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99 YP_048005 Acinetobacter sp. ADP1 CAG70183 putative flavoprotein monooxygenase acting on aromatic compound/putative flavoprotein monooxygenase acting on aromatic compound
100 | I ZP_01208906 Mycobacterium vanbaalenii PYR-1 EAS21575 Monooxygenase, FAD-binding:Aromatic-ring hydroxylase/Monooxygenase, FAD-binding:Aromatic-ring hydroxylase
29) L ZP_00472646 Chromohalobacter salexigens DSM 3043 EAM24107 Flavoprotein monooxygenase/Flavoprotein monooxygenase
19 NP_963137 Mycobacterium avium subsp. paratuberculosis K-10 AAS06753 hypothetical protein MAP4203/hypothetical protein MAP_4203
9 100 ——YP_371567 Burkholderia sp. 383 ABB10923 Monooxygenase, FAD-binding/Monooxygenase, FAD-binding
7 L— 7P 00457550 Burkholderia cenocepacia AU 1054 ZP_00462993 Burkholderia cenocepacia HI2424 EAM09832 Burkholderia cenocepacia AU 1054 EAM17834 Burkholderia cenocepacia HI2424 Flavoprotein monooxygenase/Flavoprotein monooxygenase /Flavoprotein mono
1 NP_252018 Pseudomonas aeruginosa PAO1 ZP_00136698 Pseudomonas aeruginosa UCBPP-PA14 ZP_00974012 Pseudomonas aeruginosa 2192 ZP_00968298 Pseudomonas aeruginosa C3719 AAG06716 Pseudomonas aeruginosa PAO1 probable FAD-dependent monooxygenase/COG
ZP_00601334 Rubrobacter xylanophilus DSM 9941 EAN35627 Flavoprotein monooxygenase/Flavoprotein monooxygenase
100 ,—ZP 01193872 Mycobacterium flavescens PYR-GCK EAS09846 Monooxygenase, FAD-binding:FAD dependent oxidoreductase/Monooxygenase, FAD-binding:FAD dependent oxidoreductase
32 ZP_01209055 Mycobacterium vanbaalenii PYR-1 EAS21495 Monooxygenase, FAD-binding:FAD dependent oxidoreductase/Monooxygenase, FAD-binding:FAD dependent oxidoreductase
YP_495993 Novosphingobium aromaticivorans DSM 12444 ABD25159 monooxygenase, FAD-binding/monooxygenase, FAD-binding
19 79 YP_118141 Nocardia farcinica IFM 10152 BAD56777 putative monooxygenase/putative monooxygenase
38 | I NP_625623 Streptomyces coelicolor A3(2) CAB95795 monooxygenase (secreted protein)/putative monooxygenase (putative secreted protein)
8 ZP_00378098 Brevibacterium linens BL2 COG0654: 2-polyprenyl-6-methoxyphenol hydroxylase and related FAD-dependent oxidoreductases
95
100 AT2G29720 = NP_565688 AAK26006 AAK93734 AAC35227 AAM64878 monooxygenase/oxidoreductase /putative monooxygenase /putative monooxygenase /putative monooxygenase /putative monooxygenase
ADOSG96Arabr ; ; CTFoA
3 100 AADO9951Arabridopsis-thatiana €TF2A
AT2G35660 = NP_565814 AAD15449 AAM61201 CTF2A; monooxygenase/oxidoreductase /putative monooxygenase /putative monooxygenase
ZP_01077983 Marinomonas sp. MED121 EAQ63927 hypothetical protein MED121_04118/hypothetical protein MED121_04118
P_417638 Staphylococcus aureus RF122 YP_041745 Staphylococcus aureus subsp. aureus MRSA252 CAG41371 CAI81870 Staphylococcus aureus RF122 hypothetical protein SAB2181c/putative monooxygenase /putative monooxygenase /conserved hypothetical protein
14 P_494890 Staphylococcus aureus subsp. aureus USA300 YP_501040 Staphylococcus aureus subsp. aureus NCTC 8325 YP_187104 Staphylococcus aureus subsp. aureus COL AAW38517 ABD21901 Staphylococcus aureus subsp. aureus USA300 ABD31590 Staphylococcus
