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oQ siRNA (AtPLDea; amino acids 937-957)

Ata, CCGGATGACGGTGGTA-—-—————- GCATA 21
Ata, CCTGATGATGGTGGAA----———- GCATT 17
Atasz CCGGATGATGGTGGAA----—-——- GCATT 18
Gha CCAGATGATGGTGGAA----—-——- GTTTT 15
Psa CCTGATGATGGAGGCA----—-——- GCTTT 15
Osa; CCTGATGACTCAGGCA----—-——- GCATT 15
Osa, CCCGACGCCGGCCGGA---—-———- GCccc 9
Zma; CCTGATGATTCTGGCA--—-—-—-—- GCTTT 14
Atf; —-————-- TGCTGGARA-——————- GCGAC 4
Atf, -——-——-- TGCTGGARA-——————- GCGAC 4
osfl, —-———-—--- TGCTCGGAA-——————- ACGGC 4
Aty; —————--— TGGAGGGAAAGGTCACAGCTTC 7
Aty, —-——-——--— TGGGCGGAAAGGTCACAGCTTC 8
Aty; —-————--— TGGAGGGAAAGGTCACAGCTTC 7
At -—-———————- TATGCCA-——-—-—-——- GCAGT 6
0sd —--—-————- TGCCAGCAGTAAGCTGAGCATT 5
Ate —-———————- AAGATT-——————- GC-AC 4
Atl; ——-—-—--- TGGGTGGCTTC--TATTAACGA 6
Atl, ——————- TGGGTTAAGGCC——====———— 3

BO siRNA (AtPLDf; amino acids 2879-2899)

Ata; CAAGAGACTCTGAGATAGCAA 17
Ata, CAAGAGACTCAGAGATAGCAA 18
Atas GTCGAGACACAGAGATCGCCA 15
Gha CTAGAGACTCTGARATAGCCA 14
Psa CAAGAGATTCTGARATTGCCA 17
Osa; CTAGGGACTCTGAGATCGCCA 14
Osa, AAGGAGACTCCGAGATCGCCA 14
Taae CCCGGGACTCCGAGATTGCCA 14
Zma; CCAGGGACTCCGAGATCGCCA 14
Atp, CAAGAGATACAGAGATTGCAA 21
Atp, CAAGAGATACAGAGATTGCAA 21
Acf, CCAGAGATACTGAGATTGCCA 18
Apf CCAGGGATACTGAGATTGCCA 17
Osp> TCAGAGATACTGAGATTGCCA 17
Aty; CTAGAGATACTGARAATCGCCA 16
Aty, CTAGAGACACTGARAATCGCTA 15
Aty; CTAGAGACACTGARAATCGCTA 15
Atd CCARAGATACTGARATCGCCA 15
Apd CAAGAGATACAGAGATTGCCA 20
0sd CCAGAGATACTGARATTGCCA 17
Ate GTCGGGACACCGAGATTGCAA 15
Atg; CAAGAGATTCTGAGATTGGAG 17

At¢, CACGAGACTCTGAGATCGGTG 13




YQ siRNA (AtPLDy; amino acids 1658-1678)

Ata; TCA-GACGTGCTAAGGATTTCA 14
Ata, TTA-GACGAGCTAAAGACTTCA 13
Atas; TAA-GGAGAGCCRAAAAACTTCA 12
Gha TAC-GACGAGCARAGAATTTTA 13
Psa TTC-GAAGAGCARAGGACTTCA 14
Aca; TAC-GCAGAGCGRAAGAATTTTA 12
Apa TAC-GCCGAGCGAAGAATTTTA 12
Osa; TCC-GGAGCGCAAAGAACTTCA 13
Osa, TTC-GCCcGGCGCAAGAACTTCA 13
Zmo; TAC-GCAGGGCCGAAGAACTTCA 14
Atf; TTC-GTGCAGCCCAACATTTCA 14
Atf, TTC-GTGCAGCTCAACACTTCA 16
Acf, AACAAGTTTGTACAAAAARAGCA 10
0sfl; TTC-GTGGAGCGCAGCACTTCA 15
Aty; TAC-GATCTGCTCAGCACTTCA 21
Aty, TAC-GATCTGCTCAGCACTTCA 21
Aty TAC-GATCTGCTCAGCACTTCA 21
Ato TCA-GATCTGCTCAGCATTTCA 18
0sd0 TCA-GATCCGCCCAGCATTTCA 16
Ate TTC-GAAAGCGCTCAGAGGTTTA 12
At¢; TTG-ACAAAGCTGAACATTTTA 10
At¢, TcC-AGAACGCTGAACATTTTA 11

001 siRNA (AtPLDS amino acids 1645-1665)

Ata; AAAGATAACATCATTGATAGG 9
Ata, AAAGATAATATAATTGATAGG 10
Atas; AAARGATAACGTGATCGARAGA 10
Gha AAGGACAATATCATTGACCGA 9
Psa AARGACAACATCATCGACCGC 6
Aca; AARGACAATATAATCGATCGA 9
Apa  AARGACAATATAATCGATCGA 9
Osa; AAGGATCAAATCATTGACAGG 10
Osa; AAGAACAACACCATTGACAGG 7
Zma; AAGGATCAAATCATCGACCGGE 9
Atf; AAGAACGTGCTGATTGATATG 10
Atf, AAGAATGTGCTCATTGACATG 10
0sf. AAGAATGTACTGATTGATATG 10
Aty; AAGAATATTCTCATAGATATG 11
Aty, AAGAACATTCTCATAGATATG 11
Aty; AAGAACATTCTCATAGATATG 11
Atd AAGCGTCTTGTTGTAGATAAA 21
Aco AAGAATTTAGTAACCGACAAG 11
0s0 AAGGACCTGATAATTGATAAG 11
Ate  AGAGGTTTGCCGGTAGAGAAG 10
At{; GGTACAAGCCAAGTTGAAGAG 5
Atl, GGGACGAGCCAGCCTGAAGAT 4




002 siRNA (AtPLDS amino acids 37-57)

Ata; CACGGGACTTTACATGCTACCATC
Ata, CATGGAAGATTGCACGCGACAATC
Ata; CATGGAACTCTT-—-—————————-
Gha CATGCTACGATCTAT--————=—-—
Psa CATGGAACTCTACATGTTACGATC
Osca; CATGGGACGCTGCACGCCACCATC
Osca, CACGGCACGCTCGAGGCCACCATC
Zmo; CACGGCACGCTCCACGCCACCATC

9
8
4
5
9
8
8
10
Atfly ———mmmmmmmm o 0
0
0
0
0
0
0
0

Atfy ————mmmmmmm
Acﬂg ————————————————————————
Apff —mmmmmmmmmm
OSﬂg ————————————————————————
At71 ————————————————————————
Atj/g ————————————————————————
At]@ ————————————————————————
AtS CACGGT---GACCTCGATTTGAAA 21
0sé GAGTCICCGCCTCCGGCGAAGCCC 5

Ate CATGGAACACTA-—-——-——-—————- 4
Atd; GGTGGACGCTACTTTCAGATGCAG 9
Atl, GACGGAGTCATCAG-=—==——=—-- 5

€Q siRNA (AtPLD{, amino acids 298-318)

Ata; TATGAGTCGTTTCATATTTAC
Ata, TTTGAGTCTTTTCATATTTAC
Ata3 —————————————————————
Gha AAAGGACCGCAACTGGGCCCG
Psa TACGAGTCTTTTCACATCTAC
Osa; TATGAGTCGTTCCACATCTAT
Osa, TACGAGGTGTTCCACATCTAC
Tao ——————=——"—"—"———————————
Zmo; TACGAGTCCTTCCACATCTAC
Atf; ATGCAACATTTTTATGTTCCT
Atf, CAGCAGCATTTTTATGTCCCT
Osﬂg ACGCAGAATTTCCTTGTCCCT
Aty ATGCAGCATTTTGATGTACCG
Aty ATGCAGCATTTCGATGTACCC
Aty ATGCAGCATTTTGATGTACCA
At ——————————
0sé GACGAGCGCTTcccCaeTaecc
At --——————————"———"——-""-"—-"—-—-
Aty AAGAAACGTGCTTTTATTGAA 16
Ats> AAGAAACGTTTGATCATTGAA 21
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Fig. S1. Nucleotide sequence alignments of Arabidopsis phospholipase D siRNA targets
with monocot and eudicot orthologs. Bold letters and numbers on the right indicate nt
identities.  Ac, Allium cepa; Ap, Allium porrum; At, Arabidopsis thaliana; Gh, Gossypium
hirsutum; Os, Oryza sativa; Ps, Papaver somniferum; Ta, Triticum aestivum; Zm, Zea mays.

Accession numbers are given in Fig. S2.



Ac «, Allium cepa PLD a4-like (TA6879 4679)
Ap ¢, Allium porrum PLD a-like (EU982404)

At a3, Arabidopsis thaliana PLD a3 (NM_122446)
At a4, Arabidopsis thaliana PLDa; (NM_112443)
At a,, Arabidopsis thaliana PLD o, (NM_104135)
Gh «, Gossypium hirsutum PLD « (EF378946)

Os a4, Oryza sativa PLD o, (D73411)

Os ay, Oryza sativa PLDa, (AB001919)

Ps ¢, Papaver somniferum PLD & (AF451980)

Ta «, Triticum aestivum PLD« (AJ880008)

Zm a4, Zea mays PLDa; (D73410)

Ac S, Allium cepa PLD So-like (CF435023)

Ap g, Allium porrum PLD S-like (EU982403)

At f3;, Arabidopsis thaliana PLD5; (U84568)

At S, Arabidopsis thaliana PLD S, (NM_116245)
Os f,, Oryza sativa PLD, (AC078894)

At y4, Arabidopsis thaliana PLDy; (NM_117255)
At 7, Arabidopsis thaliana PLDy, (NM_179208)
At 73, Arabidopsis thaliana PLD 3 (NM_117254)

Ac 6, Allium cepa PLD&-like (CF648854)
At 6, Arabidopsis thaliana PLD 6 (AF322228)
Os 60Oryza sativa PLDS(NM_001070361)

At &, Arabidopsis thaliana PLDg (NM_104391)

At 3, Arabidopsis thaliana PLDZ; (NM_112553)
At £, Arabidopsis thaliana PLDZ, (NM_111436)

Fig. S2. Codes, names and accession numbers for species used for nucleotide sequence

alignments of phospholipase D isotypes in Figs 2—-5.



