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Results of partial trees included Ppa_AT2G06050_11_1 CAD89605 Oryza sativa (japonica cultivar-group) BAD35327 BAD35835 oxo-phytodienoic acid reductase/putative 12-oxophytodienoic acid reductase /putative 12-oxophytodienoic acid reductase
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6f AT2G06050 NP 973431 NP 178662 1Q45 QQFUPO 1045 AAD19764 AAK43901 AAK95308 AAM19883 OPR3; 12-oxophytodienoate reductase/OPR3; 12-oxophytodienoate reductase /B Chain B, 12-0xo-Phytodienoate Reductase Isoform 3 /OPR3_ARATH 12-oxophytodienoate reducta

»EAAYZWSZ Hevea brasiliensis 12- oxophytod|enoate reductase
100 QIFEWD9 Lycopersicon esculentum CAC21424 OPR3_LYCES 12-oxophytodienoate reductase 3 (12-oxophytodienoate-10,11-reductase 3) (OPDA-reductase 3) (LeOPR3)/12-oxophytodienoate reductase 3

99 —AAY26527 Zea mays 12-oxo-phytodienoic acid reductase
59 &';EAAY%S% Zea mays 12-oxo-phytodienoic acid reductase

XP_482784 Oryza sativa (japonica cultivar-group) XP_507257 BAD09599 BAD09954 putative 12-oxophytodienoate reductase/PREDICTED P0493A04.35 gene product /putative 12-oxophytodienoate reductase /putative 12-oxophytodienoate reductase
66 T Smo_AT2G06050_7_1 <«Smo_AT2G06050_17_1 (pt3)
Ppa_AT2G06050_18_1 < Ppa_AT2G06050_12_1 (pt2)
4 11CS Lycopersicon esculentum 11CS 11CQ 11CQ Q9XG54 1ICP 11CP CAB43506 B Chain B, Crystal Structure Of 12-Oxophytodienoate Reductase 1 From Tomato/A Chain A, Crystal Structure Of 12-Oxophytodienoate Reductase 1 From Tomato /B Chain B, Crystal Structure
AAF97278 Arabidopsis thaliana AAF97820 Strong similarity to 12-oxophytodienoate reductase OPR2 from Arabidopsis thaliana gb|U92460 and is a member of the NADH:flavin oxidoreductase/NADH oxidase PF|00724 family. EST gb|AI993602 comes from this gene/S
AT1 G09400 NP_ 172411 QBGYAS AAC33200 12 oxophytodlenoate reductase/OPRL1_ARATH Putative 12-oxophytodienoate reductase-like protein 1/Similar to 12-oxophytodienoate reductase, gi|2765083 and old-yellow-enzyme homolog, gi|2232254

100 drebidopsis-thetiena
AT1 G76680 NP_974157 NP_177794 1VJI 08LAH7 CAA71627 AAC78440 AAF04448 AAL75894 AAV85720 OPR1; 12-oxophytodienoate reductase/OPR1; 12-oxophytodienoate reductase /A Chain A, Gene Product Of At1g76680 From Arabidopsis Thaliana/OPR1_ARATH 12-oxophytodi

100

BAC42387 Arabidopsrs thafiara putative-t2-oxophytodienovate reductase OPR2
AT1G76690 = NP_177795 Q8GYB8 AAC78441 AAF04449 OPR2; 12-oxophytodienoate reductase/OPR2_ARATH 12-oxophytodienoate reductase 2 (12-oxophytodienoate-10,11-reductase 2) (OPDA-reductase 2) (AtOPR2)/12-oxophytodienoate reductase OPR2 /12-oxophytodienoate
1 BAA12160 Vigna unguiculata CPRD8 protein
BAD06520 Pisum sativum BAD12188 hypothetical protein/12-oxophytodienoic acid 10, 11-reductase

