UniprotKB Entry name |organism full oglcnacscore o_glcnac phosphorylation sites PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion enc!oplasmlc golgi [plasma extI:acellular

ID name sites reticulum |apparatus membrane fregion

P39969 BOI2_YEAST |Saccharomyces [Protein|24.475439 NaN S18;S24;S28;S450;S519;S523;S546; (33229814 | MSNDREVPTLSQLNTTVSRDKDVSD [None None None |None None None None None None
cerevisiae BOI2 S652 TLSPDFDSKGSATGRDGGNFPMYIAI

NEYFKRMEDELDMKPGDKIKVITDD
EEYKDGWYFGRNLRTNEEGLYPVVF
TQKITVEKAPTLMRAKSTKRIYSPLT
NEDPLLSSTFISENDSNSELPTPQPI
ETAASISRTANGKIERNLSLKNTMSD
IDNALLEFKDDSIGPPDRFINSGRDE
EHSITHETILSATDGLDVVESNSKPT
TSSSTGFLNGDLENQATLINGIDTTK
LNPVEAEFWSPEEITAYFIMEGYDVQ
SASRFQKHKISGKILLELELVHLKEL
DINSFGTRFEIFKEIEKIKEAIRTNGR
SLNRASKTNNANIYNQLMPPANVD
QRASYRGHVRKTSQSLEDLPSQQNF
IPTPRNTRNSSASKHRPKSLVFDSQE
ANANIAPDVQIPQVVEEMAGNENLF
VSPRRAPKPPSYPSPAQPPKSPLLNN
TRTSPSPAQLYSWQSPTLSFSGPKRT
SYIDQYSSSDSNFNSRSALPKNNQG
GGKALSPIPSPTRNSVRNEDSEGKLT
SSSKRNSVPYYGYAPESSSDRKSSCS
SHEEEQFQETMNTFERPTSSIYADG
STIASISNDKLAHEKEGKKKPTRHSS
SLSSKSKSDSRRNSSLKRSSSASRTS
SFKKSSFMLSPFRQQFTDNAARSSS
PEENPITSMPSEKNSSPIVDKKSSKK
SRSKRRSVSAKEAEIFTETVKDDKNK
RSASEAIKGETLKGKSLRQMTARPV
AKKKQTSAFIEGLRSISVKEAMKDAD
FSGWMSKKGSGAMSTWKTRFFTLH
GTRLSYFSSTTDTRERGLIDITAHRV
VPAKEDDKLVSLYAASTGKGRYCFK
LLPPQPGSKKGLTFTQPRTHYFAVD
NKEEMRGWMAALIKTTIDIDTSVPII
SSYTTPTVSLSKAQEMLAEAREETKL
REQQMLENEEDEDQFLWDQQQLQ
QQQHDNNQGQADRTISASTQRTSD
EDNTISTPNLSSANNTTIGSNGFSSP
FLLASGLLSPGVARNSSMRGTEKKG

KFSTEEDYFGDNSKHKTDKI