Allium cepa
Aca, Allium cepa PLDa (TA6879_4679); AcP, Allium cepa PLDp (CF435023); Acd, Allium
cepa PLDO (CF448854);,

Allium porrum
Apa, Allium porrum PLDa (ACM16811); Apf, Allium porrum PLD (ACM16810); Apd,
Allium porrum PLD3 (ACM16809);

Arabidopsis thaliana

Atal, Arabidopsis thaliana PLDal (NP _188194); Ata2, Arabidopsis thaliana PLDa2
(NP_175666); Ata3, Arabidopsis thaliana PLDa3 (NP _197919); Ate, Arabidopsis thaliana
PLDe (NP _175914); Atp1, Arabidopsis thaliana PLDB1 (NP_565963); AtB2, Arabidopsis
thaliana PLDB2 (NP_567160); Atyl, Arabidopsis thaliana PLDyl (NP_192922); Aty2,
Arabidopsis thaliana PLDy2 (NP_849539); Aty3, Arabidopsis thaliana PLDy3 (NP_192921);
Atd, Arabidopsis thaliana PLDS (NP_567989); At(1, Arabidopsis thaliana PLDC1
(NP_188302); AtL2, Arabidopsis thaliana PLDC2 (NP_187214);

Medicago truncatula

Mtal, Medicago truncatula PLDal (ABD28731); Mta2, Medicago truncatula PLDa2
(ABES88474); Mta3, Medicago truncatula PLDa3 (ABE88470); Mte, Medicago truncatula
PLDe (AC167330); MtB1, Medicago truncatula PLDB1 (AC169173); Mtp32, Medicago
truncatula PLDP2 (CU326392); MtB3, Medicago truncatula PLDB3 (CU326392); Mtd1,
Medicago truncatula PLD&1 (CR962130); Mtd3, Medicago truncatula PLD33 (CU013531);
Mtv, Medicago truncatula PLDv (AC153000); Mt{1, Medicago truncatula PLD(1
(AC166898);

Oryza sativa

Osal, Oryza sativa PLDal (NP_001042153); Osa.2, Oryza sativa PLDa2 (NP_001054773);
Osp1, Oryza sativa PLDB1 (NP_001065108); OspB2, Oryza sativa PLDB2 (NP_001048777);
Osd Oryza sativa PLDS (NP_001063826); Osn1, Oryza sativa PLDn1 (NP_001058017);
Osn2, Oryza sativa PLDn2 (NP_001058015); Osn3, Oryza sativa PLDn3 (NP_001058016);
Osk Oryza sativa PLDk (NP_001045707); OsA Oryza sativa PLDA (NP_001063203);



Osp Oryza sativa PLDu (NP_001050281), Os6 Oryza sativa PLDO (NP_001061758); Osv1
Oryza sativa PLDv1 (NP_001051849); Osv2 Oryza sativa PLDv2 (NP_001059324);
Os(C1 Oryza sativa PLDZ1 (NP_001055304); Os2 Oryza sativa PLDC2 (NP_001042854);

Populus trichocarpa

Pta1, Populus trichocarpa PLDal (XP_002299756); Pta.2, Populus trichocarpa PLDa.2
(XP_002308663); Pta3, Populus trichocarpa PLDa3 (XP_002325225); Pta4, Populus
trichocarpa PLDa4 (XP_002327529); Pte, Populus trichocarpa PLDe (XP_002327429);
PtB1, Populus trichocarpa PLDB1 (XP_002301317); PtB2, Populus trichocarpa PLDf32
(XP_00232008); PtB3, Populus trichocarpa PLDB3 (XP_002299568); Ptd1, Populus
trichocarpa PLD&1 (XP_002306960); Pt62, Populus trichocarpa PLD&2 (XP_002331748);
Pt63, Populus trichocarpa PLDd3 (XP_002327624); Ptd4, Populus trichocarpa PLDo4
(XP_002301946); Ptv, Populus trichocarpa PLDv (XP_002304050); PtC1, Populus
trichocarpa PLDC1 (XP_002319499); PtC2, Populus trichocarpa PLDE2 (XP_002328619);

Sorghum bicolor

Sba1, Sorghum bicolor PLDal (142971); Sbai2, Sorghum bicolor PLDa2 (4893392); Sba3,
Sorghum bicolor PLDa3 (129832); Sbp1, Sorghum bicolor PLDB1 (123654); Sb2, Sorghum
bicolor PLD2 (4780883); Sbg Sorghum bicolor PLD& (5051569); Sbn1, Sorghum bicolor
PLDn1 (130625); Sbn2, Sorghum bicolor PLDn2 (4886858); Sbi Sorghum bicolor PLDk
(5037418); SbA Sorghum bicolor PLDA (4970832); Sbu Sorghum bicolor PLDu (4743947);
Sbv Sorghum bicolor PLDv (5033008); Sb{1 Sorghum bicolor PLDC1 (4853720);

Sb{2 Sorghum bicolor PLDC2 (125502).

Fig. S3. Codes, names and accession numbers for species used for molecular phylogenetic

analysis of phospholipase D protein sequences in Fig. 6.



Amino acids 1-50

At PLDol
At PLDa?2
At PLDB1
At PLDB2
At PLDyl
At PLDy?2
At PLDy3
At PLDS
At PLDe
At PLDa3
OsPLDal
OsPLDa2
OsPLDnl
OsPLDn2
OsPLDn3
OsPLDv1
OsPLDv2
OsPLDf1
OsPLDB2
OsPLDA
OsPLDu
OsPLD&S
OsPLDx
OsPLD®
PtPLDal
PtPLDa2
PtPLDa3
PtPLDo4
PtPLDA1
PtPLDB2
PtPLDfA3
PtPLDO1
PtPLDO2
PtPLDO3
PtPLDO4
PtPLDV

PtPLDe

SQR----QGCKVSLYQDAWEDIFDAISNAKHLIYITGWSVIALVRTIGEL
SQR----RGCKVSLYQDAWEDIFDAITNAKHLIYITGWSVISLVRTVGEL
PLR----KGGTVRLYQDAWHDMFDAIRQARRLIYITGWSVVKLIRTLGEL
PLR----EGGSVTLYQDAWHDMFHAICQARRLIYITGWSVVRLVRRLGEL
PLR----KGGRVTLYQDAWEDMADAIRQARRLIYITGWSVVRLVRTLGEL
PLR----KGGRVTLYQDAWEDMADAIRRARRLIYITGWSVVRLVRTLGEL

PLR----KGGRVTLYQDAWEDMADAIRRARRLIYITGWSVVRLVRTLGEL

PVR----KGSQVRLYQDAWEDICYAISEAHHMIYIVGWSIIKLVRTLGEL

PQR----SNCRVVLYQDAWEDVYKAIESARHLVYIAGWALLVLVRTVGEL

NQR----EGCKVTLYQDAWEEIFDAIWEAKHLIYIAGWSVVTLVRKLGEL

SQR----QGCKVTLYQDAWEDIFDAISNAQHLIYITGWSVITLVRTLGEL

SQR----QGCKVTLYQDAWEDIFDAINGARHFIYITGWSVIALIRTLGEL

SQR----PGCRVTLYQDAWEDVEFDAISNAKHLIYLTGWSVITLIRTLGEL

KQH----TGCGVTLYQDAWEDVFDAISNAKHLIYITGWSVITLIRTIGEL

KQH----AGCRVTLYQDAWEDVEFDAISNAKHLIYITGWSVITLIRTIGEL

PLR----RGGGVTLYQDAWEDICHSIVEAHHLVYMVGWSIVKLVRTLGEL

PLR----KGGMVTLYQDAWEDICHAIAEAHHLIYIIGWSLVKLVRTLGGL

PMR----RGNRVTLYQDAWRDIYDAICQARRLIYIVGWSVIHLIRSLGEL
PLR----RGGRVTLYQDAWHDVYDAISQARRLIYITGWSVIQLVRSLGDL
PER----SGCRVTLYQNSWEDMYVAIRDARREFVYVAGWSVITLVRTLGEL
PQR----RGCRVRLYQDAWEDVEFDAISSARRMVYVAGWSVVVLVRTLGEL
PLR----HGGRVTLYQDAWEDICHAILEAHHMIYIVGWSVVRLVRNLGEL
—--A----SGVQ-KLYQDAWEDMCLAVLGAQHLVYVAGWSVVRLVRSLGAL
GQH----RGCKVTLYQDAWEDVFDAVANARSLVYIAGWSVVALVRTLGHL
SQR----QGCRVSLYQDAWEDVEFDAITNAKHLIYITGWSVISLVRTLGEL
NQR----QGCRVTLYQDAWEDIFDAISDAKHLIYITGWSVITLIRKLGEL
SQR----SGCRVTLYQDAWEDIFDAIFNAKHLIYITGWSVITLVRILGEL
POR----QGCKVSLYQDAWEDVFDSITNAKHFIYITGWSVISLVRTLGEL
PLR----KGGTVTLYQDAWQDIFDAIRQARRLIYITGWSVVALVRPLGDL

PLR----KGGTVTLYQDAWQDIFDAIRQARRLIYITGWSVVTLVRTLGDL

PIR----RGGKVTLYQDAWDDIFNAISQARRLIYITGWSVVKLVRTLGDL

PVR----HGGNVTLYQDAWEDICHAIVEAHHLVYIVGWSIVRLVRNLGEL

PVR----KGCHVTLYQDAWEDICYAISEAHHMIYIVGWSVIKLVRTLGEL

PVR----KGGHVTLYQDAWEDICYAISEAHHMIYIVGWSVIKLVRTLGEL

PVR----HGGNVTLYQDAWEDICHAIVEAHHLVYIAGWSIVKLVRNLGEL

PLR----KGGSVTLYQDAWEDICHAILEAHNLIYIVGWSVVKLVRTLGEL

POR----SNCHVTLYQDAWEDVYKAVEGAKHLIYIAGWSFMVLVRMLGEL



MtPLDal
MtPLDa2
MtPLDa3
MtPLDB1
MtPLDB2
Mt PLDB3
MtPLD&1
MtPLDv
MtPLDS3
MtPLDe
SobPLDal
SbPLDO2
SbPLDa3
SbPLDn1
SbPLDA2
SbPLDu
SbPLDA
SbPLDV
SbPLDA1L
SbPLDA2
SOPLDS
SbPLDk
SbPLD{1
SbPLD (2
AtPLD(2
AtPLD{1
0SPLD{2
0OsPLD(1
PtPLD(1
PtPLD(2
MtPLD{1
Ap PLDa
ApPLDB
ApPLDS
ACPLDS
AcPLDB

AcPLDo

TQR----QGCKVSLYQDSWEDVFDAITKARHLIYITGWSVISLVRTLGEL
DOR----QGCSVTLYQDAWEDIYNAIMNAKVFIYITGWSVITLIRTLGEM
KQON----NGCQITLYQDAWEDTCNAINDAKHFICITGWSVITLIRTLGEL
PLR----KGGNVTLYQDAWHDIFDAISQARRLIYITGWSVVRLIRTLGDL
PLR----KGGKVTLYQDAWQDIFDAISQARRLVYIVGWSVVSLIRTLGDL
PLR----KGGKVTLYQDAWHDIFDAISQARRLVYIVGWSVVSLIRTLGDL
PVR----KGSSVRLYQDAWEDICYAITEAHHMVYLAGWSIVKLVRTLGDL

