UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS |[sequence intracellular extracellular cytosol nucleus mitochndrion wem‘!oplasmlc golgi plasma extl.'acellular

1D name sites reticulum apparatus membrane [region

Q3V1V3 ESF1_MOUSE [Mus ESF1 25.161187 NaN S75;S77;S79;S82;5136;5S156;S200;S |34887587  MSSKQEIMDDQRFRRVSKDPRFWE |None None None |None None None None None None
musculus homolog 290;S292;T305;S306;S307;S608;S6 MPEKERKVKIDKRFRAMFHDKKFKL

51;5657;5S686;5688;5689;S729

NYAVDKRGRPISHSTTEDLKRFYDLS
DSDSDLSDEESKILSQKKAKQKKKQ
TKKEAKSIEKPIEEKKKETKKTDQKD
SINKHDLNNSERVQKMKNSQKPQK
IDSEISPKKDNEEFLQNKKKKRGTTD
LSVEALPKGKLRTKDSSTSEMVKSS
TMSSSKAKREKQSVVPVIMAKDNDG
KMPDEDALEEDSDSASELGSDEESE
DEIISDGKTSADEDESEEEDEEEEED
SEEEEEEEEEDESDSGPDLARGKGN
VETSSEDEDDLADLFPEEPGFEHAW
RELDKDAPRADEITRRLAVCNMDW
DRLKAKDLLALFNSFKPKGGVVFSV
KIYPSEFGKERMKEEQVQGPVELLSI
PEDAPEKDWASREKLRDYQFKRLKY
YYAVAECDSPETASKIYEDCDGLEFE
SSCSFIDLRFIPDDITFDDEPKDVALE
VDLTAYKPKYFTSAAMGTSTVEITWD
ETDHERITTLNRKFKKDELLDMDFQ
AYLASSSEDEEEVEEAPEGEEGVNIG
EDGKTKKSQKDDEEQIAKYRQLLQVI
QEKEKKGKENDMEMEIKWVPGLKE
SAEEMVKNKLEGKDKLTPWEQFLE
KKKEKKRLKKKQKALAEEDSEDELP
SDVDFNDPYFAEEVKKIGIKKKSMK
SAKDSASSEEETDLEKQKAEMALLV
MDEEEDSKKHFNYDKIVEHQNLSK
KKKKQLMKKKELVEDDFEVNVSDA
RFQAMYTSHLFNLDPSDPNFKKTKA
MEKILEEKARHRERKEELLIQAVERA
QQDTGKPTQKQPMDPALSMLIKSVK

NKTEQFQARKKQRVK




