}Jl;l iprotKB Entry name [organism full oglcnacscore oglcnac phosphorylation sites PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma eth:acellu
name sites reticulum |apparatus membrane region
Q06108 RGC1_YEAST [Saccharomyces [Regulator|24.475439 NaN S136;S249;S252;S481;S537;S652;S (33229814 MSDYFTFPKQENGGISKQPATPGST |None None None |None None None None None None
cerevisiae of the 765;S813;T817;T857;5S866;S879;S9 RSSSRNLELPKNYRSFGGSSDELAS
glycerol 18;5966;5969;S975;51059;51081;S MYSADSQYLMDMIPDSLTLKNEPAS
channel 1 1082 GNTQMNGPDGKENKDIKLDEYILPK

TDPRSPYYINMPIPKKLPKSEGKARA
KQKVNRADPSDLDVENIYETSGEFV
REYPTDILIDRFHKWKKILKSLIAYFR
EAAYSQEQIARINYQMKNAVKFAFL
TDLEDETNKLVDPSISKLPTKKPQPV
PLAAQKLDSKYDTDVEQPQSIQSVPS
EEVASASSGFMKFGSGSIQDIQVILK
KYHLSLGSQQYKISKEILAYIIPKLTD
LRKDLTTKMKEIKELNGDFKTNIGE
HIKITSRLLNKYIASVKLLDEASTSGD
KQGEKLKPKHDPYLLKLQLDLQLKR
QLLEENYLREAFLNLQSAALQLEKIV
YSKIQSALQRYSALIDSEARLMIKNL
CHELQQGILSRPPAVEWDNFVSHHP
TCLMNLKSTDPPPQPRRLSDIVYPN
MKSPLAKCIRVGYLLKKTESSKSFTK
GYFVLTTNYLHEFKSSDFFLDSKSPR
SKNKPVVEQSDISRVNKDGTNAGSH
PSSKGTQDPKLTKRRKGLSSSNLYPI
SSLSLNDCSLKDSTDSTFVLQGYASY
HSPEDTCTKESSTTSDLACPTKTLAS
NKGKHQRTPSALSMVSVPKFLKSSS
VPKEQKKAKEEANINKKSICEKRVE
WTFKIFSASLEPTPEESKNFKKWVQ
DIKALTSFNSTQERSNFIEEKILKSR
NHNNGKSSQRSKNSTYITPVDSFVN
LSEKVTPSSSVITLNTRKRANRPRYI
DIPKSANMNAGAMNSVYRSKVNTP
AIDENGNLAIVGETKNSAPQNGMSY
TIRTPCKSPYSPYTGEGMLYNRSAD
NLMASSSRKASAPGEVPQIAVSNHG
DEAIIPASAYSDSSHKSSRASSVASIH
NQRVDFYPSPLMNLPGVSPSCLALD
GNANGYFGIPLNCNSEARRGSDLSP
FEMESPLFEENRTQNCSGSRKSSAC
HIPHQCGPRKEGNDSRLIYGNEKGA
SQSRLTLKEPLTSKGVEAPYSSLKKT
YSAENVPLTSTVSNDKSLHSRKEGS
TNTVPATSASSK