PLR----RGGNVTLYQDAWEDICHAILEAHHMIYIIGWSIVKLVRSLGEL

PVR----RGGSVTLYQDAWEDICHAILEAHHLVYIVGWSIVKLVRNLGEL

PQR----SNCHVKLYHDAWEDVYKAIEGAKYLVYIAGWSFMVLVRKLGEL

SQR----QGCKVTLYQDAWEDIFDAISKAQHLIYITGWSVITLVRTLGEL

SQR----QGCKVTLYQDAWEDIFDAISKAQHLIYITGWSVITLVRTLGEL

SQR----QGCRVTLYQDAWEDIFDAISGAKHLIYITGWSVITLLRTLGEL

SQR----PGCRVTLYQDAWEDVEFDAISNARHLIYITGWSVITLLRTLGEL

KQR----QGCRVTLYQDAWEDVYDAIDGARHFVYVTGWSVTTLVRTVGEL

KQR----RGCRVRLYEDAWVDVEFDAINRARRMVYVAGWSVVVLVRNLGEL

PER----TNCSVTLYQNAWEDLFAAIRDARRFVYVAGWSVITLVRTLGEL

PLR----KGGRVTLYQDAWEDICHAIIEAHHLIYIVGWSLVKLVRTIGEI

PLR----RGMRVTLYQDAWRDIYDAICQARKLIYIVGWSVIHLVRSLGDL
PLR----RGGKVTLYQDAWRDVYDAISQARRLIYITGWSVIHLVRALGDL
PLR----HGGQVTLYQDAWEDICHAILEAHHMIYIVGWSVVRLVRTLGDL
PLR----RGCDVRLYQDAWEDLCMAVLCAQRLVYVAGWSVVQLLRSLGEL

PPRGLLEDGSMVQWEVDGFKAIASSIEEAKSEIFITGWWLLYLRRRLDAL

PPRGLTEDGSVVQWEFIDGFDAIASSIEEAKSEIFITDWWLLYLRRRLDSL

PPRGLTSDGSQAQWEVDGFEATIAFAIQNATSEIFMTGWWLLYLKRRLDAL

PPRGLTDDGSQAQWEVDGFAATAAAIENAKSEIFICGWWVLYLRRRLDNL

PPRGLTEDGSVVQWFLDGFNAIASSIEEAKSEIFITDWWLLYLRRRLDIL

PPRGLMPDGSMVQWEIDGFQATIASSIEQAKSEIFITGWWLLFLRRRLDAL

PPRGLAEDGSQAQWEVDGFEATIASATIENARSEIFITGWWLLYLRRRLDSL

PPRGLSEDGSQAQWEVDGFEATIALSIEDAKSEIFICGWWLLYLRRRLDSL

PIRGLTGDGSQAQWEFVDGFEATIASSIQDAKSEIFITGWWLLYLRRRLDSL

DRV 02220220202°22°2°2°2°°2°%°

Amino acids 51-100




At PLDol
At PLDa?2
At PLDB1
At PLDB2
At PLDyl
At PLDy2
At PLDy3
At PLDS
AtPLDe
At PLDa3
OsPLDal
OsPLDa2
OsPLDnl
OsPLDn2
OsPLDn3
OsPLDv1
OsPLDv2
OsPLDf1
OsPLDSB2
OsPLDA
OsPLDu
OsPLD&S
OsPLDx
OsPLD6
PtPLDal
PtPLDa2
PtPLDa3
PtPLDo4
PtPLDB1
PtPLDA2
PtPLDSB3
PtPLDO1
PtPLDO2
PtPLDO3
PtPLDO4
PtPLDv
PtPLDe

MtPLDal

LKKKASEGVRVLLLVWDDCILCPMFTHHQKIVVVDVSEFVGGIDLCDGRYD

LKKKASEGVKVILLVWDDCILCPMFTHHQKIVVVDVSFVGGLDLCDGRYD

LRSKSQEGVRVLLLIWDDVLLCPIYTHHQKNVIVDIAFVGGLDLCDGRYD

LRSKSQEGVRVLLLVWDDVLLCPIYTHHQKNLIVDVAFVGGLDLCDGRYD

LKVKSQEGVRVLVLVWDDVLLCPIYTHHQKTVIVDVAFVGGLDLCNGRED

LKVKSQEGVRVLVLVWDDVLLCPIYTHHQKTMIVDVAFVGGLDLCNGRED

LKVKSQEGVRVLVLVWDDVLLCPIYTHHQKTMIVDVAFVGGLDLCNGRFED

LKYKSQEGVRVLLLVWDDCVLSPLFTHHQKCVLVDTAFIGGLDLCDGRYD

LKRKSEEGVAVRVMLWNDCRLCPAFAHHQKTITLDMSFLGGFDLCDGRYD

LKKKAEENVTVLMLVWDDCVLCPMFTHHQKTIVVDVSFLGGIDLCDGRYD

LKKKASEGVRVLMLVWDDCVLCPMFTHHQKIVVVDVSFVGGLDLCDGRYD

LKKKAGEGVRVLMLVWDDCVLCPMFTHHQKIVVVDVSFVGGLDLCDGRYD

LKRKASEGVRVLLLVWDDCVLCPMITHHQKTVIVDVSFVGGLDLCDGRYD

LKRKASEGVRVLMLVWNDCVVCAASTHHQKTVIVDVSFVGGLDLCDGRYD

LKRKASEGVRVLMLVWNDCVLCPLATHHQKTVIVDVSFVGGLDLCDGRYD

LKKKAREGVRIVILLWDDCVLVPLFTHHQKCVLVDTAFIGGLDLCDGRYD

LKTKVQEGVRVIVLLWDDCVLAPLFTHHQKCVIVDTAFIGGLDLCDGRYD

LKMKSQEGVRVLLLVWDDVLLCPIFTHHQKTVILDIAFVGGLDLCGGRYD

LKRKSQEGVRVLLLVWDDILLCPIFTHHQKTVILDVAFVGGLDLCGGRYD

LRRKADEGVAVLVMPWQODCFLCPEFTHHQKTVTLDVSFIGGIDLCDGRYD

LKRKAEQGVMVLLLVWNDCVLCPMFTHHQKTVIVDVSFLGGIDLCDGRYD

LKFKSQEGVRVCLLVWDDCVLSPLFTHHQKCVLVDTAFIGGLDLCDGRYD

LKYKSQEGVRVCLLVWDDCLLSPMYTQHQKCLLVDTAFLGGLDLAAGRYD

LKSKAGERVAVLLLVWDDCVVCPVFTHHQKAVVADVAFLGGIDLCGGRYD

LKKKASEGVRVLMLIWDDCILCPMFTHHQKIVVVDVSYIGGIDLCDGRYD

LKKKAEEGVTVLMLVWDDCILCPMFTHHQKTVVVDVSFIGGIDLCDGRYD

LKKKANEGVRVLMLVWDDCVLCPMFTHHQKTLVVDVSFIGGIDLCDGRYD

LKKKASEGVRVLILIWDDCVLCPMFTHHQKIVVVDVSYVGGIDLCDGRYD

LRSKSQEGVRVLLLLWDDVLLCPIYTHHQKTVIVDIAFVGGLDLCDGRYD

LRSKSQEGVRVLLLVWDDVLLCPIYTHHQKTVIVDIAFVGGLDLCDGRYD

LKTKSQEGVRVLLLVWDDVLLCPIYTHHQKTVIVDTAFVGGLDLCKGRYD

LKYKSQEGVRVLLLVWDDCVLSPLYTHHQKCVIVDTAFIGGLDLCDGRYD

LRYKSEEGVRVLLLVWDDCVLAPIFTHHQKCVLVDTAFIGGIDLCDGRYD

LKYKSEEGVRVLLLVWDDCVLAPMFTHHQKCVLVDTAFIGGIDLCDGRYD

LKYKSQEGVRVLLLVWDDCVLSPLYTHHQKCVLVDTAFIGGLDLCDGRYD

LKYKSEEGVRVVMLLWDDCVLAPLFSHHQKCVILDTSFIGGLDLCDGRYD

LKRKGEEGVAVRVMLWDDCKLCPLFAHHQKTITVDMSFVGGLDLCDGRYD

LKKKAQEGVRVLMLVWDDCVLCPMFTHHQKILVVDVSEFVGGIDLCDGRYD



MtPLDa2
Mt PLDa3
MtPLDB1
MtPLDB2
MtPLDB3
MtPLD&1
MtPLDv
MtPLD&3
MtPLDe
SbPLDol
SbPLDa2
SbPLDo3
SbPLDn1
SbPLDn2
SbPLDu
SbPLDA
SbPLDV
SbPLDA1
SbPLDB2
SbPLDS
SbPLDK
SbPLD{1
SbPLD (2
AtPLD{2
AtPLD(1
OSPLD{2
0sPLD{1
PtPLD{1
PtPLD(2
MtPLD{1
ApPLDa
ApPLDB
ApPLDS
AcPLDS
AcPLDB

AcPLDa

LKKKANEGVNVLVLVWDDCVLCPMFTHHQKTIVVDISFIGGIDLCDGRYD

LKKKANEGVNVLMLVWDDCVLCPMFTHHQKTIIVDTSFVGGIDLCDGRYD

LKTKSQEGVRVLLLIWDDVLLCPIYTHHQKTVIVDVAFVGGLDLCDGRYD

LKAKSQEGVRVLLLVWDDVLLCPIYTHHQKTVIVDVAFIGGLDLCLGRYD

LKAKSQEGVRVLLLVWDDVLLCPIYTHHQKTVIVDVAFIGGLDLCLGRYD

LKYKSEEGVRVLLLVWDDCVLAPVFTHHQKCVIVDATFIGGLDLCDGRYD

LKYKSQEGLRVVMLIWDDCILSPLFTHHQKCVLVDTAFIGGLDLCDGRYD

LKYKSQEGLRVLLLVWDDCVLSPLFTHHQKCVIVDTAFIGGLDLCDGRYD

LKKKAEEGVAVRVMIWDDCRRCPIFAHHQKTITVDMSFLGGLDLCDGRYD

LKRKASEGVRVNMLVWDDCVLCPMFTHHQKIVVVDVSFIGGIDLCDGRYD

LKRKASEGVRVLMLVWDDCVLCGMFTHHQKIVVVDVSFIGGIDLCDGRYD

LKKKAGEGVRVLMLVWDDCVLCPMFTHHQKIVVVDLSFVGGLDLCDGRYD

LKRKASEGVRVLMLVWDDCVLCPMITHHQKIIVVDLSFVGGLDLCDGRYD

LKRKAKEGVRVLMLVWDDCVPCPALSHHQKTVIVDVSFVGGIDLTNGRYD

LIRKANEGVAVLMLVWDDCVLCPMFTHHQKTVIVDVSFLGGIDLCDGRYD

LKRKADEGVAVLVMPWQDCFLCPEFTHHQKTVTLDVSFIGGIDLCDGRYD

LKRKVQEGVRVIVLLWDDCVLSPLFTHHQKCVIVDTAFIGGLDLCDGRYD

LKMKSQEGVRVLLLVWDDVLLCPIFTHHQKTVIVDVAFVGGLDLCGGRYD

LRKKSQEGVRVLLLVWDDILLCPIFTHHQKTVILDVAFVGGLDLCGGRYD

LKFKSQEGVRVCLLVWDDCVLSPLFTHHQKCVLVDTAFIGGLDLCDGRYD

LKYKSQEGVRVLLLVWDDCVLSPLYTHHQKCVLVDTAFLGGLDLCGGRYD

LEARAKQGVQIYILLYKEVLRYPLWSHHEKIVIVDVCYIGGLDLCFGRYD

LESRAKQGVQIYILLYKEVLRYPLWSHHEKIVVVDVCYVGGLDLCFGRYD

LETKAKQGVKIYILLYKEVLRYPLWSHHEKIVIVDVCFIGGLDLCFGRYD

LENKAKQGVQIYILIYKEVLRYPLWSHHEKLVIVDVCFIGGLDLCFGRYD

LESRAKQGVQIYILLYKEVLRYPLWSHHEKIVIVDVCYIGGLDLCFGRYD

LEARAKQGVQIYILLYKEVLRYPLWSHHEKIVIVDVCYLGGLDLCFGRYD

LEAKAKEGVQIYILLYKEVLRHPSWSHHEKLVIIDICFIGGLDLCFGRYD

LEAKAKQGVQIYILLYKEVLRYPLWSHHEKLVIVDICFIGGLDLCFGRYD

LEEKAKQGVQIYVLIYKEVLRSPLWSHHEKLVIIDICFLGGLDLCFGRYD

PR RRDRRRRRRVRDRRRDRRRDR22R222222°2222°2°222°2°°
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Amino acids 101-150

