IASGGKEINELNLKSDDTLRSLIYKLV
PGLYQRECKELADFKEQHDLVDEQT
TDEPEFFTTTELISLSLEYHPAMLHQ
CGPGEVPPTIYLQCAAGLPVELLKRF
LCSKYNIETDNGLVEVEVTYKDEVLP
TNFTLMDVAYCYNWSRESPMAFCY
RILLYDNEQTKNDENNLSRINQDIEP
EHSVRRSKSAKSVTFAEDLESEIDSG
SPRSKVRCKTPPKVSPSSKNKRLTSS
KREAEPESPVSNFKSLRSNDMRYSD
'YAVSKVKSEPEQEQFLLPREREQQP
LEANTNIVVSIPPSQLRKSYVDAEDF
ELKTANRKGVGHLPKLKIELNSMKS
KLSMPLSAGPRLEDTSCSLSCSAQQ
LDLETYAKNIGLKPIEQPLQQSASNP
DSKYSPNASPMSSCSSSTNGSSSSL
GTADASTSTSTSSSHRKRKKKHSKE
PKDANGKRKKLHAEISSQTDGKMKV
KITAKPNHKLDFKRSHSLASGELDL
QKLKLDSTSTSEALNRTLGEEARSIN
SLVVGGAPTPPPTPTAEPEQQQQQQ
QQQQQPQQQQAQQQQQQQQQQQFV
VLPKIKDLTLPTSPPLPPSLFKAYTPS
TTPTAPHTVAGGKPKQQQQQMPQQ
PQAVLQQSLAKTNPAKPPLSSNNNR
KPNSGHFAVPQAPTHRNMYHMOQRY
QSTPSSIASAANKMPKRSMSLDESH
PAKQARLSQAQAMASSYAAKLHMQ
TSNQAKSQAAAFLPNPQMRSYGLPD
LGSKPTLPMLCPASSSSQVTITPRPR
IATPSIYSFSEPNIHVPALEIVRLPVNK
QSAGGKGLTMPPLSPPATSSARLMG
PPAALPKHAGHGHGAAKRSCQMPT
MPMPLPLPLPMPMTTIPAIVKSPPLS
IVALSGQRNNKGNSSNSNAYRTSPPA
LINLRNTAAPQHSFPSKSSPKVEANS
KKSPPAAGCQGKTNGTAALDKSKTS
LREFRPAVQSAVTATATTSVTTAAGA
GAGAGTGTGTALAKDADILDLSANP
GRSNNDAKLAPNSPPAGNNNNNN
NNNNNNNNNNNNNNNNSTSNSL
EAALNKIKQNISANSNGGPSTTSGS
NSNGTTNGDDLQNLHMLSESATAR
EKISIKAASSGNGSGSTSSSSAKPKN
IANALVRPQNASVRSIPNPSALAFRN
QPAAASTAASISKPLTVRAEEKPKVS
TSNPGSLSPTNTSSSSSSSSSGSSGC
SAATSPRAMTKKPTTIDQVAANLNIR
AEAKAAALAEEAPPVLSSNAAKSPEL
IAKTTTAVALRPEPKETPITVSAASTLL
TIPSAVSSVSAVPETMAKPPVQIANA
PVASSA

UniprotKB Entry name |organism full name |oglcnacscore oglcnac p‘h osphorylation PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion en(!oplasmlc golgi plasma extr"acellular
ID sites sites reticulum apparatus membrane [region
P25172 SUZ2_DROME Drosophila Protein 25.496522 NaN NaN 33925313  MHLQNTHNTMESNAAMDAASPAS |None None None [None None None None None None
melanogaster [suppressor RDVRQFHDLITCRLCRGYMIDPTTV
2 of zeste DYCYHTYCRSCILKHLLRAVYCPECK




