UniprotkB Entry name |organism full oglcnacscore °g lcnac p.h osphorylation PMIDS |sequence intracellular extracellular |cytosol nucleus mitochndrion enl!op lasmic golgi plasma eXtI.‘acellular

ID name sites sites reticulum apparatus membrane region

Q8SWRS8 IATX2_DROME |Drosophila Ataxin-2 [27.156312 NaN S208;S211;S221;S266 (28604694 MNNNSKRKTRPTGGGASGGISRYN |None None None [None None None None None None
melanogaster homolog SNDNSLRPTNNKAGAGGGNGGAAV

RPSAQGVYNNTFFMHSATALVGSVV
EVRLRSGNIYEGVFRTFSGNFDIALE
LPACIKSKNLPEEGKVPKHIIFPADTV
VTIVAKDFDSQYATAGAFQTDGAISD
KCNGARPDEKELEPWDSGANGDIDI
ELDSAANGWDPNEMFRKNENTFGV
TSTFDDSLASYTVPLDKGDSLEFKEA
EAKAEKLAAEIENNPTCRDRLDLEN
GDEEALFAAVERPSTEQDQRGDRGD
RERNDRDREREERDRDRDRDRGNK
PRGAGDFQLRETMSSDRYITKQTRSI
TGPQLSHVGMSSQGSGRDRDTRGD
GSMMMQSGGGSGQGGSTQSTAAL
MLAGGLKGVGPAPSANASADSSSKY
SGGSMVKRKTVPQGGKVMRNNVPT
GGSNVSVSQGGNGNSVGQNKGGYQ
PSMGMPSQYSYQGNSQIMHGSSQY
RNQSHMGGANKLNGDSNANTNKP
LPQRQMRQYQGSQSNSSLNYGGEP
QSLGKPVHGSHGGHPGQNSNSPPL
QTAGPQQQQQQQQQQQQQQQQQQ
PPQQQQHQNIQPQGQNTQPARQVR
TRDNQMQELRQFGQDFQLAPSNTS
PPQQQQQQQQQQQQHQVQQQQQR
ALQQSASPPQQQQQQQQQQQHVVL
HQVPQTHLHQAALSQPHYVPQQQP
QQAPLPQQQHVPHHMQQKAQQQQ
LVETQHQHVQKQHQSQPQVQQPPP
QLLQDPSQQPLPIYHTMPPPQTSPVV
VITSPVLLEQPPPQPMPVVQQQQTQQ
LATPKPEVSPAPPSSNTTTPTGIASTP
TAGVIASAGSEKTTPAAPTPTSNSAT
VPTGTAATAGGATGTTPVVKKHVLN
PSAKPFTPRGPSTPNPSRPHTPQTPV
PMTNIYTTTGGHVPPAANQPIYVMQ
PQHPFPPQTHPQAGQPPRLRRSNYP
PMAASQMHVSASAATGQPLITAGPIP
QFIQYGHAPHQQQFQSHTYAPMQM
RVYPDQPQQLQFMTQTPQSTTPSPG
QPHQQFHPPPQPSPAGGGPQPAFTP
PTQAATYQLMCVHPQSLLANHYFPP
PTPQHPQQNQQQYQIVMQQHQPQ




