}Jl;l iprotkB Entry name organism full oglcnacscore o_glcnac phosphorylation sites PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion enqoplasmlc golgi plasm
name sites reticulum )apparatus memh
Q92888 IARHG1_HUMAN |[Homo Rho 33.986064 NaN S374;S409;T695;T738;S863|23301498;40914422;35132862;294 |MEDFARGAASPGPSRPGLVPVSIIGA (True True 4.753 |3.248  [1.337 1.505 1.461 4.62
sapiens |guanine 85866;28510447 EDEDFENELETNSEEQNSQFQSLE
nucleotide QVKRRPAHLMALLQHVALQFEPGPL
exchange LCCLHADMLGSLGPKEAKKAFLDFY
factor 1 HSFLEKTAVLRVPVPPNVAFELDRT

RADLISEDVQRRFVQEVVQSQQVAV
GRQLEDFRSKRLMGMTPWEQELAQ
LEAWVGRDRASYEARERHVAERLL
MHLEEMQHTISTDEEKSAAVVNAIG
LYMRHLGVRTKSGDKKSGRNFFRK
KVMGNRRSDEPAKTKKGLSSILDAA
RWNRGEPQVPDFRHLKAEVDAEKP
GATDRKGGVGMPSRDRNIGAPGQD
TPGVSLHPLSLDSPDREPGADAPLEL
GDSSPQGPMSLESLAPPESTDEGAE
TESPEPGDEGEPGRSGLELEPEEPP
GWRELVPPDTLHSLPKSQVKRQEVI
SELLVTEAAHVRMLRVLHDLFFQPM
AECLFFPLEELQNIFPSLDELIEVHS
LFLDRLMKRRQESGYLIEEIGDVLLA
RFDGAEGSWFQKISSRFCSRQSFAL
EQLKAKQRKDPRFCAFVQEAESRPR
CRRLQLKDMIPTEMQRLTKYPLLLQ
SIGQNTEEPTEREKVELAAECCREIL
HHVNQAVRDMEDLLRLKDYQRRLD
LSHLRQSSDPMLSEFKNLDITKKKL
VHEGPLTWRVTKDKAVEVHVLLLDD
LLLLLQRQDERLLLKSHSRTLTPTPD
GKTMLRPVLRLTSAMTREVATDHKA
FYVLFTWDQEAQIYELVAQTVSERK
NWCALITETAGSLKVPAPASRPKPRP
SPSSTREPLLSSSENGNGGRETSPA
DARTERILSDLLPFCRPGPEGQLAAT
ALRKVLSLKQLLFPAEEDNGAGPPR
DGDGVPGGGPLSPARTQEIQENLLS
LEETMKQLEELEEEFCRLRPLLSQL
GGNSVPQPGCT




