
z Nrf2     QCLNMPMQETLDMNAFMKPSTEAPTQNYSQYLPGMDHLGSAQTEV--CPPEFTNTYNRSF	
h Nrf2     QCLNIENDKLVETTMVPSPEA-KLTEVD-NY-HFYSSIPSMEKEVGNCSPHFLNAFEDSF	
m Nrf2     QCLNTENKQLADTTAVPSPEA-TLTEMDSNY-HFYSSISSLEKEVGNCGPHFLHGFEDSF	
c Nrf2     QCLNIENDNLAEVSTITSPET-KPAEMHNSY-DYYNSLPIMRKDV-NCGPDFLENIEGPF	
x Nrf2     QCLNNEIENMVDLSMYTNQESITMTETPDTY-SFLSPLSTIEKPH-ESSTVFSSDLVDTF	

z Nrf2     NTMVSP-NMNQLSLNVPDVGAEFGPEEFNELFYPE-M-EVKVNNP-PITSDGGNMVGDPP	
h Nrf2     SSILSTEDPNQLTVNSLNSDATVNTD-FGDEFYSAFIAEPSISNSMPSPATLSHSLSELL	
m Nrf2     SSILSTDDASQLT--SLDSNPTLNTD-FGDEFYSAFIAEPSDGGSMPSSAAISQSLSELL	
c Nrf2     SSILQPDDSSQLNVNSLNNSLTLSSD-FCEDFYTNFICAKGDGDT-GTTNTISQSLADIL	
x Nrf2     TSSLPSVNTN--T--AFN----VES--FCDDIFT--L-DPKVTNVVPLTDNSGQLLNELL	

z Nrf2     VNPIDLQSFSP-GDFSSGKPDPIVEFQDSDSGLSLDASPHMSSPGKSITED--GS--FGF	
h Nrf2     NGPIDVSDLSLCKAFNQNHPESTAEFNDSDSGISLNTSPSVASPEHSVESSSYGDTLLGL	
m Nrf2     DGTIEGCDLSLCKAFNPKHAEGTMEFNDSDSGISLNTSPSRASPEHSVESSIYGDPPPGF	
c Nrf2     SEPIDLSDFPLWRAFNDDHSGTVPECNDSDSGISLNANSSIASPEHSVESSTCGDKTFGC	
x Nrf2     NDNVDITDLSLCKAFNGNN-Q--PEFNDSDSGVSVNASPCATSPSQSMSGSVYGEPHHSY	

z Nrf2     SDSDSEEMEGSPGSMESDYNEIFPLVYLNDGSQT--PLSEKSSTEKQEMKLKNPKMEPAE	
h Nrf2     SDSEVEELDSAPGSVKQNGPKT-PVHSSGDMVQPLSPSQGQSTHVHDAQCENTPEKELPV	
m Nrf2     SDSEMEELDSAPGSVKQNGPKAQPAHSPGDTVQPLSPAQGHSAPMRESQCENTTKKEVPV	
c Nrf2     SDSEMEDMDSSPGSVPQGNASVYSSRFPDQVLPSVEPG-TQTPSLQRM---NTPKKDPPA	
x Nrf2     SDSDMEDMDSTPETAQQKPPDNFTAAFTEDTYFTLSPFVSHDTDPFDIEAHTPSAKEIPA	

z Nrf2     ASGHSKPPFTKDKLKKRSEARLSRDEQRAKALQIPFTVDMIINLPVDDFNEMMSKHQLNE	
h Nrf2     SPGHRKTPFTKDKHSSRLEAHLTRDELRAKALHIPFPVEKIINLPVVDFNEMMSKEQFNE	
m Nrf2     SPGHQKAPFTKDKHSSRLEAHLTRDELRAKALHIPFPVEKIINLPVDDFNEMMSKEQFNE	
c Nrf2     GPGHPKAPFTKDKPSGRLEAHLTRDEQRAKALQIPFPVEKIINLPVDDFNEMMSKEQFSE	
x Nrf2     SPGYSKAPFAKDKYLSRQEARFTRDEQRAKVLNIPFSVDKIVNLPVDNFNELMSKYQFNE	

z Nrf2     AQLALVRDIRRRGKNKVAAQNCRKRKLENIVGLEYELDSLKEEKERLMKEKSERSSNLKE	
h Nrf2     AQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLDHLKDEKEKLLKEKGENDKSLHL	
m Nrf2     AQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLGHLKDEREKLLREKGENDRNLHL	
c Nrf2     AQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLSHLKDEREKLLKEKGENDKSLRQ	
x Nrf2     AQLALIRDIRRRGKNKVAAQNCRKRKMDNIVELETDLDKLKYEKEKLLAERGEYNNSLSQ	

z Nrf2     MKQQLSTLYQEVFGMLRDENGKAFSPNEFSLQHTADGTVFLVPRLKKTLVKNI	
h Nrf2     LKKQLSTLYLEVFSMLRDEDGKPYSPSEYSLQQTRDGNVFLVPKSKKPDVKKN	
m Nrf2     LKRRLSTLYLEVFSMLRDEDGKPYSPSEYSLQQTRDGNVFLVPKSKKPDTKKN	
c Nrf2     MKKQLTTLYIEVFSMLRDEDGKSYSPSEYSLQQTRDGNIFLVPKSRKAETKL-	
x Nrf2     LKKKLGALYMEVFNKLQDENGQPYSPHEYSLQQTKEGNIFLVPKTKKVSIKKE	
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Figure S1. Mutations identified by the TILLING method in the zebrafish Nrf2 protein. The 
amino acid sequence alignment of vertebrate Nrf2 proteins corresponding to the exon 5 
region of zebrafish Nrf2. Identical amino acids are highlighted in black. The arrowheads 
indicate mutated amino acids identified from the screening of the TILLING resulting. 
Neh1, Neh3, Neh5, and Neh6 domains, and the basic region are indicated by bars. The 
open circles indicate the positions of heptad repeats of leucine zippers. c, chicken; h, 
human; m, mouse; x, X. tropicalis; z, zebrafish. 


