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1 [accessionfGeneName] ____CheNo. | Description |
CHD2_HUMAN||014647 CHD2 15926.1|(93426526..93571237|/Chromodomain-helicase-DNA-binding protein 2
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1365 S Lab 140320_Agarose_.mgf[F017423]
1365 s "P |[Paper ] Proteome Res 2013, 12(1), 260-271
1365 s P |[Paper Mol Cell Proteomics 2015, 14(6), 1599-1615

Protein Sequence

MMRNKDKSQE EDSSLHSNAS SHSASEEASG SDSGSQSESE QGSDPGSGHG SESNSSSESS ESQSESESES AGSKSQPVLP EAKEKPASKK ERIADVKKMW EEYPDVYGV
R RSNRSRQEPS RFNIKEEASS GSESGSPKRR GQRQLKKQEK WKQEPSEDEQ EQGTSAESEP EQKKVKARRP VPRRTVPKPR VKKQPKTQRG KRKKQDSSDE DDDDDEAP
KR QTRRRAAKNV SYKEDDDFET DSDDLIEMTG EGVDEQQDNS ETIEKVLDSR LGKKGATGAS TTVYAIEANG DPSGDFDTEK DEGEIQYLIK WKGWSYIHST WESEESLQ
QQ KVKGLKKLEN FKKKEDEIKQ WLGKVSPEDV EYFNCQQELA SELNKQYQIV ERVIAVKTSK STLGQTDFPA HSRKPAPSNE PEYLCKWMGL PYSECSWEDE ALIGKKFQN
C IDSFHSRNNS KTIPTRECKA LKQRPRFVAL KKQPAYLGGE NLELRDYQLE GLNWLAHSWC KNNSVILADE MGLGKTIQTI SFLSYLFHQH QLYGPFLIVV PLSTLTSWQR EF
EIWAPEIN VVVYIGDLMS RNTIREYEWI HSQTKRLKFN ALITTYEILL KDKTVLGSIN WAFLGVDEAH RLKNDDSLLY KTLIDFKSNH RLLITGTPLQ NSLKELWSLL HFIMPEKF
EF WEDFEEDHGK GRENGYQSLH KVLEPFLLRR VKKDVEKSLP AKVEQILRVE MSALQKQYYK WILTRNYKAL AKGTRGSTSG FLNIVMELKK CCNHCYLIKP PEENERENGQ
EILLSLIRSS GKLILLDKLL TRLRERGNRV LIFSQMVRML DILAEYLTIK HYPFQRLDGS IKGEIRKQAL DHFNADGSED FCFLLSTRAG GLGINLASAD TVVIFDSDWN PQNDL
QAQAR AHRIGQKKQV NIYRLVTKGT VEEEITIERAK KKMVLDHLVI QRMDTTGRTI LENNSGRSNS NPFNKEELTA ILKFGAEDLF KELEGEESEP QEMDIDEILR LAETRENEV
S TSATDELLSQ FKVANFATME DEEELEERPH KDWDEIIPEE QRKKVEEEER QKELEEIYML PRIRSSTKKA QTNDSDSDTE SKRQAQRSSA SESETEDSDD DKKPKRRGRP R
SVRKDLVEG FTDAEIRRFI KAYKKFGLPL ERLECIARDA ELVDKSVADL KRLGELIHNS CVSAMQEYEE QLKENASEGK GPGKRRGPTI KISGVQVNVK SIIQHEEEFE MLHKS
IPVDP EEKKKYCLTC RVKAAHFDVE WGVEDDSRLL LGIYEHGYGN WELIKTDPEL KLTDKILPVE TDKKPQGKQL QTRADYLLKL LRKGLEKKGA VTGGEEAKLK KRKPRVKK
EN KVPRLKEEHG IELSSPRHSD NPSEEGEVKD DGLEKSPMKK KQKKKENKEN KEKQMSSRKD KEGDKERKKS KDKKEKPKSG DAKSSSKSKR SQGPVHITAG SEPVPIGE
DE DDDLDQETFS ICKERMRPVK KALKQLDKPD KGLNVQEQLE HTRNCLLKIG DRIAECLKAY SDQEHIKLWR RNLWIFVSKF TEFDARKLHK LYKMAHKKRS QEEEEQKKK
D DVTGGKKPFR PEASGSSRDS LISQSHTSHN LHPQKPHLPA SHGPQMHGHP RDNYNHPNKR HFSNADRGDW QRERKFNYGG GNNNPPWGSD RHHQYEQHWY KDHHY
GDRRH MDAHRSGSYR PNNMSRKRPY DQYSSDRDHR GHRDYYDRHH HDSKRRRSDE FRPQNYHQQD FRRMSDHRPA MGYHGQGPSD HYRSFHTDKL GEYKQPLPPL HP
AVSDPRSP PSQKSPHDSK SPLDHRSPLE RSLEQKNNPD YNWNVRKT

Backcolor of amino acid :  Yellow -> site of modification. gray -> in front of processing
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