
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac

sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

0

O14646 CHD1_HUMAN Homo
sapiens

Chromodomain-
helicase-DNA-
binding	protein
1

20.18249 NaN S215;S216;T237;S241;T250;S252;S
471;S1025;S1040;S1081;S1085;S10
96;S1098;S1100;S1102;S1161;S135
3;S1355;S1356;S1360;S1363;S1371
;S1373;S1622;S1677;S1689;S1688

28411811;37217939;28510447 MNGHSDEESVRNSSGESSQSDDDS
GSASGSGSGSSSGSSSDGSSSQSGS
SDSDSGSESGSQSESESDTSRENKV
QAKPPKVDGAEFWKSSPSILAVQRS
AILKKQQQQQQQQQHQASSNSGSE
EDSSSSEDSDDSSSEVKRKKHKDED
WQMSGSGSPSQSGSDSESEEEREK
SSCDETESDYEPKNKVKSRKPQNRS
KSKNGKKILGQKKRQIDSSEEDDDE
EDYDNDKRSSRRQATVNVSYKEDEE
MKTDSDDLLEVCGEDVPQPEEEEFE
TIERFMDCRIGRKGATGATTTIYAVE
ADGDPNAGFEKNKEPGEIQYLIKWK
GWSHIHNTWETEETLKQQNVRGMK
KLDNYKKKDQETKRWLKNASPEDV
EYYNCQQELTDDLHKQYQIVERIIAH
SNQKSAAGYPDYYCKWQGLPYSECS
WEDGALISKKFQACIDEYFSRNQSK
TTPFKDCKVLKQRPRFVALKKQPSYI
GGHEGLELRDYQLNGLNWLAHSWC
KGNSCILADEMGLGKTIQTISFLNYL
FHEHQLYGPFLLVVPLSTLTSWQREI
QTWASQMNAVVYLGDINSRNMIRT
HEWTHHQTKRLKFNILLTTYEILLKD
KAFLGGLNWAFIGVDEAHRLKNDD
SLLYKTLIDFKSNHRLLITGTPLQNS
LKELWSLLHFIMPEKFSSWEDFEEE
HGKGREYGYASLHKELEPFLLRRVK
KDVEKSLPAKVEQILRMEMSALQKQ
YYKWILTRNYKALSKGSKGSTSGFL
NIMMELKKCCNHCYLIKPPDNNEFY
NKQEALQHLIRSSGKLILLDKLLIRL
RERGNRVLIFSQMVRMLDILAEYLK
YRQFPFQRLDGSIKGELRKQALDHF
NAEGSEDFCFLLSTRAGGLGINLAS
ADTVVIFDSDWNPQNDLQAQARAH
RIGQKKQVNIYRLVTKGSVEEDILER
AKKKMVLDHLVIQRMDTTGKTVLHT
GSAPSSSTPFNKEELSAILKFGAEEL
FKEPEGEEQEPQEMDIDEILKRAET
HENEPGPLTVGDELLSQFKVANFSN
MDEDDIELEPERNSKNWEEIIPEDQ
RRRLEEEERQKELEEIYMLPRMRNC
AKQISFNGSEGRRSRSRRYSGSDSD
SISEGKRPKKRGRPRTIPRENIKGFS
DAEIRRFIKSYKKFGGPLERLDAIAR
DAELVDKSETDLRRLGELVHNGCIK
ALKDSSSGTERTGGRLGKVKGPTFRI
SGVQVNAKLVISHEEELIPLHKSIPS
DPEERKQYTIPCHTKAAHFDIDWGK
EDDSNLLIGIYEYGYGSWEMIKMDP
DLSLTHKILPDDPDKKPQAKQLQTR
ADYLIKLLSRDLAKKEALSGAGSSKR
RKARAKKNKAMKSIKVKEEIKSDSSP
LPSEKSDEDDDKLSESKSDGRERSK
KSSVSDAPVHITASGEPVPISEESEEL
DQKTFSICKERMRPVKAALKQLDRP
EKGLSEREQLEHTRQCLIKIGDHITE
CLKEYTNPEQIKQWRKNLWIFVSKF
TEFDARKLHKLYKHAIKKRQESQQN
SDQNSNLNPHVIRNPDVERLKENT
NHDDSSRDSYSSDRHLTQYHDHHK
DRHQGDSYKKSDSRKRPYSSFSNGK
DHRDWDHYKQDSRYYSDREKHRKL
DDHRSRDHRSNLEGSLKDRSHSDH
RSHSDHRLHSDHRSSSEYTHHKSS
RDYRYHSDWQMDHRASSSGPRSPL
DQRSPYGSRSPFEHSVEHKSTPEHT
WSSRKT

True False 1.347 4.816 1.551 1.277 0.611


