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organism [full name oglcnacscore | : phosphorylation sites PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion . .
ID name sites reticulum |apparatus membrane fregion
Q9JIX5 CHD8_RAT |Rattus Chromodomain-|23.439218 NaN S432;S553;5562;51420;51424;S197 |38843836 MADPIMDLFDDPNLFGLDSLTDDSF |True False 2.364 [5.0 1.217 False False 1.344 1.202
norvegicus helicase-DNA- 6;51978;T1993;5S1995;51997;52008 NQVTQDPIEEALGLPSSLDSLDQMN

binding protein

;52068;52070;52182;52200;52202;
T2204;52211;T2215;S2223;S2519

QDGGSGDVGNSSASDLVPPPEETAS
TELPKESTAPAPESLTLHDYTTQPTS
QEQPAQPVLQTSTPTSGLLQVSKSQ
EILSQGNPFMGVSATAVSPSNTGGQ
PSQSAPKIVILKAPPNSSVTGAHVAQI
QAQGITSTAQPLVAGTANGGKVTFT
KVLTGTPLRPGVSIVSGNTVLATKVP
GNQAAVQRIVQPSRPVKQLVLQPVK
GSAPAGNPGATGPPLKPAVTLTSTPA
QGESKRITLVLQQPQSGGPQGHRHV
VLGSLPGKIVLQGNQLAALTQAKSA
QGQPAKVVTIQLQVQQPQQKIQIVPQ
PPSSQPQPQPPPSAQPLTLSSVQQAQ
IMGPGQNPGQRLSVPLKMVLQPQA
GSSQGASSGLSVVKVLSASEVAALSS
PASCAPHTAGKTGMEENRRLEHQK
KQEKANRIVAEAIARARARGEQNIPR
VLNEDELPSVRPEEEGEKKRRKKSS
GERLKEEKPKKSKTAAASKTKGKSK
LNTITPVVGKKRKRNTSSDNSDVEV
MPAQSPREDEESSIQKRRSNRQVKR
KKYTEDLDIKITDDEEEEEVDVTGPI
KPEPILPEPVPEPDGETLPSMQFFVE
NPSEEDAAIVDKVLSMRVVKKELPS
GQYTEAEEFFVKYKNYSYLHCEWAT
ISQLEKDKRTHQKLKRFKTKMAQMR
HFFHEDEEPFNPDYVEVDRILDESH
SVDKDNGEPVIYYLVKWCSLPYEDS
TWELKEDVDEGKIREFKRIQSRHPE
LKRVNRPQANAWKKLELSHEYKNR
NQLREYQLEGVNWLLFNWYNRQN
CILADEMGLGKTIQSIAFLQEVYNVG
IHGPFLVIAPLSTITNWEREFNTWTE
MNTIVYHGSLASRQMIQQYEMYCK
DSRGRLIPGAYKFDALITTFEMILSD
CPELREIEWRCVIIDEAHRLKNRNC
KLLDSLKHMDLEHKVLLTGTPLQNT
VEELFSLLHFLEPSQFPSESEFLKDF
GDLKTEEQVQKLQAILKPMMLRRLK
EDVEKNLAPKQETIIEVELTNIQKKY
YRAILEKNFSFLSKGAGHTNMPNLL
NTMMELRKCCNHPYLINGAEEKIL
MEFREACHIIPQDFHLQAMVRSAGK
LVLIDKLLPKLKAGGHKVLIFSQMVR
CLDILEDYLIQRRYLYERIDGRVRGN
LRQAAIDRFSKPDSDRFVFLLCTRAG
GLGINLTAADTCIIFDSDWNPQNDL
QAQARCHRIGQSKAVKVYRLITRNSY
EREMFDKASLKLGLDKAVLQSMSG
RDGNITGIQQFSKKEIEDLLRKGAYA
AIMEEDDEGSKFCEEDIDQILLRRTT
TITIESEGKGSTFAKASFVASENRTDI
SLDDPNFWQKWAKKADLDMDLLNS
KNNLVIDTPRVRKQTRHFSTLKDDD
LVEFSDLESEDDERPRSRRHDRHHT
YGRTDCFRVEKHLLVYGWGRWRDIL.
SHGRFKRRMTERDVETICRAILVYCL
LHYRGDENIKSFIWDLISPAENGKTK
ELQNHSGLSIPVPRGRKGKKVKSQS
TFDIHKADWIRKYNPDTLFQDESYK
KHLKHQCNKVLLRVRMLYYLRQEVI
GDQAEKVLGGAIASEIDIWFPVVDQL
EVPTTWWDSEADKSLLIGVFKHGYE
KYNTMRADPALCFLEKAGRPDDKAI
AAEHRVLDNFSDLVEGIDFDKDCED
PEYKPLQGPPKDPDDEGDPLMMMD
EEISVIDGDEAPVTQQPGHLFWPPG
SALTARLRRLVTAYQRSYKREQMKIE
AAERGDRRRRRCEAAFKLKEIARRE
KQQRWTRREQTDFYRVVSTFGVEYD
PDNMQFHWDRFRTFARLDKKTDES
LTKYFHGFVAMCRQVCRLPPAAGDE
PPDPNLFIEPITEERASRTLYRIELLR
RLREQVLCHPLLEDRLALCQPPGLE
LPKWWEPVRHDGELLRGAARHGVS
QTDCNIMQDPDFSFLAARMNYMQN
HQAGASAASLSRCSTPLLHQQCTSR
TASPSPLRPDVPAEKSPEENAVQVPS




LDSLTLKLEDEVVARSRLTPQDYEIR
'VASSDTAPLSRSVPPVKLEDDDDSD
SELDLSKLSPSSSSSSSSSSSSSSSD
ESEDEKEEKLTADRSRPKLYDEESLL
SLTMSQDGFPNEDGEQMTPELLLL
QERQRASEWPKDRVLINRIDLVCQA
'VLSGKWPSNRRSQEMTTGGILGPG
NHLLDSPSLTPGEYGDSPVPTPRSSS
AASMVEEEASAVTTAAAQFTKLRRG
MDEKEFTVQIKDEEGLKLTFQKHRL
MANGVMGDGHPLFHKKKGNRKKL
VELEVECMEEPNHLDVDLETRIPVI
NKVDGTLLVGDEAPRRAELDMWLQ
GHPEFAVDPRFLAYMEERRKQKWQ
RCKKNNKTELNCLGMEPVQPANSR
NGKKGHYAETAFNRVLPGPIAPENS
KKRVRRTRPDLSKMMALMQGGSTG
SLSLHNTFQHSSSNLQSVSSLGHSS
ATSASLPFMPFVMGGAAAPPHVDSS
TMLHHHHHHPHPHHHHHHHPGL
RTTGYPSSPATTTSGTALRLPTLQHE
DDDEEEDEDDDDLSQGYDSSERDF
SLIDDPMMPANSDSSDDADD




