK
IAKTVPEKVPRRCATVAANKIKMMCN
LKEVVSGPENVGIRTISRKLPYRQAS
IAAAKKKLLSVYKEDDAPIHSENEKEL
YLRRFRSRKEKAQPTPR