At PLDol
At PLDa2
At PLDB1
At PLDB2
At PLDyl
At PLDy?2
At PLDy3
At PLDS
At PLDe
At PLDa3
OsPLDal
OsPLDa2
OsPLDnl
OsPLDn2
OsPLDn3
OsPLDv1
OsPLDv2
OsPLDSB1
OsPLDf32
OsPLDA
OsPLDu
OsPLD&S
OsPLDk
OsPLDO
PtPLDal
PtPLDa2
PtPLDa3
PtPLDo4
PtPLDA1
PtPLDB2
PtPLDfA3
PtPLDO1
PtPLDO2
PtPLDSO3

PtPLDO4

TPFHSLFRTLDTPREPWH-DIHSRLEGPIAWDVMYNFEQRWSVQLFRSID

TPFHSLFRTLDTPREPWH-DIHCRLEGPIAWDVLYNFEQRWSVQLFRSID

TPOQHPLFRTLOTPREPWH-DLHSKIDGPAAYDVLTNFEERWLVQIFRSID

TPOHPLFRTLOQTPREPWH-DLHSKIDGPAAYDVLTNFEERWLVQIFRSID

TPKHPLFRTLKTPREPWH-DLHSKIDGPAAYDVLANFEERWMVQVFRSID

TPKHSLFGTLKTPREPWH-DLHSKIDGPAAYDVLANFEERWMVQVFRSID

TPKHPLFRTLKTPREPWH-DLHSKIDGPAAYDVLANFEERWMVQVFRSID

TPEHRILHDLDTPRQPWH-DLHCRIDGPAAYDVLINFEQRWRVQIFRSID

TEEHSLFRTLGTPREPWH-DCHVSVVGGAAWDVLKNFEQRWTVQVLRSID

TVEHPLFGTLNSPREPWH-DIHCKLDGPAAWDVLYNFEQRWMVQVFRSID

TQYHSLFRTLDSPREPWH-DIHSRLEGPIAWDVLYNFEQRWRVQLFRSID

TPFHSLFRTLGTPREPWH-DIHCRLEGPVAWDVLYNFEQRWRVQLFRSID

TQFHSLFRTLDTPREPWH-DIHSKIEGPAAWDVLYNFEQRWRVQLFRSID

TQSHSLFRTLDAPREPWH-DIHSRLEGPVAWDVLYNFEQRWRVQVFRSID

TOQSHSLFRTLDAPREPWH-DIHSKLEGPIAWDVLYNFEQRWRVQLFRSID

TPEHRLFKDLDTPRQPWH-DLHCKIEGPAAFDILTNFEQRWRVQVFRSID

TPEHRLFKDLDTPRQPWH-DLHCKIEGPAAYDILTNFEQRWRVQIFRSID

TPSHPLFRSLOQTPREPWH-DLHSKIDGPAAYDVLONFQERWLVQVFRSID

TPTHPLFRSLOQTPREPWH-DLHSKIDGPAAYDVLTNFEERWLVQIFRSID

DENHTLFRDLDTPREPWH-DVHCRLEGRAAWDVLANFEQRWRVQVFRSID

TQEHPLFRTLDTPREPWH-DIHCRVEGPAAWDVLDNFEQRWRVQVFRSID

TPEHRLFKDLDTPRQPWH-DLHCRIDGPAAYDVLKNFEQRWRVQVFRSID

TPSHRLFADLGTPRQPWH-DMHCRVDGPAAYDVLENFEQRWRAQVFRSVD

TQEHPLFRTLATPREPWH-DVHCRIEGPAAWDVLDNFEQRWRVQVFRSID

TPFHSLFRTLDTPREPWH-DIHSRLEGPIAWDVLENFEQRWKVQLFRSID

TODHPLFKTLDSPREPWH-DIHCKLEGPVAWDVLYNFEQRWTVQLFRSID

TPSHPIFRTLDTPREPWH-DVHCRLEGSIAWDVLVNFEQRWRVQLFRSID

TPFHSLFRTLDTPREPWH-DIHSRLEGPIAWDVLENFEQRWKVQLFRSID

NPDHSLFRTLOQTQREPWH-DLHSRIDGPAAYDVLTNFEDRWMVQIFRSID

TPDHPLFRTLONPREPWH-DLHSRIDGPAAYDVLTNFEERWMVQIFRSID

TPOHPLFRTLQTPRQPWH-DLHCQIDGPAAYDILTNFEERWLVQVFRSID

TPEHRLFQDLDTPRQPWH-DLHCKIEGPAAYDVLTNFEQRWRVQVFRSID

TPEHRLFHDLNTPRQPWH-DLHCKIDGPAAYDVLINFEQRWRVQIFRSID

TPGHRLFHDLNTPRQPWH-DLHCKIDGPAAYDALINFEQRWRVQIFRSID

TPEHRLFRGLDTPRQPWH-DLHCKIEGPAAYDVLTNFEQRWRVQVFRSID
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PtPLDV
PtPLDe
MtPLDal
MtPLDa2
MtPLDa3
MtPLDB1
MtPLDB2
MtPLDB3
MtPLD&1
MtPLDv
MtPLDS3
MtPLDe
SbPLDal
SbPLDO2
SbPLDa3
SbPLDn1
SbPLDn2
SbPLDu
SbPLDA
SbPLDV
SbPLDB1L
SbPLDA2
SOPLDS
SbPLDk
SbPLD(1
SbPLD (2
AtPLD(2
AtPLD{1
0OSPLD{2
0OsPLD(1
PtPLD(1
PtPLD{(2
MtPLD{1
Ap PLDa
ApPLDB
ApPLDS
ACPLDS

AcPLDB

TPEHRLFRDLHTPRQPWH-DLHCKIEGPAAYDILTNFEQRWKVQVFRSID

TERHSLFHTLNTPREPWH-DAHACIVGQAALDVLTNFEQRWNVQVFRSID

TPFHSLFRTLDTPREPWH-DIHSRLEGPIAWDVLENFEQRWRVQLFRSID

TMEHPLFSTLNTPREPWH-DIHCKLEGPIAWDVLYNFEQRWEVQLFRSID

TMEHPLFSTLNTPREPWH-DIHCKLEGPVAWDVLCNFEQRWEVQLFRSID

TPOQHPLFKTLOQTPREPWH-DLHTKIDGPAAYDVLTNFEERWLVQIFRSID

TPAHSLFRTLQTPRQPWH-DLHSKVDGPAAYDILTNFEERWLVQIFRSID

TPAHSLFRTLQTPRQPWH-DLHSKVDGPAAYDILTNFEERWLVQIFRSID

TPEHRLFRDLDTPRQPWH-DLHCRIDGPAAYDVLINFEQRWRVQIFRSID

TPEHRLESDLDTPRQPWH-DLHCKIEGPAAYDILTNFEQRSRVQVFRSID

TPEHRLFRDLDTPRQPWH-DLHCKIEGPAAYDILTNFEQRWKIQVFRSID

TEKHSLFETLTQPREPWH-DAHACVTGEAAWDVLTNFEQRWTVQVYRSID

TQYHSLFRTLDSPREPWH-DIHSRLEGPIAWDVLYNFEQRWRVQLFRSID

TQYHSLFRTLDTPREPWH-DIHSRLEGPIAWDVLYNFEQRWRVQLFRSID

TPCHPLFRTLDGPREPWH-DIHCRLEGPVAWDVLYNFEQRWRVQLFRSID

TQFHSLFRTLDTPREPWH-DIHSKIEGPAAWDVLYNFEQRWRVQLFRSID

TQSHSLFSTLNTPREPWH-DIHCKIEGPAAWDVLHNFEQRWRVQVFRSID

TODHPLFRTLGTPREPWH-DIHCRVEGPAAWDVLENFEQRWKVQVFRSID

DENHTLFRDLDTPREPWH-DVHCRLEGPAAWDVLANFEQRWRVQVFRSID

TPEHRLFKDLDTPRQPWH-DLHCKIEGPAAYDILTNFEQRWRVQVFRSID

TPWHPLFRTLONPREPWH-DLHSKIDGPAAYDVLONFQERWLVQVFRSID

TPRHTLFRTLETPREPWH-DLHSKIDGPAAYDVLKNFEERWLVQIFRSID

TPEHRLFKDLDTPRQPWH-DLHCRIDGPAAYDVLLNFEQRWRVQVFRSID

TPSHRLFRDLNTPRQPWH-DLHCRLDGPAAYDVLKNFEQRWRAQVFRSVD

SPEHK----VADPRMPWH-DVQCALYGPPCRDVARHEFVQRWNCQVVRSVG
SPEHK----VADPRMPWH-DVQCALYGPACRDVARHEVQRWNCQVVRSVG
TAEHK----IGDPRMPWH-DVHCALWGPPCRDVARHFVQRWNCQIIRSVS
TFEHK----VGDPRMPWH-DVHCALWGPPCRDVARHEFVQRWNCQIIRSVS
TPEHK----VVDPRMPWH-DVQCALYGPACRDIARHFVQRWNCQVVRSVG
NSAHK----LSDPRMPWH-DVQCALYGPPCRDVARHFVQRWNCQVIRSVG
TIEHR----VGDPRMPWH-DVHCSLWGPPCRDIARHFVQRWNCQVIRSVS
TCEHR----VGDPRMPWH-DVHCALWGPPCRDVARHEFVQRWNCQVIRSVS

TPEHK----VGDPRMPWH-DVHCALWGPPCRDIARHEFVQRWNCQVIRSVS

DRV 02220220202°222°2°2°°2°2°
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AcPLDx

