}J];l iprotkB Entry name [organism full oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular extracellular [cytosol nucleus mitochndrion enqoplasmlc golgi plasma extl:acellular
name sites sites reticulum apparatus membrane region
Q06407 RGA2_YEAST |Saccharomyces |[Rho-type (24.475439 NaN S763 33229814 MSADPINDQSSLCVRCNKSIASSQV [None None None [None None None None None None
cerevisiae GTPase- YELESKKWHDQCFTCYKCDKKLNA
activating DSDFLVLDIGTLICYDCSDKCTNCGD
protein 2 KIDDTAIILPSSNEAYCSNCFRCCRC

SNRIKNLKYAKTKRGLCCMDCHEKL
LRKKQLLLENQTKNSSKEDFPIKLPE
RSVKRPLSPTRINGKSDVSTNNTAIS
KNLVSSNEDQQLTPQVLVSQERDES
SLNDNNDNDNSKDREETSSHARTV
SIDDILNSTLEHDSNSIEEQSLVDNE
DYINKMGEDVTYRLLKPQRANRDSI
IVVKDPRIPNSNSNANRFFSIYDKEET
DKDDTDNKENEIIVNTPRNSTDKITS
PLNSPMAVQMNEEVEPPHGLALTLS
EATKENNKSSQGIQTSTSKSMNHVS
PITRTDTVEMKTSTSSSTLRLSDNGS
FSRPQTADNLLPHKKVAPSPNKKLS
RSFSLKSKNFVHNLKSKTSEMLDPK
HPHHSTSIQESDTHSGWGVSSTHT
NIRKSKAKKNPVSRGQSDSTIYNTLP
QHGNFTVPEFNHKKAQSSLGSISKK
QNSNDTATNRRINGSFTSSSSGHHI
IAMFRTPPLESGPLFKRPSLSSESAH
HRSSSLQTSRSTNALLEDDSTKVDA
TDESATSLEKDFYFTELTLRKLKLDV
RELEGTKKKLLQDVENLRLAKERLL
NDVDNLTREKDKQSASSRESLEQKE
NIATSITVKSPSSNSDRKGSISNASPK
PRFWKIFSSAKDHQVGDLESQQRSP
NSSSGGTTNIAQKEISSPKLIRVHDE
LPSPGKVPLSPSPKRLDYTPDGSHLY
GSSLQARCAYEKSTVPIIIRCCIDRIE
KDDIGLNMEGLYRKSGSQTLVEEIE
NEFAQNNSLHSDTLSPKLNALLNQ
DIHAVASVLKRYLRKLPDPVLSFSIYD
IALIDLVRNNQLIERLPLNNDKFLDSP
QKVTIYEMVLKSLLEIFKILPVEHQE
VLKVLAAHIGKVRRCSERNLMNLH
NLSLVFAPSLIHDFDGEKDIVDMKE
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