disorde_red region (22-46) B2,

MLANVEET. .. Lq
FGRLPG . m.v1
LSGLGRK . i HE : ¥ oAV
LFTACNACARPTDTDDVDP RS S DiEv v TV ‘\‘FD)\T
L/GIGDHPPVVQDEDADEVE . LHQDESAKNRDVPSSAALPVIRPLGRQQS] svncxunnq}:unu}m 1.‘i:vs LSFSFE!GPP‘
REEPREMPSLPRSSENMIR. . ... 150LSFIHDLGPK
[RDAGNREMPSLPRAGPEGS . .. ... UIGRHE

AtPLDat
AtPLDE1
AtPLD1
AtPLDG1
AtPLDZ1
hPLD1

hPLD2

CEVRQGEL
INMDMFHK TIL
INMDGEHNRIL

L

DMFSEHIL WDEK|
QEQVKEW,
AE[IRIPIPTRRHTFR
KVLMSLLPILIARFAVAY|SP|

HRIP|GLNCCGQGRA
{GHRVPIGILTICCGRDQV

Ki
D
G
R
N
N
Al

AtPLDa1

=)

KLOYEHVEEDR
spo T[PMDK|LS|
ERMRILY NEC
FDQIHISYRC|GIAGDPE
cnnsxnx.‘,ax S ARV K
LSRTL{ LECN YRH{ARHHGGA IEE
SHBSLAL A A

1.3 ﬂz. L4 ad

X

QD
FHRFGS‘{RFP
HRFGSYAAL
HRHDSYAP P

p13 14

DGGSIVOSLQ.

AtPLDu1 .
R‘J;\aKRHSWVKQRE. T

APLDBY
APLD/
AtPLDS1

RSGGKGHSFIKKSE..
PYA‘?SKLGLFKQOASFSSS
DHF SiS

DHY =\s
oQvT

AtPLDC1
hPLD1
hPLD2

| Graxan raaaas |

AtPLDad 381
AtPLDE1 645

VARDDFAQP FIGA
IHKDDFH FTGN
LHKDDFHNPNFVTT
. VFKDDFHNPTFPAG
TWPGKD‘!YNPRESEPNTWZDJ\I«KDE
RFWHGKDYCNFVIFKDWVQLDKPFADF
FFWLGKDYSNLI[TKDWVQLDRPFEDF

DL

TREHADTGS ms Lo?cvéé
. .ATPD

p16 L6

ch.xpnrm.l:'l'(éé
.PTPR

G v

szss:osrssnnmnéi«&&

#DAD

L

it
-Q

=
]
(i
3
Doo
g
@
i s e
=i
Faeao i
o7 i g
ol e,

LPPAAMESMISLRLKDKNEPVDN LPlOKSIDDVDSKLKGIGKPRKFSKFS LYKQLH

15

AtPLDa1
AtPLDR
AtPLDy1
APLDG1
AtPLDZ1
hPLD1

hPLD2

;;ﬂ: o :;3

KL K]

DRDESDITI T
DRIT[P DT Li
DRI DI VG

Usp
‘nq EHEH
VPl oo .
177 M

LRLF"GKTNWO . .
YEDSIPLLMPQ
R5L5|‘{PFLLP
reltveyLLelk

IRRDDSFSSRS[SUQDIPLLLPHEPVD IEPVDCDTPMEGFVDDRNGLDL?VAK

. . -FKI‘LKDG .':%IPBDDPCVHVSKR DL:PL:N

APLDa1
AtPLDp1
AtPLDy1
AtPLD31
AtPLDCA
hPLD1

hPLD2

Garios

l

g19 L9

«+.EYEPAEKPDP.....DTDYMRAQEA
5. . . IDNSGTGSP...SNANTPQALSRKS
TVSVYNSPRKPPOPNANANAAQVQALKSR
DMPATNGSVVSD...S....... .‘ENFQ

HHLSHROP. .. ...
QHTWARKHS .
HYSW. HKGS. qD..E‘ P.P
NHTWAIKG . HP ; GDEEVIEF(SD .|

swnsanacprmckpssswmu«sn.Lcm GE Ij loPVsipSTYRET
ETVPS\HHDGKEYOAGRF}\RGI’LQCFRVVYGYE.D!"PSED]ﬁFFV\E KFFKEV
ETEPS|LMNGAEYQAGRFALS[LRKHCFGVILGANTRP DLDL ICDDFF.JgL

AtPLDat
AtPLDB1
AtPLD;1
AtPLDS
AtPLDC1
hPLD1

hPLD2

D T [ODFss.[LE
DYLNFFC ﬂhOPES,l
DFLNFEC

MGo<0

SLPGHLLRYPIGVASE] ¥ :
MRGHLLKYPVEVIRK[GKVRPL A
MSGHLLKYPVQVIRT|

AtPLDS1 VNTISEENWK LOGHLIKYPLQVDVD[CK
AtPLDC1 088 W?‘ﬁA.ThI(TNTM(\QDV!’SCVPNDJ..IHSQMAE‘I«QSL*YWKE.
hPLD1 987 WV|S|TAARNATIYDKV[FRCLPNDEVHNLIQLRDF INKPVLIAKEDP IRA. i
hPLD2 846 WODMAESNANIYEQIFRCLP SNAITRSLRTLREY VALY LATVSPRL .

Figure S6. Multiple sequence alignment of different PLDs. AtPLDal, AtPLDB1, AtPLDyl, and AtPLDS1 are C2-PLDs from Arabidopsis,
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AtPLDC1, and hPLD1/2 are PX/PH-PLDs from Arabidopsis and human. The strictly conserved residues and red shaded, while the conserved
residues are colored red. Secondary structure elements of PLDal are place on top. The HKD1/2 motif resides are indicated with circles filled with
magenta or orange color. Other residues constituting the active site or binding with PA are indicated with open or filled squares. The residues

involving the C2/catalytic domain interaction surface are indicated with triangles filled with blue color.
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