26- QDIDLG -31 76- LDEETGE -82

m Nrf2 N/ SREVFDFSOQROKDYELEK = === =—————— QKKLEKERQEQLOKEQEKAFFAQFQ
h Nrf2 N/ SREVFDFSQRRKEYELEK = === == ————— QOKKLEKERQEQLOKEQEKAFFTQLQ
¢ Nrf2 RREVFDFSQROKEYELEK=—==—=—=—=——=—-— QOKKLEKERQEQLOKEREKALLAQLV
x| Nrf2 N/ SREVFDYNQROQKENDLEK === === ————— QOKKLEKEKQEQLOKEQEKALYAQLQ
xt Nrf2 N/ SREVFDYNOQROQKENELEK === === ————— QOKKLEKERQEQLOKEREKALYAQLQ
z Nrf2 GREVFDFSYRQKEVELRR-—===—=————- RREQEEQELQERLQEQEKTLLAQLQ
st Nrf2 RREVFDYNHROQKEHELRR=-=====————-— ORELEEEKRQHLVREREKALLAQLQ
te Nrf2 SREVFDYNHROQKEHELQR-====—=—=—=—=—— OLELQEEKRLHLLQEQEKALLAQLQ
f Nrf2 SREVFDYNHROQKEHELQR-====—=—=—=—=—— OLEQQEEKRLHLLREQEKALLAQLQ
me Nrf2 RREVFDYNHROQKEHELQR=-=====—=—=—=—— OROQLEEEKKLHLLREQEKALLAQLK
m Nrf1 GREVFDYSHRQKEQDVDK===—=—=—=—=———— ELODGREREDTWSGEGAEALARDLL
¢ Nrf1 GREIFDYSHRQKESEVDK===—=——————= ELSDGRERGDGWRSAGGQVTNRNLL
z Nrf1 GREVFNYSSROKDSEADKPNEE—=—=——=—— NEEAGGKEESWRNGLNLRAVHSLTH
f Nrf1 GREVFNYSNRQKENEGEKPS—=—===—=—=—— PCQSKDRNEEQESWRNGVNLQTAQP
te Nrf1 GREVFNYSNROQKESEEEKPSN=—==—=—=—— PSEKKDGNEDQESWRNGVNLQGAQP
ci Nrf1/2 RWPSRDPVKNLDEI === m e mm e DEVLNMKKTTDVGEFF
ag Nrf1/2 TLANAGLSNAPEGSSSTS-(31laa,5K)- ADYEKNPNAADESSLVDPWAGLSYT
d CNC-C SLDQEATINGSYASGNSA-(53aa, 6K)- QODKDKNNENQLEDITNEWNGIPFT

DLG motif ETGE motif

SUPPLEMENTAL FIGURE 3. Amino acid sequence alignment of the Neh2 domains of various Nrfl/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.