95BAD06521 Pisum sativum hypothetical protein
88[1BAD06518 Pisum sativum BAD12184 AAX54688 hypothetical protein/12-oxophytodienoic acid 10, 11-reductase /12-oxophytodienoic acid 10,10-reductase
BAD06522 Pisum sativum hypothetical protein
BAB40340 Pisum sativum BAD12185 12-oxophytodienoic acid 10, 11-reductase/12-oxophytodienoic acid 10,11-reductase
BAD06519 Pisum sativum BAD12186 hypothetical protein/12-oxophytodienoic acid 10,11-reductase
100 —BAA83084 Lithospermum erythrorhizon LEDI-5b protein

L—BAA83083 Lithospermum erythrorhizon LEDI-5a protein

BADO06575 Lithospermum erythrorhizon LEDI-5c¢ protein

— XP_506828 Oryza sativa (japonica cultivar-group) XP_466236 BAD16527 PREDICTED P0435E12.12 gene product/putative 12-oxophytodienoic acid reductase /putative 12-oxophytodienoic acid reductase
_|—AAY26525 Zea mays 12-oxo-phytodienoic acid reductase
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45 |5d i I:Smo,AT26060507972 ~—Smo_AT2G06050_1_1 <Smo_AT2G06050_12_1
77 Smo_AT2G06050 4 1 <Smo_AT2G06050_2_1
100 Smo_AT2G06050_5_1
16 4 Smo_AT2G06050_11_1
Ppa_AT2G06050_13_1
Ppa_AT2G06050_6_1
95 Ppa_AT2G06050_2_1
Ppa_AT2G06050_10_1 < Ppa_AT2G06050_11_1 <Ppa_AT2G06050816419350_1
70 94 AAY26523 Zea mays 12-oxo-phytodienoic acid reductase
oo AAY26522 Zea mays 12-oxo-phytodienoic acid reductase
71 87 AAY26521 Zea mays 12-oxo-phytodienoic acid reductase
BAD35323 Oryza sativa (japonica cultivar-group) BAD35831 putative 12-oxophytodienoic acid reductase/putative 12-oxophytodienoic acid reductase
BAD35317 Oryza sativa (japonica cultivar-group) BAD35825 putative 12-oxophytodienoic acid reductase/putative 12-oxophytodienoic acid reductase
BAD35319 Oryza sativa (japonica cultivar-group) BAD35827 putative 12-oxophytodienoic acid reductase/putative 12-oxophytodienoic acid reductase
BAD35321 Oryza sativa (japonica cultivar-group) BAD35829 putative 12-oxophytodienoic acid reductase/putative 12-oxophytodienoic acid reductase
72 BAD35325 Oryza sativa (japonica cultivar-group) BAD35833 putative 12-oxophytodienoic acid reductase/putative 12-oxophytodienoic acid reductase
JC8028 Oryza sativa BAC20139 CAD89604 Oryza sativa (japonica cultivar-group) BAD26703 BAD35326 BAD35834 JC8028 cis-12-oxo-phytodienoic acid-reductase 1 - rice/12-oxophytodienoic acid reductase /oxo-phytodienoic acid reductase /12-oxo-phytodienoic ac
& s AAY26524 Zea mays 12-oxo-phytodienoic acid reductase 1 CAD89608ryza sativa (japonica cultivar-group) BAD35327 BAD35835 oxo-phytodienoic acid reductase/putative 12-oxophytodienoic acid reductase /putative 12-oxophytodienoic acid reductase
89 BAD61319 Oryza sativa (japonica cultivar-group) BAD61457 putative 12-oxophytodienoate reductase OPR2/putative 12-oxophytodienoate reductase OPR2
AAY26526 Zea mays 12-oxo-phytodienoic acid reductase
100 —3203_Cre
L3922 Cre
Ppa_AT2G06050_9_1
ZP_00593734 Ralstonia metallidurans CH34 EAN54024 NADH:flavin oxidoreductase/NADH oxidase /NADH:flavin oxidoreductase/NADH oxidase
1§ ZP_00564853 Methylobacillus flagellatus KT EAN03387 NADH:flavin oxidoreductase/NADH oxidase /NADH:flavin oxidoreductase/NADH oxidase
