
RQDIDLGVSREVFDFSQRQKDYELEK-----------
RQDIDLGVSREVFDFSQRRKEYELEK-----------
RQDIDLGARREVFDFSQRQKEYELEK-----------
KQDIDLGVSREVFDYNQRQKENDLEK-----------
KQDIDLGVSREVFDYNQRQKENELEK-----------

RQDVDLGAGREVFDFSYRQKEVELRR-----------
KQDIDLGARREVFDYNHRQKEHELRR-----------
KQDIDLGASREVFDYNHRQKEHELQR-----------
KQDIDLGASREVFDYNHRQKEHELQR-----------
KQDIDLGARREVFDYNHRQKEHELQR-----------

RQDIDLGAGREVFDYSHRQKEQDVDK-----------
RQDIDLGAGREIFDYSHRQKESEVDK-----------
RQDIDLGAGREVFNYSSRQKDSEADKPNEE-------
RQDIDLGAGREVFNYSNRQKENEGEKPS---------
RQDIDLGAGREVFNYSNRQKESEEEKPSN--------

QQDVDLGFRWPSRDPVKNLDEI---------------
KQDVDLGFTLANAGLSNAPEGSSSTS-(31aa,5K)-
KQDVDLGFSLDQEAIINGSYASGNSA-(53aa,6K)-
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26-ᲽQDIDLGᲽ-31 76-ᲽLDEETGEᲽ-82

DLG motif ETGE motif

SUPPLEMENTAL FIGURE 3. Amino acid sequence alignment of the Neh2 domains of various Nrf1/Nrf2-related proteins.
Perfectly conserved amino acids are highlighted in black. Red characters indicate lysine residues existing between the DLG and ETGE
motifs. The short sequences above the alignment are the DLG and ETGE motifs in mouse Nrf2. Abbreviations are the same as in Fig. 1.


