PoPPO1 : [Ufi1avSESRTTAENESSESSELKT-SFLV: Il 1 GSSRACRSARES RS IFYY: THE CL TESSIALEAVL DK AAVKCEF AKCDTT PRCM 1132
PoPPO2 : [YASIEFIATETTN-TTTAISANEN-—S ELE: S AYRTKPRHVEL oo ATEEVAEASI AKE-TAEANTQR S-- PLSEELHINVKUN 119
PoPPO3 : —-MANISESWTATE-ATANTNEIKN- SLCHAHE SSSSQTRRILA d €CAS-NTEAREAELV NTT-GfEAGZ EER-— 123
PoPPO4 : [JEEF LTTTRIBEIS-—NTFE. B3 SRCCTREASE: y 81 Ade SCPTTI 2AEITAE! ~EADMECDICGLHN 119
PoPPO5 : BB R srnanTeATETTNIS RELE ki EKCRK SHLET! y ECAEASERAFIATEL EADMESNE TDRSN 128
1bPPO BB rliTsrclisARERTEREI AR SATISSPL {ATAKRTHHFR— IN-NPIAFAEET VEPKDMEEDEIVLS- 116
PoPPO1 . CERNYWSEGHEREE AR H 261
PoPPO2 . KE-SNSSRITiNa: 4T 243
PoPPO3 : NVKNYPSE. 257
PoPPO4 TL-EETEATHE 243
PoPPO5 : T--ESASSTH 251
IbPPO I ESKVPKTS ESASNS:A Tis 7 241
PoPPO1 ' TGLGLS! DYEs EH CEIKKEDNTKIEEENQH 391
PoPPO2 : H ACE--KS PVjgis S 'TDHL- VEKCCQUIK' 364
PoPPO3 : AN E) EVEEQMK 379
PoPPO4 : OMEARIATR--N. SEERCH YSTLLLTT. 365
POPPO5 : TNT--S RAg 22 isnmﬁx 374
IbPPO QYiRNG—-N ENELG VTDLCERMS 366
PoPPO1 : CGG----RKH 499
PoPPO2 : GPK- . 490
PoPPO3 : ENCKGKERA] 'DREAIWR! FPKPTAG———————-] s M TR-—KAREER 503
PoPPO4 : c 5 SQFTERRSRIATLESKLKEAKATTHIPS--TSTSH 492
PoPPO5 : KSRRSNE--TAFH T ) SRETSFASRVITLSSTIPKTANAGKEPSK ] 505
IbPPO  © cOHCGKG--RRR T IR F TN SKELE—————————— TKKKTGL 2 RSKA-—-PEVTL 484
PoPPO1 KV%&KASKB CT! C PHECHKTEEIETKTHI] @ 611

PoPPO2 : E-VI2 SKAHE) v KHKTGCKE-HEVMNTTMR : 597

PoPPO3 : KLELISTL T: K : €07

PoPPO4 * E-VBLCST! A KHKHKKEH-REVKT : €00

PoPPO5 : E-Ij2 ICRCVHV. v H TEE 1 €14

IbPPO EGIEZVAICG SA) KHTGS-—--K§ TRTSH! 1 588

Supplemental Figure 1. The amino acid sequences alignment of PoPPO genes. Compared with IbPPO (GeneBank accession number: AY822711).
PPO’s two highly conserved copper-binding domains (CuA and CuB) and conserved histidine residues are shown (stars).
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Supplemental Figure 2. Analysis of OP, NP and E2 metabolites by LC/PDA/MS/MS. (A) MS chromatogram at m/z 221.0. Peak at which retention
times is 1.01 min, is OP metabolites. (B) Product ion spectra of OP standard (precursor ion m/z 205.1) and OP metabolites produced by portulaca,
PPO2 and PPO5 (precursor ion m/z 221.0). (C) MS chromatogram at m/z 235.0. Peak at which retention times is 0.90 min, is NP metabolites. (D)
Product ion spectra of NP standard (precursor ion m/z 219.1) and NP metabolites produced by portulaca, PPO2 and PPO5 (precursor ion m/z 235.0).
(E) MS chromatogram at m/z 287.0. Peak at which retention times is 0.86 min, is E2 metabolites. (D) Product ion spectra of E2 standard produced by
portulaca, PPO2 and PPOS5 (precursor ion m/z 271.1) and E2 metabolites (precursor ion m/z 287.1).