DRV 022222222222222222°22°2°

Amino acids 151-200

At PLDal
At PLDa?2
At PLDB1
At PLDB2
At PLDyl
At PLDy?2
At PLDy3
At PLDO
At PLDe
At PLDa3
OsPLDal
OsPLDa2
OsPLDnl
OsPLDN2
OsPLDn3
OsPLDv1
OsPLDv2
OsPLDf1
OsPLDB2
OsPLDA
OsPLDu
OsPLD&S
OsPLDx
OsPLD®
PtPLDal
PtPLDa2
PtPLDa3
PtPLDo4
PtPLDB1
PtPLDB2

PtPLDS3

GGAAAGDRSIQDAYIHAIRRAKDFIYVENQYFLGALHLIPKELSLKIVSK

GGAAAGDRSIQDAYIHAIRRAKDFIYIENQYFLGALHLIPKELSLKIVSK

SNSVKGDMSTHTAYVKATRAAQHFIYIENQYFIGANNLIPMETALKIAEK

SNSVKGDMSIHTAYVKAIRAAQHFIYIENQYFIGANNLIPMEIALKIADK

SSSVKGDMSTHAAYVKATIRSAQHFIYIENQYFLGANNLIPMETALKIANK

STSVKGDMSIHAAYVKAIRSAQHFIYIENQYFLGANNLIPMEIALKIANK

SSSVKGDMSTHAAYVKATIRSAQHFIYIENQYFLGANNLIPMETALKIANK

SGSVKGDKSIQTAYIQTIRSAQHFIYIENQYFLGADNLIPMELALKIVSK

HISATEEKSVHDGYVAATIRKAERFIYIENQYFMGCTNLIPVETALKIAAK

DGAVEGERSIQDAYVNAIRRAKNFIYIENQYFLGALQLIPKEISLKIVSK

GGAAFGDRSIQDAYIHAIRRAKNFIYIENQYFLGALHLIPKELALKVVSK

GGAAFGDRSIQDAYTIAATRRARSFIYIENQYFLGALHLIPKELSMKVVSK

GGACFGDRSIQDAYIHAIRRAKNFIYIENQYFLGALHLIPREISLKIVNK

GGACDGERSIQDAYTHATRRARDFIYIENQYFIGAVNLIPRELSLKIMSK

GGACDGERSIQDAYIHAIRRARDFIYIENQYFIGAVNLIPRELSLKIVSK

SGSVKGDKSIHSAYVKAIRSAQHFIYIENQYFIGADNLIPVELALKIASK

SGSVKGDKSIHNAYVKAIRSAQHYIYIENQYFIGAENLIPIELAIKIARK

SNSAKGDMSIHTAYVNATIRGAQHFIYIENQYFIGANNLIPIETIALKIANK

SNSVKGDMSVQTAYVNAIRGAQHFIYIENQYFLGANNLIPIETALKIANK

DASVVGDRSIQAGYVEATRRARRFIYVENQYFLGCLNLVPVEIALKVAAK

GGAAAGERSIQDAYIHAIRRARDFIYVENQYFLGALHLVPRELSLKIASK

SGSLKGDKSIHTAYVRAIRSAQHFIYIENQYFLGADNLVPIELALKIASK

SGSVKGEQSIHTAYVRAIRSAKRFIYIENQYFIGAGNLVPMEIALKVASK

SRAVDRERSIQDGYIHAIRRAKYFIYIESQCFLGAPHTIPKELSLKLASK

GGAAFGDRSIQDAYINAIRRAKNFIYIENQYFLGALHLIPKELSLKIVSK

DGAVVGDRSIQDAYINAIRRAKNFIYIENQYFLGALHLIPKELSLKIVSK

GGAAFGDRSIQDAYINAIQRAKSFIYIENQYFLGALHLIPKELSLKIVSK

GGAAFGDRSIQDAYVNATIRRAKNFIYIENQYFLGALHLIPKELSLKIVSK

SNSVKDDMSIHTAYVKAIRAAQHFIYIENQYFIGANNLIPMEIALKIANK

SNSVKDDMSTHTAYVMATRAAQHFIYIENQYFIGANNLIPMETALKIANK

SNSVKGDMSIHTAYVNAIRAAQHFIYIENQYFLGANNLIPMEIALKIADK
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PtPLD51
PtPLD&2
PtPLD53
PtPLD&4
PtPLDV
PtPLDe
MtPLDal
Mt PLDa2
MtPLDa3
Mt PLDB1
MtPLDB2
Mt PLDB3
MtPLD&1
MtPLDV
MtPLD&3
MtPLDe
SbPLDal
SbPLDa2
SbPLDa3
SbPLDn1
SbPLDA2
SbPLDp
SbPLDA
SbPLDV
SbPLDA1L
SbPLDB2
SOPLDS
SbPLDx
SbPLD(1
SbPLD {2
AtPLD{2
AtPLD{1
0sPLD{2
OsPLD{1
PtPLD(1
PtPLD(2
MtPLD(1

Ap PLDa

SGSLKGDKSIQTAYVQAIRLAQHFIYIENQYFLGAENLIPMELALKIASK

SGSLKGDKSIQTAYIQATRSAQHFIYIENQYFLGADNLIPMELALKIASK

SGSLKGDKSIQTAYIQAIRSAQHFIYIENQYFLGADNLIPMELALKIVSK

SGSLKGDKSIQTAYIQATIRSAQHFIYIENQYFLGAENLIPMELALKIASK

SGSVKGDKSIHTAYVKAIRSAQHFIYIENQYFLGADNLVPMELALKIASK

HVSATHERSTIHEAYVEATIRRAERFIYIENQYFIGCTNLIPIETALKVVNK

GGAAFGDRSIQDAYINAIRRAKNFIYIENQYFLGALHLIPKELSLKIVSK

GGAVSNDRSIQDAYINAIRRAKNFIYIENQYFLGALHLIPKELSLKIISK

AGAASGDRSIQDAYINAIRRAKNFIYIENQYFLGALHLIPKELSLKIVSK

SGSVKGDMSTHTAYVKATRAAQHYIYIENQYFIGANNLIPMETIALKIAEK

SNSVKGDMSIHSAYVKAIRAAQKFIYIENQYFLGANNLIPMEIALKIANK

SNSVKGDMSTHSAYVKATRAAQKFIYIENQYFLGANNLIPIETALKIANK

SGSLKGEKSIQTGYIQAIRSAQHFIYIENQYFIGADNLIPMELALKIASK

SGSVKGDQSTHAAYVKATIRSAQRFVYIENQYFLGANHLIPMELALKIASK

SGSLKGDKSIQTAYIHAIRSAQHFIYIENQYFIGADNLIPMELALKIVSK

HVSASQESSIHEAYVEAIRRADREVYIENQYFIGCTNLIPIEIALKVVNK

GGAAFGDRSIQDAYINAIRRAKNFIYIENQYFLGALHLIPKELSLKIVSK

GGAAFGDRSIQDAYINAIRRAKNFIYIENQYFLGALHLIPKELSLKIVSK

GGAAFGDRSIQDAYTHATRRARSFIYIENQYFLGALHLIPKELSMKVVSK

GGACYGDRSIQDAYIHAIRRAKHFIYIENQYFLGALHLIPRELSLKIVSK

GSACSGDRSIQDAYTHATRRAKRFIYIENQYFLGALQLVPRELSLKIVSK

GGAAAGERSIQDAYIHAIRRARDEVYIENQYFLGALHLIPKELSLKIVSK

DASVVGDRSIQIGYVEAVRRARRFIYIENQYFLGCLNLVPVEIALKVAAK

SGSVKGDKSIHNAYVKAIRSAQHFVYIENQYFIGAENLIPIELAIKIARK

SNSAKGDMSIHTAYVHATRAAQHYIYIENQYFIGANNLIPIETIALKIANK

SNSVKGDMSVHTAYVNAIRGAQHFIYIENQYFLGANNLIPIETALKIANK

SGSLKGDKSIHTAYVRAIRSAQHFIYIENQYFLGADNLIPIELALKIASK

AGSVKREQSTHAAYVAAIRSAERFVYVENQYFIGACNLVPMEIALKVASK

QWSA-GEGSIHNAYFSLIEKAEHFVYIENQFFISIKNRVLEALYRRILRA

PWSA-GEGSIHNAYFSLIEKAEHFVYIENQFFISIKNRVLEALYRRILRA

QWSA-GEDSTHRAYCSLIQNAEHFIYIENQFFISILNRVLEALYRRILKA

QWSA-GEESTHSAYRSLIDKAEHFIYIENQFFISVKNRVLEALYKRILRA

PWSA-GEGSTIHNAYFSLIEKAEHFVYIENQFFISTKNRVLEALYRRILRA

QWSA-GEGSIHNAYFSLIEKAEHFVYIENQFFISIKNRVLEALYRRILRA

QWST-GEESTHKAYCSLIEKAEHFIYIENQFFISTIQNRVLDATIYKRVIQA

QWSA-GEESIHCAYCSLIEKAEHFVYIENQFLISIRNRVLEALYRRIMRA

QWSV-GEESTHTAYCSLIEKAKHFIYIENQFFISIQNRILEATYRRILKA
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ApPLDB PRRR222222222222222222222222222 2 ?2GANNLIPMETALKIANK
ApPLDS PRR222222727222222722222222222222 22 ?EADNLIPMETALKVASK
AcPLDS SGSVKGDKSIHAAYVNAIRAAEHFIYVENQYFIEADNLIPMEIALKVASK
AcPLDB PRR22222227222222222222222222222 2 2GANNLIPMETALKIANK
AcPLDx ??2?2?2?2?DRSIQDAYTIHATIRRAKNFIYIENQYFLGALHLIPKELSLKIVSK

