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

reticulum
golgi
apparatus

plasma
membrane

0

O14647 CHD2_HUMAN Homo
sapiens

Chromodomain-
helicase-DNA-
binding	protein
2

23.995357 S1075;S1076 S207;S208;T240;S242;S1085;S1087
;S1365;S1386;S1807

30620550;37217939 MMRNKDKSQEEDSSLHSNASSHSA
SEEASGSDSGSQSESEQGSDPGSGH
GSESNSSSESSESQSESESESAGSKS
QPVLPEAKEKPASKKERIADVKKMW
EEYPDVYGVRRSNRSRQEPSRFNIK
EEASSGSESGSPKRRGQRQLKKQEK
WKQEPSEDEQEQGTSAESEPEQKK
VKARRPVPRRTVPKPRVKKQPKTQR
GKRKKQDSSDEDDDDDEAPKRQTR
RRAAKNVSYKEDDDFETDSDDLIEM
TGEGVDEQQDNSETIEKVLDSRLGK
KGATGASTTVYAIEANGDPSGDFDTE
KDEGEIQYLIKWKGWSYIHSTWESE
ESLQQQKVKGLKKLENFKKKEDEIK
QWLGKVSPEDVEYFNCQQELASEL
NKQYQIVERVIAVKTSKSTLGQTDFP
AHSRKPAPSNEPEYLCKWMGLPYSE
CSWEDEALIGKKFQNCIDSFHSRNN
SKTIPTRECKALKQRPRFVALKKQPA
YLGGENLELRDYQLEGLNWLAHSW
CKNNSVILADEMGLGKTIQTISFLSY
LFHQHQLYGPFLIVVPLSTLTSWQR
EFEIWAPEINVVVYIGDLMSRNTIRE
YEWIHSQTKRLKFNALITTYEILLKD
KTVLGSINWAFLGVDEAHRLKNDDS
LLYKTLIDFKSNHRLLITGTPLQNSL
KELWSLLHFIMPEKFEFWEDFEED
HGKGRENGYQSLHKVLEPFLLRRVK
KDVEKSLPAKVEQILRVEMSALQKQ
YYKWILTRNYKALAKGTRGSTSGFL
NIVMELKKCCNHCYLIKPPEENERE
NGQEILLSLIRSSGKLILLDKLLTRLR
ERGNRVLIFSQMVRMLDILAEYLTIK
HYPFQRLDGSIKGEIRKQALDHFNA
DGSEDFCFLLSTRAGGLGINLASADT
VVIFDSDWNPQNDLQAQARAHRIGQ
KKQVNIYRLVTKGTVEEEIIERAKKK
MVLDHLVIQRMDTTGRTILENNSGR
SNSNPFNKEELTAILKFGAEDLFKEL
EGEESEPQEMDIDEILRLAETRENE
VSTSATDELLSQFKVANFATMEDEE
ELEERPHKDWDEIIPEEQRKKVEEE
ERQKELEEIYMLPRIRSSTKKAQTND
SDSDTESKRQAQRSSASESETEDSD
DDKKPKRRGRPRSVRKDLVEGFTDA
EIRRFIKAYKKFGLPLERLECIARDAE
LVDKSVADLKRLGELIHNSCVSAMQ
EYEEQLKENASEGKGPGKRRGPTIKI
SGVQVNVKSIIQHEEEFEMLHKSIPV
DPEEKKKYCLTCRVKAAHFDVEWGV
EDDSRLLLGIYEHGYGNWELIKTDP
ELKLTDKILPVETDKKPQGKQLQTRA
DYLLKLLRKGLEKKGAVTGGEEAKL
KKRKPRVKKENKVPRLKEEHGIELS
SPRHSDNPSEEGEVKDDGLEKSPM
KKKQKKKENKENKEKQMSSRKDKE
GDKERKKSKDKKEKPKSGDAKSSSK
SKRSQGPVHITAGSEPVPIGEDEDDD
LDQETFSICKERMRPVKKALKQLDK
PDKGLNVQEQLEHTRNCLLKIGDRI
AECLKAYSDQEHIKLWRRNLWIFVS
KFTEFDARKLHKLYKMAHKKRSQEE
EEQKKKDDVTGGKKPFRPEASGSSR
DSLISQSHTSHNLHPQKPHLPASHG
PQMHGHPRDNYNHPNKRHFSNAD
RGDWQRERKFNYGGGNNNPPWGS
DRHHQYEQHWYKDHHYGDRRHMD
AHRSGSYRPNNMSRKRPYDQYSSD
RDHRGHRDYYDRHHHDSKRRRSDE
FRPQNYHQQDFRRMSDHRPAMGY
HGQGPSDHYRSFHTDKLGEYKQPLP
PLHPAVSDPRSPPSQKSPHDSKSPL
DHRSPLERSLEQKNNPDYNWNVRK
T

None None None None None None None None


