}J];l iprotkB Entry name [organism full oglcnacscore o.glcnac p.h osphorylation PMIDS |[sequence intracellular extracellular [cytosol nucleus mitochndrion enqoplasmlc golgi plasma extl:acellular
name sites sites reticulum apparatus membrane region
P39083 RGA1_YEAST |Saccharomyces |[Rho-type (24.475439 NaN T278;S291;T532 (33229814 MASTAPNEQFPSCVRCKEFITTGHA |None None None |None None None None None None
cerevisiae GTPase- YELGCDRWHTHCFACYKCEKPLSCE
activating SDFLVLGTGALICFDCSDSCKNCGK
protein 1 KIDDLAIILSSSNEAYCSDCFKCCKC

GENIADLRYAKTKRGLFCLSCHEKLL
IAKRKYYEEKKRRLKKNLPSLPTPVID
NGHTDEVSASAVLPEKTFSRPASLV
NEIPSGSEPSKDIETNSSDIVPHFITG
IYNDSDDNSGSSKFGSNVSIDVIGPE
ENSTEHVNDDVKEEAEAPSANMSL
NVATDPTLSCKEPPSHSRNLLNKTP
LRNSSGQYLAKSPSSYRQGIIVNDSL
EESDQIDPPNNSSRNASELLTSVLH
SPVSVNMKNPKGSNTDIFNTGEISQ
MDPSLSRKVLNNIVEETNALQRPVV
EVVKEDRSVPDLAGVQQEQAEKYSY
SNNSGKGRKISRSLSRRSKDLMINL
KSRATGKQDSNVKLSPASKVTSRRS
QDLMRDNDSHTGLDTPNSNSTSLDI
LVNNQKSLNYKRFTDNGTLRVTSGK
ETALEEQKNHSFKSPSPIDHLLQSPA
TPSNVSMYRTPPLDSSLTFDRRNGS
SYSNQNYSIPSWQKTPKTQLENSDN
FEEQKETLYENSESRNDPSLDKEIVT
IAEHYLKQLKINLKELESQREELMKEI
TEMKSMKEALRRHIESYNSEKNKLY
LDSNELSNNPPMINEISLGESPPVK
HVATASSVARSSVKPKFWKFFSSAK
PQTEQSIQGVSTNNTNSIVKSAPVLL
SAPSSGSNSGRLEISPPVLQNPNEFS
DVRLVPIENDANMGQSKDGEEYLD
GSNLYGSSLVARCNYENNEIPMILS
IVCIDFIESDEENMRSEGIYRKSGSQL
VIEEIEKQFSAWKVQQNTETPNILTE
QDLNVVTGVLKRYLRKLPNPIFTFQI
YEPLMRLVKSKKMMENLPFVGGKL
SLEAKNSDTYMSSKSALKNILEDLPR
EHYRVLRVLSEHIEKVTRYSHWNRM
TLYNLALVFAPGLIRDFSGEKDIIDM
KERNYIVAFIFGNYKDILT