Amino acids 201-250
At PLDal IEKGEKFRVYVVVPMWP--EGSGSVQAILDWQRRTMEMMYKDVIQALRA-

At PLDa2 IKAGEKFKVYVVVPMWP--EGSGSVQAILDWQKRTMEMMYKDVIKALRE -
At PLDB1 IRANERFAAYIVIPMWP--EGGAATQRILYWQHKTIQMMYETIYKALVE-
At PLDB2 IRAKERFAAYIVIPMWP--EGGAATQRILYWQHKTMQOMMYGTIYNALVE-
At PLDyl IRAREKFAAYIVIPMWP--EGSNPIQRILYWQHKTMOMMYQTIYKALVE-
At PLDy2 IRARENFAAYIVIPMWP--EGSKPIQRILYWQHKTMOMMYQTIYKALLE-
At PLDy3 IRAREKFAAYIVIPMWP--EGSNPIQRILYWQHKTMOMMYQTIYKALVE-
At PLDO IRAKERFAVYVVIPLWP--EGSGPVQEILYWQSQTMQOMMYDVIAKELKA-
At PLDe IRARERFAVYIVIPMWP--EGSETVEEILHWTRETMSMMYQIIGEAIWE-
At PLDa3 IEAGERFSVYIVIPLWP--EGSASVQAILDWQRRTMEMMYTDIIIALRK-
OsPLDal IEAGERFTVYVVVPMWP--EGSGSVQAILDWQRRTMEMMYTDITEALQA-
OsPLDa2 IEAGERFTVYVVVPMWP--EGSGSVQAILDWQRRTMEMMYTDIAHATIQA-
OsPLDpl IEAGERFAVYVVLPMWP--EGSGSVQAILDWQRRTMEMMYYDIAVALEA-
OsPLDn2 IAAGERFTVYVVVPMWP--EGSQAMQATILDWQRRTMEMMYADIAGALKA-
OsPLDn3 IAAGERFAVYVVVPMWP--EGNEAMQAILDWQRRTMEMMYYDIAVALKA-
OsPLDv1 IKANEQFAVYIVLPMWP--EGAAPMOQILFWQGQTMSMMYKIIADALRM-
OsPLDv2 IKARERFAAYIVIPMWP--EGTAAMQEILFWQGQTMSMMYKIVAEALQK-
OsPLDB1 IKAKERFSAYIVIPMWP--EGGAPTQRILYWQHKTMQOMMYETIYRALKE-
OsPLDf2 IYANERFSAYIVIPMWP--EGGAPTQRILYWQKKTMOMMYEVIHKALKE-
OsPLDA IRRGERFAAYVVTPMWP--EGGDSVQAILRWNRLTVEMMYGIVTKAIDD-
OsPLDu IAAGERFAVYVVVPMWP--EGSDSVQAILDWQRRTMEMMYRDVDAATIQA-
OsPLD&S IRAGERFAVYVVIPMWP--EGAASVQEILFFQ--TMEMMYRITAQELKA-
OsPLDk IAAGERFAVYIVIPMWP--EGSGPIQEILFWQRQTMQOAMYEVIAAAIRA-
OsPLDO IRSGDSFRVYVVLPMWP--EGSATVQAVLDWQRRTMEMMYKDVAAATLAA-
PtPLDal IEAGERFTVYVVVPMWP--EGSASVQAILDWQRRTMDMMYKDVIQALRA-
PtPLDa2 IEAGERFTVYIVIPMWP--EGSGSVQAILDWQRRTMDMMYSDITEALVK-

PtPLDa3 IKAGERFSVYVVIPMWP--EGSGSVQAILNWQKRTMEMMYSDIAEALQD-
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PtPLDo4
PtPLDAL
PtPLDA2
PtPLDRB3
PtPLDS1
PtPLD&2
PtPLDS3
PtPLDS4
PtPLDV
PtPLDe
MtPLDal
MtPLDa2
MtPLDa3
MtPLDB1
Mt PLDB2
MtPLDB3
MtPLD&1
MtPLDv
MtPLD&3
MtPLDe
SbPLDal
SbPLDo2
SbPLDa3
SbPLDn1
SbPLDn2
SbPLDu
SbPLDA
SbPLDV
SbPLDA1L
SbPLDA2
SbPLDS
SbPLDK
SbPLD{1
SbPLD (2
AtPLD{2
AtPLD(1
OSPLD(2

OsPLD(1

IEAGERFTVYVVVPMWP--EGSGSVQAILDWQRRTLEMMYKDVIEALRA-

IRANERFAAYIIVPMWP--EGGAATQRILFWQHKTMOMMYETIYKALDE -

IRAHERFAAYIVVPMWP--EGGAATQRILFWQHKTMOMMYETIYKALVE-

IRAHERFSAYILIPMWP--EGSAPIQRILFWQHKTMOMMYETIYKALVE-

IRAKERFAVYVVIPMWP--EGSASVQEILFWQGQTMOMMYEVIAKELKS -

IRAKERFAVYVVIPLWP--EGTNTVQEILFWQSQTMQAMYEKIAQELKS-

IRAKERFAVYVVIPLWP--EGTNTVQEILFWQSQTMQAMYEKIAQELKS—

IRAKERFAVYVVIPMWP--EGSASVQEILFWQGQTMQMMYEVIANELKS-

IRANERFSVYIVIPMWP--EGSASVQEILYWQGQTMAMMYKIIAKELEK-

IRAKERFAVYILMPMWP--EGSEPVQDILHWTRQTMAMMYKLVGEALQE-

IEAGERFTVYVVVPMWP--EGSSSVQAILDWQRRTMDMMYKDIIEALNA-

IEAGERFVVYVVIPMWP--EGSASVQAILDWQRRTMEMMYTEIADATKK-

IEAGERFSVYIVIPMWP--EGSASVQAILDWQRRTMEMMYSDIAEALQR-

IKANERFAVYIVIPMWP--EGGAATQRILFWONKTMQMMYETISKALVE-

IKHKERFCVYIVIPMWP--EGSTATQRILFWQFKTMQOMMYGTIYKALEE-

IKQKERFSVYIVIPMWP--EGSTATQRILFWQFKTMOMMYGTIYKALEE-

IKAKERFAIYIVLPMWP--EGSGAVQEILFWQAQTMOMMYNVVAKELKS -

ITIAHERFSVYIVIPMWP--EGSAAVQEILFWQGQTMSMMYKIVADALAK-

IRSRERFTVYIVIPMWP--EGSGSVQEILYFQGQTMQOMMYEITARELRF -

IKARERFAVYIVIPMWP--EGSEPVODILHWTRETMTMMYKLIGEAIIE-

IEAGERFTVYVVVPMWP--EGSASVQAILDWQRRTMDMMYTDITQALQA-

IEAGERFTVYVVVPMWP--EGSFSVQPILDWQRRTMEMMYTDITQALHA-

IEAGERFAVYVVVPMWP--EGSGSVQAILDWQRRTMEMMYTDIAQATIQA-

IEAGEHFAVYVVLPMWP--EGGGSVQAILDWQRRTMDMMYNDISVALEA-

IEAGEPFVVYIVVPMWP--EGAWNIQAMLSWQSRTMEMMYTDVSRALKA-

IEAGERFAVYVVVPLWP--EGSGSVQAILDWQRRTMEMMYRDVTLATIRA-

IRRGERFAVYVVTPMWP--EGGEAVQAILLWNRRTVEMMYGVVAKAIDD-

IKAKERFAAYIVIPMWP--EGTAAMQEILYWQGHTMSMMYKIVADALRK-

IKANERFSAYIVVPMWP--EGGAATQRILYWONKTMQOMMYETIYRALKE-

IYSNERFSAYIVVPMWP--EGGTPTQRILYWQKKTMOMMYEIIYKALKE-

IRAGERFAVYVVIPMWP--EGAASVQEILFFQAQTMEMMYKITIADELKA-

IRAGEPFAAYVVMPMWP--EGSGPAQEILFWONQTMEMMYRVVAAAAME -

EREKKRFKAIIIIPLLPGFQGAASVRAIMHWQYRTICRGSNSILONLED-

EKEKKRFRVIIVIPLLPGFQGAASVRAIMHWQYRTICRGPNSILKNLYD-

HEENKCFRVVIVIPLLPGFQGAATVRALMHWQYRTISREGTSILDNLNA-

HNEKKIFRVVVVIPLLPGFQGAASVRAIMHWQYRTIYRGHNSILTNLYN-

EKEKRCFRVIIVIPLLPGFQGAASVRAIMHWQYRTICRGPNSILKNLYD-

EREKKRFKAIIIIPLLPGFQGAASVRAIMHWQYRTICRGPNSILONLYD-
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PtPLD(1
PtPLD(2
MtPLD{1
ApPLDa
ApPLDB
ApPLDS
ACPLDS
AcPLDB

AcPLDa

YKENKCFRVIIVIPLSPGFQGAATVRAIMHWQYRTISRKKTSILYNLNT -

FNDKKCFRVIIVIPLLPGFQGAASVRAIMHWQYRTICRGONSILHNLYD-

HKEQEDFRVIVVLPLLPGFQGAATVRALTHWQYRTISRERHSILHNLDA-

IEAGERFTVYVVVPMWP--EGSGSVQAILNWPRRTMEMMYTDIAEALQAK

IKANERFSVYIVIPMWP--EGGAATQRILYWQKKTMOMMYETIYKALKEE

IRARKRFAVYIIIPMWP--EGSAAAQEILFWONQTMRMMYKIIGQELRSM

IRARERFAVYIIIPMWP--EGSPAVQEILFWONQTMOMMYKIVGQELRSM

IKANERFSVYIVIPMWP--EGGAATQRILYWQKKTMQMMYETIYKALKEE

IEAGERFTVYVVVPMWP--EGSGSVQAILDWQRRTMEMMYTDIAEALQAK

Amino acids 251-300

At PLDal
At PLDa?2
At PLDB1
At PLDB2
At PLDyl
At PLDy2
At PLDy3
At PLDO
AtPLDe
At PLDa3
OsPLDal
OsPLDa2
OsPLDnl
OsPLDn2
OsPLDn3
OsPLDv1
OsPLDv2
OsPLDf1
OsPLDSB2
OsPLDA
OsPLDu
OsPLDS

OsPLDk

GLE--EDPRNYLTFFCLGNIYVHTKMMIVDDEYIIIGSANINQRSMDGAR

GLEG-EDPRDYLTFFCLGNIYVHTKMMIVDDEYITIIGSANINQRSMDGAR

GLEGAFSPQDYLNFFCLGNVYVHSKGMVVDDEYVVIGSANINQRSMEGTR

GLEDEYSPQODYLNFFCLGNIYVHSKGMVVDDEYVVIGSANINQRSMEGTR

GLDSQFEPQDFLNFFCLGTIYVHSKGMVVDDEFVLIGSANINQRSLEGTR

GLDGQLEPQDFLNFFCLGNIYVHSKGMVVDDEFVLIGSANINQRSLEGTR

GLDGQLEPQDFLNFFCLGTIYVHSKGMVVDDEFVLIGSANINQRSLEGTR

QSD--AHPLDYLNFYCLGKIYVHAKGMIVDDEYVLMGSANINQRSMAGTK

GDK--SHPRDYLNFFCLANVYVHSKLMIVDDTYILIGSANINQRSMDGCR

GLD--ANPRDYLTFFCLGNIYVHSKMMIVDDEYITIIGSANINQRSMDGGR

GIE--ANPKDYLTFFCLGNIYVHTKMMIVDDEYIIIGSANINQRSMDGAR

GID--ADPKDYLTFFCLGNIYVHTKMMIVDDEYIIVGSANINQRSMDGAR

RIN--ADPRDYLTFFCLGNIYVHSKMMIVDDEYIIVGSANINQRSMDGGR

RMD--ADPRDYLTFFCLGNIYVHSKMMIVDDEYIIVGSANINQRSMDGGR

HSD--ADPRDYLTFFCLGNIYVHSKMMIVDDEYIIVGSANINQRSMDGGR

GLVE-AHPQDYLNFYCLGKIYVHSKGMVVDDEYVIIGSANINQRSMEGCR

GLDD-THPQODYLNFYCLGKIYVHSKGMIVDDEYVLIGSANINQRSMDGSR

GLDDLYEPQDYLNFFCLGNVYVHSKGMIVDDEYVIIGSANINQRSMEGIR

GLDNTYEPQDYLNFFCLGNVYVHSKGMIVDDEYVIIGSANINQRSMEGTR

GLRGQAHPCDYLNFFCLGNIYVHAKLMIVDDEYVMVGSANLNERSLAGNR

GIR--ADPTDYLNFFCLGNIYVHAKTMIVDDEYIIVGSANINQRSMDGGR

NIKN-AHPQDYLNFYCLGNIYVHAKGMIVDDEYVILGSANINQRSLAGSR

GMEGAAHPRDYLNFYCLGKIYVHSKGMIVDDEYVIVGSANINQRSLAGSR
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OSPLD®

PtPLDal
PtPLDO2
PtPLDG3
PtPLDo4
PtPLDAL
PtPLDA2
PtPLDRA3
PtPLDS1
PtPLDS2
PtPLDS3
PtPLDS4
PtPLDV

