UniprotKB Entry name |organism full oglcnacscore oglcnac p‘h osphorylation PMIDS [sequence intracellular |extracellular cytosol nucleus mitochndrion en(!oplasmlc golgi plasma extr.'acellular
ID name sites sites reticulum apparatus membrane region
P48582 BRO1_YEAST [Saccharomyces [Vacuolar-|24.475439 NaN S740 33229814 MKPYLFDLKLKDTEKLDWKKGLSSY |None None None |None None None None None None
cerevisiae sorting LKKSYGSSQWRTFYDEKATSELDHL
protein RNNANGELAPSSLSEQNLKYYSFLE
BRO1 HLYFRLGSKGSRLKMDFTWYDAEYS

SAQKGLKYTQHTLAFEKSCTLFNIAV
IFTQIARENINEDYKNSIANLTKAFSC
FEYLSENFLNSPSVDLQSENTRFLA
NICHAEAQELFVLKLLNDQISSKQYT
LISKLSRATCNLFQKCHDFMKEIDD
DVAIYGEPKWKTTVTCKLHFYKSLSA
YYHGLHLEEENRVGEAIAFLDFSMQ
QLISSLPFKTWLVEFIDFDGFKETLE
KKQKELIKDNDFIYHESVPAVVQVDS
IKALDAIKSPTWEKILEPYMQDVANK
CDSLYRGIIPLDVYEKESIYSEEKATL
LRKQVEETETANLEYSSFIEFTNLPR
LLSDLEKQFSDGNIFSNTDTQGQLM
RDQIQTWCKFIQTNEFRDIEEQMNK
IVFKRKQILEILSALPNDQKENVTKL
KSSLVAASNSDEKLFACVKPHIVEIN
LLNDNGKIWKKFDEFNRNTPPQPSL
LDIDDTKNDKILELLKQVKGHAEDL
RTLKEERSRNLSELRDEINNDDITKL
LIINKGKSDVELKDLFEVELEKFEPL
STRIEATTYKQSSMIDDIKAKLDEIFH
LSNFKDKSSGEEKFLEDRKNFFDKL
QEAVKSFSIFASDLPKGIEFYDSLFN
MSRDLAERVRVAKQTEDSTANSPAP
PLPPLDSKASVVGGPPLLPQKSAAFQ
SLSRQGLNLGDQFQNLKISAGSDLP
QGPGIPPRTYEASPYAATPTMAAPPV
PPKQSQEDMYDLRRRKAVENEERE
LQENPTSFYNRPSVFDENMYSKYSS




