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Amino acid sequence of membrane-bound FMN binding domain (MFBD) of rat CPR. The 
transmembrane domain is underlined according to TMHMM prediction (1). 
                       10                           20                          30                        40                         50                         60 
MGDSHEDTSA       TMPEAVAEEV        SLFSTTDMVL       FSLIVGVLTY       WFIFRKKKEE         IPEFSKIQTT  
                    70                               80                          90                        100                           110                   120    
APPVKESSFV          EKMKKTGRNI         IVFYGSQTGT       AEEFANRLSK     DAHRYGMRGM    SADPEEYDLA 
                  130                            140                            150                      160                     170                         180 
DLSSLPEIDK           SLVVFCMATY         GEGDPTDNAQ    DFYDWLQETD   VDLTGVKFAV        FGLGNKTYEH          
                        190                     200                            210                      220                       230 
FNAMGKYVDQ      RLEQLGAQRI          FELGLGDDDG     NLEEDFITWR     EQFWPAVCEF       FGVEATGEE 
 

 
References 
1. Krogh, A., B. Larsson, G. von Heijne, and E. L. Sonnhammer. 2001. Predicting transmembrane protein topology 

with a hidden Markov model: application to complete genomes. J Mol Biol 305:567-580. 

 


	Amino acid sequence of membrane-bound FMN binding domain (MFBD) of rat CPR. The transmembrane domain is underlined according to TMHMM prediction (1).

