}Jl;l iprotkB Entry name |organism full name |oglcnacscore oglcnac p‘h osphorylation PMIDS |sequence intracellular extracellular|cytosol nucleus mitochndrion em:loplasmlc golgi plasma extr:acellular
sites sites reticulum apparatus membrane [region
P05453 ERF3_YEAST|Saccharomyces [Eukaryotic [24.475439 NaN S571 33229814 MSDSNQGNNQQNYQQYSQNGNQQ |None None None |None None None None None None
cerevisiae peptide QGNNRYQGYQAYNAQAQPAGGYYQ
chain NYQGYSGYQQGGYQQYNPDAGYQQ
release QYNPQGGYQQYNPQGGYQQQFNPQ
factor GGRGNYKNFNYNNNLQGYQAGFQP
GTP- QSQGMSLNDFQKQQKQAAPKPKKT
binding LKLVSSSGIKLANATKKVGTKPAESD
subunit KKEEEKSAETKEPTKEPTKVEEPVKK

EEKPVQTEEKTEEKSELPKVEDLKIS
ESTHNTNNANVTSADALIKEQEEEV
DDEVVNDMFGGKDHVSLIFMGHVD
IAGKSTMGGNLLYLTGSVDKRTIEKY
EREAKDAGRQGWYLSWVMDTNKEE
RNDGKTIEVGKAYFETEKRRYTILDA
PGHKMYVSEMIGGASQADVGVLVIS
IARKGEYETGFERGGQTREHALLAKT
QGVNKMVVVVNKMDDPTVNWSKE
RYDQCVSNVSNFLRAIGYNIKTDVVF
MPVSGYSGANLKDHVDPKECPWYT
GPTLLEYLDTMNHVDRHINAPFMLP
TAAKMKDLGTIVEGKIESGHIKKGQS
TLLMPNKTAVEIQNIYNETENEVDM
IAMCGEQVKLRIKGVEEEDISPGFVLT
SPKNPIKSVTKFVAQIAIVELKSIIAAG
FSCVMHVHTAIEEVHIVKLLHKLEK
GTNRKSKKPPAFAKKGMKVIAVLET
EAPVCVETYQDYPQLGRFTLRDQGT

TIAIGKIVKIAE