100 NP_375419 Staphylococcus aureus subsp. aureus N315 NP_372830 Staphylococcus aureus subsp. aureus Mu50 BAB43398 Staphylococcus aureus subsp. aureus N315 BAB58468 Staphylococcus aureus subsp. aureus Mu50 hypothetical protein SA2099/similar to mon
70 41 YP_044309 Staphylococcus aureus subsp. aureus MSSA476 NP_647042 Staphylococcus aureus subsp. aureus MW2 BAB96090 CAG44008 Staphylococcus aureus subsp. aureus MSSA476 putative monooxygenase/hypothetical protein MW2225 /MW2225 /putative monooxygena
P L VYP 300695 Staphylococcus saprophyticus subsp. saprophyticus ATCC 15305 BAE17750 putative monooxygenase/putative monooxygenase
100 100 rNP_765435 Staphylococcus epidermidis ATCC 12228 AAO05521 monooxygenase/monooxygenase
LYP_189450 Staphylococcus epidermidis RP62A AAW55278 monooxygenase family protein/monooxygenase family protein
80 YP_252666 Staphylococcus haemolyticus JCSC1435 BAE04060 hypothetical protein SHO751/unnamed protein product
100 NP 978542 Bacillus cereus ATCC 10987 AAS41150 hypothetical protein BCE2230/FAD binding-monooxygenase family protein
96 YP 083561 Bacillus cereus E33L AAU18287 hypothetical protein BCZK1969/probable FAD-dependent monooxygenase
YP_036316 Bacillus thuringiensis serovar konkukian str. 97-27 AAT59739 hypothetical protein BT9727_1987/possible FAD-dependent monooxygenase
EAS02495 Tetrahymena thermophila SB210 Monooxygenase family protein
39 ZP_00281538 Burkholderia xenovorans LB400 COG0654: 2-polyprenyl-6-methoxyphenol hydroxylase and related FAD-dependent oxidoreductases
2 93 I ZP_00283490 Burkholderia xenovorans LB400 COG0654: 2-polyprenyl-6-methoxyphenol hydroxylase and related FAD-dependent oxidoreductases
1 L YP_160222 Azoarcus sp. EbN1 CAI09321 putative salicylate monooxygenase/putative salicylate monooxygenase
3 45 ZP_00811938 Rhodopseudomonas palustris BisA53 EAO87830 Salicylate 1-monooxygenase/Salicylate 1-monooxygenase
27 23 ZP_01199514 Xanthobacter autotrophicus Py2 EAS14643 possible salicylate hydroxylase/possible salicylate hydroxylase
45 NP_627457 Streptomyces coelicolor A3(2) CAB38889 salicylate hydroxylase (secreted protein)/putative salicylate hydroxylase (putative secreted protein)
YP_483284 Frankia sp. Ccl3 ABD13555 Salicylate 1-monooxygenase/Salicylate 1-monooxygenase
40 100 {NP_886155 Bordetella parapertussis 12822 NP_891016 Bordetella bronchiseptica RB50 CAE39292 Bordetella parapertussis CAE34845 Bordetella bronchiseptica RB50 putative hydroxylase/putative hydroxylase /putative hydroxylase /putative hydroxylase
L_AAC46266 Bordetella pertussis unknown
100 NP_736727 Corynebacterium efficiens YS-314 BAC16927 putative salicylate hydroxylase/putative salicylate hydroxylase
100 |_ZP 00685416 Burkholderia ambifaria AMMD EAQ49332 Salicylate 1-monooxygenase/Salicylate 1-monooxygenase
91 p_z‘_—YP 371989 Burkholderia sp. 383 ABB11345 Salicylate 1-monooxygenase/Salicylate 1-monooxygenase
ZP_00979556 Burkholderia cenocepacia PC184 COG0654: 2-polyprenyl-6-methoxyphenol hydroxylase and related FAD-dependent oxidoreductases
83 AAG39455 Pseudomonas alcaligenes probable 3-hydroxybenzoate 6-hydroxylase
I YP_168886 Silicibacter pomeroyi DSS-3 AAV96913 salicylate hydroxylase/monooxygenase, putative
100 YP_372644 Burkholderia sp. 383 ABB12000 salicylate hydroxylase/Monooxygenase, FAD-binding
