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Fig. S1. Alignment of the amino acid sequences of the human ADO and the zebrafish orthologues Adoa.

The human ADO shares 54.1 % similarity with the zebrafish Adoa. >NP 116193.2 2-aminoethanethiol
dioxygenase [Homo sapiens], >NP_001008634.1 2-aminoethanethiol (cysteamine) dioxygenase a [Danio
rerio].

CLUSTAL 0(1.2.4) MULTIPLE SEQUENCE ALIGNMENT

NP_116193.2 MPRDNMASLIQRIARQACLTFRGSGGGRGASDRDAASGPEAPMQPGFPENLSKLKSLLTQ 60
NP_001008634.1 MPRNNKTSLIQKIASQAYATFTNCSSSAIE----------- DNNKVFLEHQADLVALLSD 49
kkk ik IkkkkIkk kk  kk ... .. Dok kI Ik kKl
NP_116193.2 LRAEDLNIAPRKATLQPLPPNLPPVTYMHIYETDGFSLGVFLLKSGTSIPLHDHPGMHGM 120
NP_001008634.1 IRAADLKIAPPTK-VSTSSPSVPPVTYMHICETDVFSMGVFLLKSGASIPLHDHPGMHGM 108
Thk kkIkkk . 1. K. Dkkkkkkkk kkk ko D kkkkkkkk D kkkkkkkkkkkkk
NP_116193.2 LKVLYGTVRISCMDKLDAGGGQRPRALPPEQQFEPPLQPREREAVRPGVLRSRAEYTEAS 180
NP_001008634.1 LKVLYGKVSIRCYDKLDKAESD------ TERHFDPPLLAFQGDDVRRAALRSSGQFSELS 162
kkkkkk Kk Kk Kk kkkk . . kI IkIkkk Tl okk L kkk LIllk Kk
NP_116193.2 GPCILTPHRDNLHQIDAVEGPAAFLDILAPPYDPDDGRDCHYYRVLEPVRPKEASSSACD 240
NP_001008634.1 GPCVLSPFKDNLHEIDAVDGAAAFLDILAPPYDPDDGRDCHYYRVLQTAGKKSEQ----S 218
kokk 1k Ik, Dhkkk Ikkkk Ik kkkkkkkkkkkkkkkkkkkkkkkkkD . k.
NP_116193.2 LPREVWLLETPQADDFWCEGEPYPGPKVFP 270
NP_001008634.1 GDDEAWLLEIPQPDDFWCGGEPYPGPEVTI 248
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Fig. S2. Alignment of the amino acid sequences of the human ADO and the zebrafish orthologues Adob.
The human ADO shares 54.4 % similarity with Adob. >NP_998358.2 2-aminoethanethiol

[Wang] et al

(cysteamine) dioxygenase b [Danio rerio].

CLUSTAL 0(1.2.4) MULTIPLE SEQUENCE ALIGNMENT

NP_116193.
NP_998358.

NP_116193.
NP_998358.

NP_116193.
NP_998358.

NP_116193.
NP_998358.

NP_116193.
NP_998358.

MPRDNMASLIQRIARQACLTFRGSGGGRGASDRDAASGPEAPMQPGFPENLSKLKSLLTQ
MPRDNMTSTVQKIAKQALATFRNPSVI------=------ GEHNKVFLENQSKLKSLLAE
hkkkkk ik IkIkkIkk  okkk. . LTk kk kkkkkkk

LRAEDLNIAPRKATLQPLPP--NLPPVTYMHIYETDGFSLGVFLLKSGTSIPLHDHPGMH
VRAADLKIAARTPESAPVPHQRIAPPVTYMHICETDSFSMGVFLLKTGASIPLHDHPGMY
Thk kkIkk k. *ik kkkkkkhk hhk . hk D kkhkhk Dk D hhkkkkhhkk