5 ZP_00582529 Shewanella baltica OS155 EAN43019 NADH:flavin oxidoreductase/NADH oxidase /NADH:flavin oxidoreductase/NADH oxidase
YP_470473 Rhizobium etli CFN 42 ABC91746 glycerol trinitrate reductase protein/glycerol trinitrate reductase protein
9 80 97 YP_521689 Rhodoferax ferrireducens DSM 15236 ABD68158 NADH:flavin oxidoreductase/NADH oxidase /NADH:flavin oxidoreductase/NADH oxidase
48 ZP_01020840 Polaromonas naphthalenivorans CJ2 EAQ20816 morphinone reductase/morphinone reductase
44 58 NP_385670 Sinorhizobium meliloti 1021 CAC46143 Sinorhizobium meliloti PUTATIVE GLYCEROL TRINITRATE (GTN) REDUCTASE PROTEIN/PUTATIVE GLYCEROL TRINITRATE (GTN) REDUCTASE PROTEIN
NP_103610 Mesorhizobium loti MAFF303099 BAB49396 morphinone reductase/morphinone reductase
54 ZP_00805742 Rhodopseudomonas palustris BisB5 EAO84840 NADH:flavin oxidoreductase/NADH oxidase /NADH:flavin oxidoreductase/NADH oxidase
5 93 YP_487812 Rhodopseudomonas palustris HaA2 ABD08901 NADH:flavin oxidoreductase/NADH oxidase /NADH:flavin oxidoreductase/NADH oxidase
100 NP_949739 Rhodopseudomonas palustris CGA009 CAE29844 morphinone reductase/morphinone reductase
ZP_00847608 Rhodopseudomonas palustris BisB18 ABD86930 NADH:flavin oxidoreductase/NADH oxidase /NADH:flavin oxidoreductase/NADH oxidase
7P 00858237 Bradyrhizobium sp. BTAi1 EAP32575 morphinone reductase/morphinone reductase
3 YP_243992 Xanthomonas campestris pv. campestris str. 8004 NP_636689 Xanthomonas campestris pv. campestris str. ATCC 33913 AAM40613 AAY49972 Xanthomonas campestris pv. campestris str. 8004 GTN reductase/GTN reductase /GTN reductase /GTN reductase
ZP_01196456 Xanthobacter autotrophicus Py2 EAS18090 morphinone reductase/morphinone reductase
75 ZP_00671251 Trichodesmium erythraeum IMS101 EAO29413 NADH:flavin oxidoreductase/NADH oxidase /NADH:flavin oxidoreductase/NADH oxidase
31 100 [YP_325252 Anabaena variabilis ATCC 29413 ABA24357 flavin oxidoreductase/NADH oxidase /flavin oxidoreductase/NADH oxidase
100 NP_485905 Nostoc sp. PCC 7120 BAB73564 hypothetical protein all1865/all1865
77 ZP_00108564 Nostoc punctiforme PCC 73102 COG1902: NADH:flavin oxidoreductases, Old Yellow Enzyme family
100 —YP_171755 Synechococcus elongatus PCC 6301 BAD79235 similar to xenobiotic reductase/similar to xenobiotic reductase
dP_399492 Synechococcus elongatus PCC 7942 ABB56505 NADH:flavin oxidoreductase Old Yellow Enzyme family-like/NADH:flavin oxidoreductases Old Yellow Enzyme family-like
99 YP_372000 Burkholderia sp. 383 ABB11356 NADH-flavin oxidoreductase/NADH oxidase /NADH-flavin oxidoreductase/NADH oxidase
NP_774246 Bradyrhizobium japonicum USDA 110 BAC52871 oxidoreductase/oxidoreductase
ZP_00857707 Bradyrhizobium sp. BTAi1 EAP32045 similar to NADH:flavin oxidoreductases Old Yellow Enzyme family/similar to NADH:flavin oxidoreductases Old Yellow Enzyme family
100 ——Smo_AT2G06050_16_1
44 100 | Smo_AT2G06050_3_1
L 14344_Cre
100 ——Smo_AT2G06050719816393_1
40 L 7P 00415766 Azotobacter vinelandii AvOP EAM07620 NADH:flavin oxidoreductase/NADH oxidase /NADH:flavin oxidoreductase/NADH oxidase
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