100 97 P_00456290 Burkholderia cenocepacia AU 1054 EAM11090 Flavoprotein monooxygenase/Flavoprotein monooxygenase
ZP_00460960 Burkholderia cenocepacia HI2424 EAM19837 Flavoprotein monooxygenase/Flavoprotein monooxygenase
YP_300048 Ralstonia eutropha JMP134 AAZ65204 salicylate hydroxylase/Glucose-inhibited division protein A:Monooxygenase, FAD-binding:FAD dependent oxidoreductase
100 97 —NP_288718 Escherichia coli O157:H7 EDL933 NP_311054 Escherichia coli O157:H7 AAG57273 Escherichia coli O157:H7 EDL933 BAB36450 Escherichia coli O157:H7 salicylate hydroxylase/salicylate hydroxylase /putative hydroxylase /putative salicylate hyd
4 Al43831 Escherichia coli putative hydroxylase
100 NP_456734 Salmonella enterica subsp. enterica serovar Typhi str. CT18 NP_804529 Salmonella enterica subsp. enterica serovar Typhi Ty2 AEQ779 Salmonella enterica subsp. enterica serovar Typhi CAD02555 AAO68378 Salmonella enterica subsp. enterica s
—AAWG63416 Klebsiella pneumoniae 3-hydroxybenzoate-6-hydroxylase
ZP_00106414 Nostoc punctiforme PCC 73102 COG0654: 2-polyprenyl-6-methoxyphenol hydroxylase and related FAD-dependent oxidoreductases
Q:AAO%QM Chlamydomonas sp. W80 zeaxanthin epoxidase precursor
239_Cre AAO34404 Chlamydomonas reinhardtii AAO48940 zeaxanthin epoxidase precursor/zeaxanthin epoxidase precursor
100 —M—SmOJ\BMJJ — Smo_ABA1_7_1(pt1) — Smo_ABA1_2_1(pt3)  Contig7 and Contig2 are highly similar to Contig1 and have no overlap. Thus these 3 seugences likely together constitute two alleles.
EPPa ABA1_2 1 — Ppa—ABA+S—2(p#2} Ppa_ABA1_5_2 contains multiple internal stop codons in conserved sequence. Thus, judged to be an pseudo gene.
99 Ppa_ABA1_1_1

3 BAB78733 Citrus unshiu zeaxanthin epoxidase

b EEXP 462664 Oryza sativa (japonica cultivar-group) CAD40867 OSJNBa0064H22.16/0SJNBa0064H22.16
T L BAB39765 Oryza sativa (japonica cultivar-group) zeaxanthin epoxidase  — Gryza-sativaX¥P—462663{pté—  identical locus to BAB39765 (Os04g0448900 )
99 —BAE79556 Chrysanthemum x morifolium zeaxanthin epoxidase
BAE72089 Lactuca sativa Lactuca sativa zeaxantin epoxidase 1
ABB52077 Daucus carota subsp. sativus putative zeaxanthin epoxidase
Q40412 Nicotiana plumbaginifolia CAA65048 ABA2_NICPL Zeaxanthin epoxidase, chloroplast precursor/zeaxanthin epoxidase
Q96375 Capsicum annuum CAA62795 ABA2_CAPAN Zeaxanthin epoxidase, chloroplast precursor (Xanthophyll epoxidase) (Beta-cyclohexenyl epoxidase)/Xanthophyll epoxidase
P93236 Lycopersicon esculentum CAB06084 ABA2_LYCES Zeaxanthin epoxidase, chloroplast precursor/zeaxanthin epoxidase
ABA55731 Solanum tuberosum zeaxanthin epoxidase

AAR11195 Vitis vinifera zeaxanthin epoxidase
195 081360 Prunus armeniaca AAC24582 AAD42899 ABA2_PRUAR Zeaxanthin epoxidase, chloroplast precursor (PA-ZE)/zeaxanthin epoxidase /zeaxanthin epoxidase

BAB11934 Vigna unguiculata CpABA1
100 AAV85824 Thellungiella halophila zeaxanthin epoxidase
100r BAB11935Arabidopsis-thatiana-AtABA1
AT5G67030 = NP_851285 NP_201504 AAF82390 AAF82391 BAB08942 AAG17703 AAG38877 AAL91193 AAM13144 AAO00920 ABA1 (ABA DEFICIENT 1); zeaxanthin epoxidase/ABA1 (ABA DEFICIENT 1); zeaxanthin epoxidase /zeaxanthin epoxidase /zeaxanthin epoxidase /zeaxanthin
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