Supplemental Table 1. Oligonucleotides used in this work

Name of oligonucleotides

Sequences (5" to 3")

Comments

Notl-oligodT primer
CuAl
PoPPO1-5RACE-R
PoPPO2-5RACE-R
PoPPO3-5RACE-R
PoPPO4-5RACE-R
PoPPO5-3RACE-F
PoPPO5-3RACE-R
PoPPO5-5RACE-F
PoPPO5-5RACE-R
PoPPO5 full length 1F
PoPPO5 full length 2F
ExactSTART primer 2-1
Oligo dT primer
poppol 5'UTR-F
poppol R

poppo2 5'UTR-F
poppo2 R

poppo3 5'UTR-F
poppo4 3'UTR-R
poppo5 S1

poppo5 3'UTR-R
PoUBQ Fw

PoUBQ Rv

PoPPO2-F1 for RT-PCR
PoPPO2-R2 for RT-PCR
PoPPO4-F1 for RT-PCR
PoPPO4-R3 for RT-PCR
PoPPO5-F1 for RT-PCR
PoPPO5-R2 for RT-PCR
GAP-C Fw

GAP-CRv

aactggaagaattcgcggecgcaggaattttttttttettetttt

ggctcttcttcecg/ctt/ge/geat/ca/cgata/tctat/cttg/ctac

gtccagtacgtccttgacatagatcttgac
agtccttgaagttcttgttcttgggtect
gcctggacactgggtgtacatcgaccatatg
gatgcatctaaccaatcagagtcggtaaat
ticayinywsitggytnttc
caiabnbiccacawbckrtc
gcbhtneentwytggaaytg
ccacatbckrtcbacrttdgmrtg
aaagccgtgecactcaag
geegtgecactcaagate
tagacttagaaattaatacgactcactataggc
aactggaagaattcgcggcegeaggaattttttttttttttttttt
atctagaatccttcccactatcataacacta
gtccagtacgtccttgacatagatcttgac
atctagaatccaagattccaaggcattagac
agtccttgaagttcttgttcttgggtect
tgatcaatgacccaacttctgctatg
tcagcgtaaaatggacgaaacaagtaatc
acctcaactatgatggctcggatg
caaacacacaaatccatccaacattc
gcagatcttcgtgaaaaccctaac
gtaaacttaggtgagtccacacttaccac
gtcaaggccgtattcaacaag
taagcaaccatcaaccataccaagg
gattgccaccctettctee
atcagcgtaaaatggacgaaacaag
ccaccctatectcaaccate
aatgacgaccactgaagccaaact
aagctggtgctgatttcgttgtgg
tgeecttcaacttaccctecgatt

for RACE

for RACE

for RACE

for RACE

for RACE

for RACE

for RACE

for RACE

for RACE

for RACE

for RACE

for RACE

for RACE

for RACE

RT-PCR (tissues of portulaca)
RT-PCR (tissues of portulaca)
RT-PCR (tissues of portulaca)
RT-PCR (tissues of portulaca)
RT-PCR (tissues of portulaca)
RT-PCR (tissues of portulaca)
RT-PCR (tissues of portulaca)
RT-PCR (tissues of portulaca)
RT-PCR (tissues of portulaca)
RT-PCR (tissues of portulaca)
RT-PCR (BY-2 cells)

RT-PCR (BY-2 cells)
RT-PCR (BY-2 cells)
RT-PCR (BY-2 cells)
RT-PCR (BY-2 cells)
RT-PCR (BY-2 cells)
RT-PCR (BY-2 cells)
RT-PCR (BY-2 cells)




