
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

0

Q9NSI6 BRWD1_HUMAN Homo
sapiens

Bromodomain
and	WD
repeat-
containing
protein	1

21.658119 S6;S1786;S2218 T687;S696;S701;S710;S1289;S1475
;T1477;S1479;S1605;S1607;S1678;
S1683;S1686;S1755;S1756;S1786;S
1788;S1793;S1820;T1867;S1871;S1
904;S1905;S1907;S1910;S1943;T19
55;S2018;S2020;S2052;T2164;S216
6;S2214

28411811;30379171;29485866 MAEPSSARRPVPLIESELYFLIARYLS
AGPCRRAAQVLVQELEQYQLLPKRL
DWEGNEHNRSYEELVLSNKHVAPD
HLLQICQRIGPMLDKEIPPSISRVTSL
LGAGRQSLLRTAKDCRHTVWKGSAF
AALHRGRPPEMPVNYGSPPNLVEIH
RGKQLTGCSTFSTAFPGTMYQHIKM
HRRILGHLSAVYCVAFDRTGHRIFTG
SDDCLVKIWSTHNGRLLSTLRGHSA
EISDMAVNYENTMIAAGSCDKIIRV
WCLRTCAPVAVLQGHTGSITSLQFS
PMAKGSQRYMVSTGADGTVCFWQ
WDLESLKFSPRPLKFTEKPRPGVQM
LCSSFSVGGMFLATGSTDHVIRMYF
LGFEAPEKIAELESHTDKVDSIQFCN
NGDRFLSGSRDGTARIWRFEQLEW
RSILLDMATRISGDLSSEEERFMKPK
VTMIAWNQNDSIVVTAVNDHVLKV
WNSYTGQLLHNLMGHADEVFVLET
HPFDSRIMLSAGHDGSIFIWDITKGT
KMKHYFNMIEGQGHGAVFDCKFSQ
DGQHFACTDSHGHLLIFGFGCSKPY
EKIPDQMFFHTDYRPLIRDSNNYVL
DEQTQQAPHLMPPPFLVDVDGNPH
PTKYQRLVPGRENSADEHLIPQLGYV
ATSDGEVIEQIISLQTNDNDERSPES
SILDGMIRQLQQQQDQRMGADQDTI
PRGLSNGEETPRRGFRRLSLDIQSPP
NIGLRRSGQVEGVRQMHQNAPRSQI
ATERDLQAWKRRVVVPEVPLGIFRK
LEDFRLEKGEEERNLYIIGRKRKTLQ
LSHKSDSVVLVSQSRQRTCRRKYPN
YGRRNRSWRELSSGNESSSSVRHET
SCDQSEGSGSSEEDEWRSDRKSESY
SESSSDSSSRYSDWTADAGINLQPPL
RTSCRRRITRFCSSSEDEISTENLSP
PKRRRKRKKENKPKKENLRRMTPA
ELANMEHLYEFHPPVWITDTTLRKS
PFVPQMGDEVIYFRQGHEAYIEAVR
RNNIYELNPNKEPWRKMDLRDQEL
VKIVGIRYEVGPPTLCCLKLAFIDPAT
GKLMDKSFSIRYHDMPDVIDFLVLR
QFYDEARQRNWQSCDRFRSIIDDAW
WFGTVLSQEPYQPQYPDSHFQCYIV
RWDNTEIEKLSPWDMEPIPDNVDPP
EELGASISVTTDELEKLLYKPQAGEW
GQKSRDEECDRIISGIDQLLNLDIAA
AFAGPVDLCTYPKYCTVVAYPTDLYT
IRMRLVNRFYRRLSALVWEVRYIEH
NARTFNEPESVIARSAKKITDQLLKFI
KNQHCTNISELSNTSENDEQNAED
LDDSDLPKTSSGRRRVHDGKKSIRA
TNYVESNWKKQCKELVNLIFQCEDS
EPFRQPVDLVEYPDYRDIIDTPMDFG
TVRETLDAGNYDSPLEFCKDIRLIFS
NAKAYTPNKRSKIYSMTLRLSALFEE
KMKKISSDFKIGQKFNEKLRRSQRF
KQRQNCKGDSQPNKSIRNLKPKRLK
SQTKIIPELVGSPTQSTSSRTAYLGTH
KTSAGISSGVTSGDSSDSAESSERRK
RNRPITNGSTLSESEVEDSLATSLSS
SASSSSEESKESSRARESSSRSGLSR
SSNLRVTRTRAAQRKTGPVSLANGC
GRKATRKRVYLSDSDNNSLETGEIL
KARAGNNRKVLRKCAAVAANKIKLM
SDVEENSSSESVCSGRKLPHRNASA
VARKKLLHNSEDEQSLKSEIEEEEL
KDENQLLPVSSSHTAQSNVDESENR
DSESESDLRVARKNWHANGYKSHT
PAPSKTKFLKIESSEEDSKSHDSDHA
CNRTAGPSTSVQKLKAESISEEADSE
PGRSGGRKYNTFHKNASFFKKTKIL
SDSEDSESEEQDREDGKCHKMEMN
PISGNLNCDPIAMSQCSSDHGCETD
LDSDDDKIEKPNNFMKDSASQDNG
LSRKISRKRVCSSDSDSSLQVVKKSS
KARTGLLRITRRCAATAANKIKLMSD
VEDVSLENVHTRSKNGRKKPLHLAC
TTAKKKLSDCEGSVHCEVPSEQYAC
EGKPPDPDSEGSTKVLSQALNGDSD

True False 4.604 5.0 0.794 0.721 0.531



SEDMLNSEHKHRHTNIHKIDAPSKR
KSSSVTSSGEDSKSHIPGSETDRTFS
SESTLAQKATAENNFEVELNYGLRR
WNGRRLRTYGKAPFSKTKVIHDSQE
TAEKEVKRKRSHPELENVKISETTG
NSKFRPDTSSKSSDLGSVTESDIDCT
DNTKTKRRKTKGKAKVVRKEFVPRD
REPNTKVRTCMHNQKDAVQMPSET
LKAKMVPEKVPRRCATVAANKIKIM
SNLKETISGPENVWIRKSSRKLPHR
NASAAAKKKLLNVYKEDDTTINSES
EKELEDINRKMLFLRGFRSWKENA
Q


