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P39083 RGA1_YEAST Saccharomyces
cerevisiae

Rho-type
GTPase-
activating
protein	1

24.475439 NaN T278;S291;T532 33229814 MASTAPNEQFPSCVRCKEFITTGHA
YELGCDRWHTHCFACYKCEKPLSCE
SDFLVLGTGALICFDCSDSCKNCGK
KIDDLAIILSSSNEAYCSDCFKCCKC
GENIADLRYAKTKRGLFCLSCHEKLL
AKRKYYEEKKRRLKKNLPSLPTPVID
NGHTDEVSASAVLPEKTFSRPASLV
NEIPSGSEPSKDIETNSSDIVPHFITG
YNDSDDNSGSSKFGSNVSIDVIGPE
ENSTEHVNDDVKEEAEAPSANMSL
NVATDPTLSCKEPPSHSRNLLNKTP
LRNSSGQYLAKSPSSYRQGIIVNDSL
EESDQIDPPNNSSRNASELLTSVLH
SPVSVNMKNPKGSNTDIFNTGEISQ
MDPSLSRKVLNNIVEETNALQRPVV
EVVKEDRSVPDLAGVQQEQAEKYSY
SNNSGKGRKISRSLSRRSKDLMINL
KSRATGKQDSNVKLSPASKVTSRRS
QDLMRDNDSHTGLDTPNSNSTSLDI
LVNNQKSLNYKRFTDNGTLRVTSGK
ETALEEQKNHSFKSPSPIDHLLQSPA
TPSNVSMYRTPPLDSSLTFDRRNGS
SYSNQNYSIPSWQKTPKTQLENSDN
FEEQKETLYENSESRNDPSLDKEIVT
AEHYLKQLKINLKELESQREELMKEI
TEMKSMKEALRRHIESYNSEKNKLY
LDSNELSNNPPMINEISLGESPPVK
HVATASSVARSSVKPKFWKFFSSAK
PQTEQSIQGVSTNNTNSIVKSAPVLL
SAPSSGSNSGRLEISPPVLQNPNEFS
DVRLVPIENDANMGQSKDGEEYLD
GSNLYGSSLVARCNYENNEIPMILS
VCIDFIESDEENMRSEGIYRKSGSQL
VIEEIEKQFSAWKVQQNTETPNILTE
QDLNVVTGVLKRYLRKLPNPIFTFQI
YEPLMRLVKSKKMMENLPFVGGKL
SLEAKNSDTYMSSKSALKNILEDLPR
EHYRVLRVLSEHIEKVTRYSHWNRM
TLYNLALVFAPGLIRDFSGEKDIIDM
KERNYIVAFIFGNYKDILT

None None None None None None None None None