GMLKVLYGTVRISCMDKLDAGGGQRPRALPPEQQFEPPLQPREREAVRPGVLRSRAEYTE
GMLKVIYGKVRISCFDRLDK----- PRDGASGVQFNPPLMPFQRGSLRPSVLKSVGEFTE
hhkkk Dhk  kkkkk Ik kk *% *kikkk Kk Ik llkk.kkik LkIkk

ASGPCILTPHRDNLHQIDAVEGPAAFLDILAPPYDPDDGRDCHYYRVLEPVRPKEASSSA
DSSPCVLSPQQDNIHQIDAVDGPTAFLDILAPPYDPDEGRDCHYYKVLQAHSEAADKKSE

e e e T S e Lk
CDLPREVWLLETPQADDFWCEGEPYPGPKVFP 270
VQDQGDVWLMEIPQPSEFWCGGEPYPGPKVTL 254
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Fig. S3. Alignment of the amino acid sequences of the human ADO, the zebrafish orthologues Adoa, and the
zebrafish orthologues Adob.
The two orthologues share 56.3 % identity between them.

CLUSTAL 0(1.2.4) MULTIPLE SEQUENCE ALIGNMENT

NP_116193.2 MPRDNMASLIQRIARQACLTFRGSGGGRGASDRDAASGPEAPMQPGFPENLSKLKSLLTQ 60
NP_001008634.1 MPRNNKTSLIQKIASQAYATFTNCSSSAI----------- EDNNKVFLEHQADLVALLSD 49
NP_998358.2 MPRDNMTSTVQKIAKQALATFRNP--SVI----------- GEHNKVFLENQSKLKSLLAE 47
*kkik 1k Ikikk Kk Kk . Dok okIolLk Ikkl:
NP_116193.2 LRAEDLNIAPRKATLQPL--PPNLPPVTYMHIYETDGFSLGVFLLKSGTSIPLHDHPGMH 118
NP_001008634.1 IRAADLKIAPPTKVSTS- - -SPSVPPVTYMHICETDVFSMGVFLLKSGASIPLHDHPGMH 106
NP_998358.2 VRAADLKIAARTPESAPVPHQRIAPPVTYMHICETDSFSMGVFLLKTGASIPLHDHPGMY 107
Tk kkIkk L Fkkkkkkk Kk ko D kkkkkok Dk D kkokkkkkkkok
NP_116193.2 GMLKVLYGTVRISCMDKLDAGGGQRPRALPPEQQFEPPLQPREREAVRPGVLRSRAEYTE 178
NP_001008634.1 GMLKVLYGKVSIRCYDKLDKA----- ESD-TERHFDPPLLAFQGDDVRRAALRSSGQFSE 160
NP_998358.2 GMLKVIYGKVRISCFDRLDKP----- RDGASGVQFNPPLMPFQRGSLRPSVLKSVGEFTE 162
*hkkkkIkk .k k Kk KkIkk . Dk Ikkk : thoLLkik o Llllk
NP_116193.2 ASGPCILTPHRDNLHQIDAVEGPAAFLDILAPPYDPDDGRDCHYYRVLEPVRPKEASSSA 238
NP_001008634.1 LSGPCVLSPFKDNLHEIDAVDGAAAFLDILAPPYDPDDGRDCHYYRVLQTAG- - - -KKSE 216
NP_998358.2 DSSPCVLSPQQDNIHQIDAVDGPTAFLDILAPPYDPDEGRDCHYYKVLQAHSEAADKKSE 222
kokKkIhIk IhKIRIRKAKIK Dhkkkkkkkkkkkk D kkkkkkk D kK Lk
NP_116193.2 CDLPREVWLLETPQADDFWCEGEPYPGPKVFP 270
NP_001008634.1 QSGDDEAWLLEIPQPDDFWCGGEPYPGPEVTI 248
NP_998358.2 VQDQGDVWLMEIPQPSEFWCGGEPYPGPKVTL 254
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