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Figure. (a) Cryo-EM Microphotography of vitrified mouse MICAL-1 (0.5 mg/ml). (b) 2D-classes showed 
a two lobes structure dimer. (c)  A preliminary low-resolution map of the MICAL1 particle is shown. One of 
the two lobes observed was fitted with the alpha-fold homology model of mMICAL-1 showed a good 
correspondence between the predicted shape of the enzyme monomer in one of the lobes and suggesting 
a dimer.  