PtPLDe

MtPLDal
MtPLDa2
MtPLDa3
MtPLDB1
MtPLDB2
MtPLDB3
MtPLD&1
MtPLDv

MtPLD&3
MtPLDe

SbPLDal
SbPLDo2
SbPLDa3
SbPLDn1
SbPLDA2
SbPLDu

SbPLDA

SbPLDV

SbPLDB1
SbPLDA2
SbPLDS

SbPLDK

SbPLD{1

SbPLD{(2

GST--QONPREYLSFFCLGNINVNANIMIVDDEYIIVGSANVNQRSMDGGR

GLE--EDPRNYLTFFCLGNIYVHAKMMIVDDEYITIIGSANINQRSMDGAR

GLN--TDPREYLAFFCLGNIYVHAKMMIVDDEYIIIGSANINQRSMDGSR

GVE--ANPKDYLTFFCLGKIYIHAKMMIVDDEYIITGSANINQRSMDGGR

GLE--EDPRNYLTFFCLGNIYVHAKMMIVDDEYIIIGSANINQRSMDGAR

GLEDAFSPQDFLNFFCLGNIYVHSKGMIVDDEYVILGSANINQRSMEGTR

GLEEAFSPODFLNFFCLGNIYVHSKGMIVDDEYVILGSANINQRSMEGTR

GLENTYEPQDYLNFFCLGNIYIHSKGIIVDDEYVILGSANINQRSMEGTR

NLEN-SHPQDYLNFYCLGNVYVHAKGMIVDDEYIILGSANINERSMAGSR

DLVD-SHPQDYLNFYCIGKIYVHAKGMIVDDEYVIVGSANINQRSMAGSK

NLVD-SHPQDYLNFYCIGKIYVHAKGMVVDDEYVIMGSANINQRSMAGSK

NLEN-SHPQDYLNEFYCLGNIYVHAKGMVVDDEYVILGSANINQRSMAGSR

GLSYQYHPQYYLNFYCLGKIYVHAKGMVVDDEYVIMGSANINQRSLDGSR

GEP--GHPRDYLNFFCLANVYVHSKLMIVDDAYMLIGSANVNQRSMDGRR

GLE--ENPRDYLTFFCLGNIYVHAKMMIVDDEYIIVGSANINQRSMDGAR

NIE--AHPRDYLTFYCLGKIYVHSKMMIVDDEYIVIGSANINQRSMDGGR

GIR--ANPRDYLSFYCLGNIYVHAKMMIVDDEYIIIGSANINQRSMDGAR

GLEAAFSVQDYLNFFCLGNIYVHSKGMIVDDEYVIVGSANINQRSMEGTR

GLENEYEPQDYLNFFCLGNIYVHSKGMIVDDEYVLMGSANINQRSMEGTR

GLANEYEPQDYLNFFCLGNIYVHSKGMIVDDEYVLMGSANINQRSMEGTR

QLSD-VHPQDYLNFYCLGNIYVHAKGMIVDDEYVILGSANINQRSMAGTK

GLSECYHPQODYLNFYCLGKIYVHAKGMIVDDGYVIIGSANINQRSMDGSR

KLND-SHPQDYLNFYCLGNIYVHAKGMVVDDEYAMVGSANINQRSLAGSR

GEP--GHPRDYLNFFCLANVYVHSKLMIVDDLYILIGSANVNQRSMDGQR

GIE--ANPKEYLTFFCLGNIYVHTKMMIVDDEYITIIGSANINQRSMDGAR

GIE--ANPKDYLTFFCLGNIYVHSKMMIVDDEYIIVGSANINQRSMDGAR

GID--ANPRDYLTFFCLGNIYVHTKMMMVDDEYIIVGSANINQRSMDGAR

RID--RNPRDYLTFFCLGNIYVHSKMMIVDDEYIIVGSANINQRSMDGGR

NID--ANPKDYLSFFCLGNIYVHSKLMIVDDEYIIIGSANINQRSMDGAR

GLQ--DDPRDYLTFFCLGNIYVHAKTMIVDDEYIIVGSANINQRSMDGGR

GLRGQAHPCDYLNFFCLGNIYVHAKLMIVDDEYVMVGSANLNERSLAGNR

GLHE-SHPQEYLNFYCLGKIYVHSKGMIVDDEYVLIGSANINQRSMDGSR

GLDDMYEPQDYLNFFCLGNVYVHSKGMIVDDEYVIVGSANINQRSMEGIR

GLDGTYEPQDYLNFFCLGNVYVHSKGMIVDDEYVIIGSANINQRSMEGTR

DIKD-MQLEDYLNFFCLGNIYVHAKGMIVDDEYVILGSANINQRSLAGSR

GKSG--HPTDYLNFYCLGNVYVHSKGMIVDDEYVIIGSANINQRSLAGSR

GPK----AHDYISFYGLRAIYVHSKLMIVDDRITLIGSANINDRSLLGSR

GSK----AHDYISFYGLRAIYVHSKLMIIDDRMALIGSANINDRSLLGSR
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AtPLD{2
AtPLD{1
OsPLD/?2
OsPLD(1
PtPLD{1
PtPLD{2
MtPLD{1
ApPLDo
ApPLDp
ApPLDS
AcPLDO
AcPLDB

AcPLDa

GPK----TQDYISFYGLRSIYVHSKLMIVDDRIAVIGSSNINDRSLLGSR
GVK----AHDYISFYGLRAVYVHSKIMIVDDRAALIGSANINDRSLLGSR
GSK----AHDYISFYGLRAIYVHSKLMIIDDRMTLIGSANINDRSLLGSR
GPK----AHDYISFYGLRAIYVHSKLMIIDDRITLIGSANINDRSLLGSR
GPK----THDYISFCGLRTVYVHSKVMIVDDRIAYIGSSNINDRSLLGSR
GPK----THDYISFYGLRSVYVHSKIMIIDDRTTLIGSANINDRSLLGSR
GRK----THDYISFYGLRSVYVHSKLMIIDDRVALIGSSNINDRSLLGSR

GLEDIYGPQODYLNFFCLGNIYVHSKGMIVDDEYVIVGSANINQRSLEGTR

NMEE-AHPQDYLNFFCLGNIYVHSKGMIVDDEFVLLGSANINQRSMDGSR

NMEG-AHPHEYLNFYCLGNIYVHSKGMIVDDEVVLLGSANINQRSMDGIR

GLEDIYGPQDYLNFFCLGNIYVHSKGMIVDDEYVIVGSANINQRSLEGTR

Amino acids 301-350

At PLDol
At PLDa?2
At PLDB1
At PLDB2
At PLDyl
At PLDy2
At PLDy3
At PLDO
At PLDe
At PLDa3
OsPLDal
OsPLDa2
OsPLDnl
OsPLDn2
OsPLDn3
OsPLDv1
OsPLDv2
OsPLDf1

OsPLDB2

DSEIAMGGYQPHH-LSHR----QPARGQI-HGFRMSLWYEHL-GFLDPSS

DSEIAMGGYQPYH-LSTR----QPARGQI-HGFRMSLWYEHL-GFLDPSS

DTEIAMGAYQPQH-TWAR--KHSGPRGQI-YGYRMSLWAEHM-AFTQPES

DTEIAMGAYQPQH-TWAR--RQSGPRGQI-YGYRMSLWAEHM-AFVEPES

DTEIAMGGYQPHY-SWAM--KGSRPHGQI-FGYRMSLWAEHL-GFEEPEN

DTEIAMGGYQPHH-SWAK--KGSRPRGQI-FGYRMSLWAEHL-GFEEPEN

DTEIAMGGYQPHH-SWAK--KGSRPRGQI-FGYRMSLWAEHL-GFEEPEN

DTEIAMGAYQPNH-TWAH--KGRHPRGQV-YGYRMSLWAEHL-GFVEPSD

DTEIAIGCYQTNT-NNTN--—-—-—--—-—-— EI-QAYRLSLWYEHT-GSSEPES

DTEIAMGAYQPSHLLSTN---NMRPVGQI-FSFRISLWLEHL-RFQCPES

DSEIAMGGYQPYH-LATR----QPARGQI-HGFRMALWYEHL-GFQRPES

DSEIAMGAYQPHH-LAAA---GRPARGQV-HGFRMALWYEHL-GFQRPES

DSEIAMGAFQPCH-LNTK---GLVARGQI-HGFRMSLWYEHL-GFLNPES

DSEIAMGAFQPHH-LNIG---GQLARGQI-HGFRMSLWYEHLGGFLHPGS

DSEIAMGAFQPHH-LNVN---GQAARGQI-HGFRMSLWYEHL-GFVHPGS

DTEIAMGAYQPHY-KWSADHDQGPPRGQV-YGYRMSLWAEHL-GFGRPET

DTEIAMGAYQPHY-SWAG--RKKAPRGQV-YGYRMSLWAEHL-GFRWPHS

DTEIAMGAYQPQY-TWAS--KVSAPRGQI-YGYRMSLWAEHI-GEFNYPET

DTEIAMGAYQPQY-TWAN--MLSAPRGQI-YGYRMSLWAEHI-GFSCPES
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OSsPLDA
OsPLDu
OSPLDS
0OSPLDk
OsPLD®
PtPLDal
PtPLDO2
PtPLDO3
PtPLDo4
PtPLDAL
PtPLDA2
PtPLDRA3
PtPLDS1
PtPLDS2
PtPLDS3
PtPLDS4
PtPLDV
PtPLDe
MtPLDal
MtPLDa2
MtPLDa3
MtPLDB1
MtPLDB2
MtPLDB3
MtPLD&1
MtPLDv
MtPLD&3
MtPLDe
SbPLDal
SbPLDO2
SbPLDa3
SbPLDn1
SbPLDA2
SbPLDu
SbPLDA
SbPLDV
SbPLDA1

