UniprotKB Entry name |organism full name oglcnacscore oplcnac phosphorylation sites PMIDS 'sequence intracellular extracellular cytosol nucleus mitochndrion ‘em!oplasmlc golgi

ID sites reticulum |appai

Q6PDQ2 CHD4_MOUSE Mus Chromodomain- [39.277869 S624 S44;5296;5301;S302;S303;S312;T3 [29187734;36852467;22645316;396 [MASGLGSPSPCSAGSEEEDMDALL (True False 1.624 |5.0 1.481 0.937 0.737
musculus |helicase-DNA- 60;5421;S508;T510;T522;S524;T69 (27609 NNSLPPPHPENEEDPDEDLSEAETP

binding protein

6;51202;S1301;S1342;S1363;S1524
;51528;51530;T1535;T1542;T1546;
S1563;S1569;T1656;T1682

KLKKKKKPKKPRDPKIPKSKRQKKEL
GDSSGEGPEFVEEEEEVALRSDSEG
SDYTPGKKKKKKLGPKKEKKSKSKR
KEEEEEEDEDDDSKEPKSSAQLLED
WGMEDIDHVFSEEDYRTLTNYKAFS
QFVRPLIAAKNPKIAVSKMMMVLGA
KWREFSTNNPFKGSSGASVAAAAAA
IAVAVVESMVTATEVAPPPPPVEVPIR
KAKTKEGKGPNARRKPKGSPRVPDA
KKPKPKKVAPLKIKLGGFGSKRKRSS
SEDDDLDVESDFDDASINSYSVSDG
STSRSSRSRKKLRTAKKKKKGEEEV
TAVDGYETDHQDYCEVCQQGGEIIL
CDTCPRAYHMVCLDPDMEKAPEGK
'WSCPHCEKEGIQWEAKEDNSEGEEI
LEEVGGDPEEEDDHHMEFCRVCKD
GGELLCCDTCPSSYHIHCLNPPLPEI
PNGEWLCPRCTCPALKGKVQKILIW
KWGQPPSPTPVPRPPDADPNTPSPK
PLEGRPERQFFVKWQGMSYWHCS
WVSELQLELHCQVMFRNYQRKND
MDEPPSGDFGGDEEKSRKRKNKDP
KFAEMEERFYRYGIKPEWMMIHRIL
NHSVDKKGHVHYLIKWRDLPYDQA
SWESEDVEIQDYDLFKQSYWNHRE
LMRGEEGRPGKKLKKVKLRKLERPP
ETPTVDPTVKYERQPEYLDATGGTLH
PYQMEGLNWLRFSWAQGTDTILAD
EMGLGKTVQTAVFLYSLYKEGHSKG
PFLVSAPLSTIINWEREFEMWAPDM
YVVTYVGDKDSRAIIRENEFSFEDNA
IRGGKKASRMKKEASVKFHVLLTSY
ELITIDMAILGSIDWACLIVDEAHRLK
NNQSKFFRVLNGYSLQHKLLLTGTP
LQNNLEELFHLLNFLTPERFHNLEG
FLEEFADIAKEDQIKKLHDMLGPHM
LRRLKADVFKNMPSKTELIVRVELSP
MQKKYYKYILTRNFEALNARGGGNQ
VSLLNVVMDLKKCCNHPYLFPVAA
MEAPKMPNGMYDGSALIRASGKLLL
LQKMLKNLKEGGHRVLIFSQMTKM
LDLLEDFLEHEGYKYERIDGGITGN
MRQEAIDRFNAPGAQQFCFLLSTRA
GGLGINLATADTVIIYDSDWNPHNDI
QAFSRAHRIGQNKKVMIYRFVTRAS
IVEERITQVAKKKMMLTHLVVRPGLG
SKTGSMSKQELDDILKFGTEELFKD
EATDGGGDNKEGEDSSVIHYDDKAI
ERLLDRNQDETEDTELQGMNEYLS
SFKVAQYVVREEEMGEEEEVEREIIK
QEESVDPDYWEKLLRHHYEQQQED
LARNLGKGKRIRKQVNYNDGSQED
RDWQDDQSDNQSDYSVASEEGDED
FDERSEAPRRPSRKGLRNDKDKPLP
PLLARVGGNIEVLGFNARQRKAFLN
IAIMRYGMPPQDAFTTQWLVRDLRG
KSEKEFKAYVSLFMRHLCEPGADGA
ETFADGVPREGLSRQHVLTRIGVMS
LIRKKVQEFEHVNGRWSMPELAEVE
ENKKMSQPGSPSPKTPTPSTPGDTQ
PNTPAPVPPAEDGIKIEENSLKEEES
TEGEKEVKSTAPEATVECAQPPAPAP
IATAPATATAPEDDKAPAEPPEGEEKV
EKAEVKERTEEPMETEAKGTTEVEK
IVEEKSAVDLTPIVVEDKEEKKEEEEK
KDVMLQNGETPKDLSDEKQKKNSK
QRFMFNIADGGFTELHSLWQNEER
IAATVTKKTYEIWHRRHDYWLLAGIIN
HGYARWQDIQNDPRYAILNEPFKGE
MNRGNFLEIKNKFLARRFKLLEQAL
IVIEEQLRRAAYLNMSEDPSHPSMAL
NTRFAEVECLAESHQHLSKESMAG
NKPANAVLHKVLKQLEELLSDMKA
DVTRLPATIARIPPVAVRLQMSERNI

LSRLANRAPEPPPQQVAQQQ