SbPLDB2

DSEIAQGSYQPAH-LNGG--PSGRARGLV-HAFRMSLWHEHL-MFLEPES

DTEIAMGAYQPSH-LASV---NRPARGQV-HGFRLALWHEHL-GLLRPSS

DTEIAMGAYQPHH-TWST--KGGHPRGQV-YGYRTSLWAEHL-GFKDPSS

DTEIAVGAYQPNL-RAGA---G-AGDGQV-FGFRMLLWEEHL-GLRSPES

DTEMAMGAYQPRH-LDTP---NSWPRGQV-HQFRLALWREHL-GMIYPSR

DSEIAMGGYQPYH-LATR----QPARGQI-HGFRLGLWYEHL-GFLKPEN

DSEIAMGGYQPHH-LATS----QPARGQI-YGFRMALWYEHL-GFQHPES

DTEIAMGAYQPYH-LATN----QPARGQI-HGFRMSLWYEHL-GFCHPES

DSEIAMGGYQPYH-LATR----QPARGQI-HGFRLGLWYEHL-GFLHPES

DTEIAMGAYQPQH-TWAK--KQSNPLGQI-HGYRMSLWAEHT-GFTKPES

DTEIAMGAYQPQH-TWAR--KQSNPLGQI-HGYRMSLWAEHT-GFTKPES

DTEIAMGAYQPNH-TLAR--KNSRSHGQV-YGYRMSLWAEHI-GFEQPET

DTEIAMGAYQPHH-TWSN--KKRHPLGQV-YGYRMSLWAEHL-GFKEPGS

DTEIAMGSYQPHH-TWVT--KKKHPRGQV-YGYRMSLWREHL-GFMEPDN

DTEIAMGSYQPRH-TWAA--RKKHPRGQI-YGYRMSLWVEHL-GFMEPED

DTEIAMGAYQPHH-TWSN--KKRHPLGQV-YGYRMSLWAEHL-GFKEPES

DTEIAMGAYQPTY-TWAR--KNSHPHGQV-YGYRMSLWAEHL-GFDEPQS

DTEIATIGCYQPKNGENTR--——-— NPRDIL--AYRMSLWYEHT-GFLEPES

DSEIAMGAYQPYH-LANR----QPARGQI-HGFRMSLWYEHL-GFLHPES

DTEIAMGAFQPHH-LASTSNGSQRPQGQV-YGFRRALWYEHI-GFDEPER

DSEIAIGAFQPNH-IATN---NRPPKGQI-YGFRRALWHEHL-GYENPES

DSEIAMGAYQPHH-TWAR--KHSNPLGQI-HGYRMSLWAEHT-GFLQPES

DTEIAMAAYQPNH-TWAT--KKSNPHGQV-HGYRMSLWSEHI-GFKQPES

DTEIAMGAYQPNH-TWAT--KKSNPHGQV-HGYRMSLWSEHI-GFKQPES

DTEIAMGSYQPHY-TWSA--RKKHPHGQI-YGYRMSLWAEHL-GFKEPER

DTEIAMGAYQPKH-TLAE--KNSLPRGQV-YGYRMSLWAEHL-GFTEPHT

DTEIAMGAYQPHH-TWSK--KNGHPRGQV-YGYRMSLWAEHL-GFKEPES

DTEIAIGGYQSHQ-DGVD---HPISKGDI-HEYRMSMWYEHT-GFLEPES

DSEIAMGAYQPYH-LATR----QPARGQI-HGFRMSLWYEHL-GFQRPES

DSEIAMGAYQPYH-LATK----QPARGQI-HGFRMSLWYEHL-GFQHPES

DSEIAMGAYQPHH-LAAA---SRPARGQV-HGFRMSLWYEHL-GFTRPDS

DSEIAMGAYQPCH-LNTK---GQVARGQV-HGFRMSLWYEHL-GFLNPGS

DSEIAMGAYQPSH-LNTN---GDVARGQV-HGLRMSLWYEHL-GFKDPGS

DTEIAMGAYQPGY-LATR---NRPARGQV-HGFRVSLWQEHL-ALLRPSS

DSETAQGSYQPAH-LNGP---CRRARGQV-HGFRMSLWHEHFIMFLEPES

DTEIAMGAYQPHY-SWAG--SGSPPKGQV-YGYRMSLWAEHL-GFRRPES

DTEIAMGAYQPQY-TWAN--KLSAPRGQI-YGYRMSLWAEHI-GFHYPES

DTEIAMAAYQPQH-TWAN--TLSAPRGQI-FGYRMSLWAEHI-GFTMPES
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SbPLDS
SbPLDxk
SbPLD{1
SbPLD {2
AtPLD{2
AtPLD{1
OsPLD{2
OsPLD({1
PtPLD(1
PtPLD{2
MtPLD{1
ApPLDo
ApPLDS
ApPLDS
AcPLDO
AcPLDB

AcPLDa

DTEIAMGAYQPHY-AWST--KNGHPHGQV-YGYRTSLWAEHL-GFKDPSS

DTEIAVGAYQPDH-TGAD---GDAPRGKV-HAYRMSLWEEHL-GVQRPES

DSEIAVVIEDKEV-VNSKMDGRPWEAGKEFSLSLRLSLWAEHL-GIMDPID

DSEIGIVIEDKEV-VSSIMDGRPWEAGKFSLSLRLSLWAEHL-GIMDPVD

DSEIGVVIEDKEF-VESSMNGMKWMAGKESYSLRCSLWSEHL-GIEDPIK

DSEIGVLIEDTEL-VDSRMAGKPWKAGKFSSSLRLSLWSEHL-GIIDPVS

DSEIGMIIEDKEV-VSSIMDGRHWEAGKFSLSLRLSLWAEHL-GIMDPVD

DSEIAVVIEDKEV-VSSKMNGKPWEAGKEFSLSLRLSLWAEHL-GIMDPID

DSEIGIVTEDKEF-VESSMNGETWKAGKFAYSLRRSLWSEHL-GISDPVA

DSEIGVLIEDKEL-VDSLMGGKPRKAGKFTLSLRLSLWSEHL-GVIDPVI

DSEIGVVIEDKEY-VESLMNGKPWKAGKFSHSLRCSLWSEHL-GIMDPVA

ETKQQTGEYQPE R e e R R R e e e R R R R R R R R R A R R R A R )

DTEIAMGAYQPEY-TWAR--KHSRPYGQI-YSYRMSLWAEHL-GFLEPEK

eledeirdelr el leReiele R ie R de e R de Rrde R de R Rede R de R e e Rede Re de Re e R Re Re Rr Re R e R Re R R R e d

Amino acids 3561-380

At PLDol
At PLDa?2
At PLDB1
At PLDB2
At PLDyl
At PLDy2
At PLDy3
At PLDS
At PLDe
At PLDa3
OsPLDal
OsPLDa2
OsPLDnl
OsPLDn2

OsPLDn3

LECIEKV-NRISDKYWDFYLPG-HLLRYPI

QECIQKV-NRVADKYWDLYLPG-HLLRYPI

IECVRKV-RTMGERNWKQFMRG-HLLKYPV

LGCVRKV-RTVAEENWEQFMRG-HLMKY PV

MECVRRV-RQLSELNWRQYMSG-HLLKYPV

MECVRRV-RQLSELNWGQYMSG-HLLKYPV

MECVRRV-RQLSELNWRQYMPG-HLLKYPV

LECLKKV-NTISEENWKRFLQG-HLIKYPL

LECVRGL-RTIGEQMWEIYMLGIHLVAYPI

EECIRMV-NATADELWGLYLPG-HLLSYPI

LECVQKV-NRIAEKYWDMYLPG-HLLSYPI

LDCVRKV-NAMADRCWDLYLPG-HLLTYPV

LECVQRV-NKMADKYWDLYLPG-HLLTYPV

LECVRRV-NEMANKHWELYLPG-HLLTYPI

LECVRRV-NAMADRHWQLYLPG-HLLTYPV
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OsPLDv1
OsPLDv2
OsPLDB1
OsPLDB2
OsPLDA
OsPLDu
OsPLDS
OsPLDk
OsPLDO
PtPLDal
PtPLDa2
PtPLDa3
PtPLDo4
PtPLDB1
PtPLDB2
PtPLDSB3
PtPLDO1
PtPLDO2
PtPLDO3
PtPLDO4
PtPLDv
PtPLDe
MtPLDol
MtPLDa2
MtPLDa3
Mt PLDB1
Mt PLDB2
Mt PLDB3
MtPLDO1
MtPLDv
MtPLDS3
MtPLDe
SbPLDal
SbPLDa2
SbPLDa3
SbPLDn1
SbPLDn2

SbPLDu

GECVRRV-REMAEENWRAYTKG-HLMCYPL

VECVRQV-NEMAEENWARYMRG-HLMRYPTI

MECMRRV-RQIGEQNWERFMRG-HLMKYPV

LECTRQV-RHIGEQNWRQFMRG-HLVKYPV

AECVRAV-RRAAEATWDAYLLG-HLLPFPI

LASVRLV-NQAARRHWDAFLPG-HLMAYPV

LECVNYV-NEIAEENWRRFLQG-HLLKYPV

PECVKRV-NEIAAENWRRYMQG-HLMRYPV

HGCMSRV-NQAARQHWDMYLPG-HLMAYPV

EDCIRKV-NQIADKYWDLYLPG-HLLRYPTI

VQCIQLV-NQVANENWEKYLMS-HLLRYPI

LECVRKV-NHIAEKNWQLYLPG-HLLAYPT

EECVTKV-NQITDKYWDLYLPG-HLLRYPI

LECVRRI-RTMGEMNWKQFMRG-HLLKYPV

LECVRRI-KAMGEMNWKQFMTG-HLLKYPV

IECVRRV-RSLGEQNWRQYMKG-HLLKYPV

LDCVKSV-NKIAEDNWKKFLQG-HLLKYPV

LLCVKRV-NHTAEENWKKFLKG-HLLKYPL

LHCVKKV-NKIAEDNWRKFLQOG-HLLKYPL

LDCVKSV-NKIAEDNWKKFLQG-HLLKYPV

LECMKLV-NKTSRHNWKAYMRG-HLMQYPTI

LACAQRM-RLVGEQMWNVYMEGVHLVNYPL

EECIRKV-NQIADKYWDLYLPG-HLLRYPI

LECVKLL-NRVAERNWKLYVNT-HLLRYPV

LDCINLV-NGFAKTNWDIYRSFHHLMQYPTI

LECVRKV-RAIGEMNWKQFMRG-HLLKYPV

IECVRRI-RSLSEYNWRQYMNG-HLLKYPL

IECVRRI-RSLSEYNWRQYMNG-HLLKYPL

LECVRKV-NEIADDNWRKYLQG-HLLKYPV

LECVRRV-NRIARKNWSIYMKG-NLMHYPV

LECVESV-NKIAEDNWRKFLOG-HIMKYPI

LKCVQRM-CSIGDKMWKIYMEGVHLVTYPM

VECVQKV-NRIAEKYWDLYLPG-HLLMYPT

MECVQKV-NRIADKYWDLYLPG-HLLSYPI

VECIRKV-NAMADRYWDLYLPG-HLLTYPV

LECVQRV-NOQMADKYWDLYLPG-HLLRYPV

LKCVRKV-NKRAEEFWKMYLHG-HLLSYPI

LACVRRM-NQVAKQHWDMFLPG-HLMAYPV
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Fig. S4. Alignment of phospholipase D amino acid sequences of species used for molecular

phylogenetic analysis in Fig. 6. At, Arabidopsis thaliana; Os, Oryza sativa; Pt, Populus

trichocarpa; Mt, Medicago truncatula; Sb, Sorghum bicolor; Ap, Allium porrum; Ac, Allium

cepa.



