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Figure S1. Representative characterisation of Arabidopsis PM fractions by Western blot analysis.
(A) MAPK was probed with anti-active MAPK pAb, rabbit (pTEpY) antibody in the isolated
Arabidopsis homogenate (HM), microsomal fraction (MF) and plasma membrane (PM-associated)
subsequent to 12 h LPS from Pst treatment. (B) Amido Black PVDF nitrocellulose membrane-stained
loading control indicates that lack of MAPK activity in PM fraction is not due to the absence or
unequal loading of proteins.
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Figure S2. Summary of the Byonic™ software data analysis for Arabidopsis PM-associated protein
identification. (A) A score plot representation of the differential abundance of proteins. (B)
Representation of the precursor mass error loadings plot. This indicates the difference between the
calculated mass and the observed mass of the peptides.
Table S1. LPS-responsive PM-associated proteins identified from the Arabidopsis WT, [br2-2 and
bak1-4 plants treated with LPS from Pst and Xcc. Proteins identified in the control (MgClx-treated)
were not selected as significant proteins. LPSps and LPSxcresponsive proteins were deemed
significant over the treatment period (0, 12, 18 and 24 h) with a Byonic™ score > 300 and log
probability > 1. Selected proteins with the functional categories such as membrane transport and
trafficking, metabolic process, perception and signalling, and stress and defence response are
coloured (only WT: Green; WT and [br2-2: Pink; WT and bak1-4: Yellow; only mutants: Blue; all 3
lines: Grey and with a lighter shade for only 1 chemotype). The proteins indicated in bold are
discussed in the main text.
Uniprot |IL Byonic™ WT (h 1br2-2 (h baki-4 (h
Protein ID fupro 08 Byonic L L L
ID probl  score Pst Xcc Pst Xcc Pst Xcc
Membrane Transport and Trafficking
ABC transporter B family
L .04 7 1
member 17 QI9LSJe6 3.0 335 8
ABC transporter B family QIM3BY  8.94 4429 0.18
member 20 ’ ’ ¢
ABC transporter B family
OM1Q9 7.31 331.5
member 21 QPMIQ
ABC transporter B family
OLSJ2 1.92 304.4 24
member 22 QL
ABC transporter B family QULZBS 494 3765 12 18
member 29 chloroplastic ' ' i
ABCtransporter B family o5 7gs 3333 24 12,18 24
member 4 ) ' ’
ABCt ter B famil
ransporer DMLY QsLpT1 410 3175 24 24 0,12,18
member 6
ABC transporter C family Q/DM58 592 3404
member 4 ] ]
ABC transporter F family
9FJH6  6.89 451.0 0
member 1 Q]
ABC transporter G family QUCSK2 485 3443 1

member 12
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ABC transporter G family

member 32 081016 6.53  336.4
Acyl-CoA-binding domain-— ggrpg 45 3030
containing protein 2
Acyl—CoA-l?lndlng d.omam— P5775) 463 3072
containing protein 6
ADPAT.P carrier Protem 3 049447 574 3124 0
mitochondrial
ADP-ribosylation factor AIF  Q6ID97 8.03  521.9 _
ALA-interacting subunit1 QILTWO0O 4.05  315.7
Amino acid permease 1 Q42400 6.79 300.4
Amino acid transporter
AVTIC F4IUW3 6.83 3464
Ammonium transporter2 Q9M6N7 494  368.8 12
AP-2 complex subunit alpha-1 Q8LPL6 4.10 3004 0
AP-2 complex subunit alpha-2 Q8LPK4 4.10 3004 0
Aquaporin PIP1-1 P61837 1294  701.0
Aquaporin PIP1-3 Q08733  6.15 312.5
Aquaporin PIP2-3 P30302 6.84  363.2 18,24 12,18
Aquaporin TIP1-2 Q41963 1491  808.9 -
AT2G33120 protein BODHO7 416 4037 018 0
ATP th it beta-
synthase subunitbeta3 - 5,9 1905 6286
mitochondrial
Auxin efflux carrier
Q8RWZ6 7.85  329.8 0
component 4
Auxin efflux carrier
Q940Y5 6.38 3334 0,12
component 7
Auxin transporter protein1 Q96247 6.60  423.8 _
Auxin transpoiter-hke protein QULFB2 876 4529 0,24 -
Betl-like SNARE 1-1 QIM2]9 649  397.1 24
Beta-adaptin-like protein =~ F4JNZ8 6.04  347.7 _
Calc1um—tran‘spor‘.rmg ATPase P92939 822 4328
1 endoplasmic reticulum-type
Calcium-transporting ATPase gy b 775 4e39 12 0,1824
4 endoplasmic reticulum-type
Calcium-transporting ATPase QOLU41 585  340.8 o
9 plasma membrane-type
. . 0,12, 18,
Clathrin heavy chain1  QOWN]J6 575  360.3 4 12,24
Clathrin heavy chain2  QOWLB5 894  560.5 24
Clathrin interactor EPSIN 2 Q67YI9  7.03 341.0
Clathrin light chain 1 QI9SKU1 6.34 3913
Clathrin light chain 2 004209 8.94 4877
Coatomer subunit beta-1 Q9Sv21 753 327.5
Coatomer subunit beta-2 Q9SV20 8.26 473.5




Membranes 2022, 12, 606

4 of 29

Coatomer subunit delta Q93Y22 7.00 3415
Coatomer subunit gamma QO0WW26 6.48  363.3
Coatomer subunit zeta-3 Q8H1F4 490 3914 0,12,24
Dynamin-2A (Q9SE83 6.58 5165
Equilibrative nucleotide Q8VXY7 687 3112
transporter 1
Exocyst complex component
EXO70A1 QILZD3 6.74 3255 18 12 0
Exocyst complex component
EXO70B1 Q9FGHY9 8.16  409.2
Exocyst complex component
SEC15B F4JHH5 595  365.1 0
Exocyst complex component
SEC3A Q95X85 7.01 312.7
Exocyst complex component
SECSA Q8S3U9  6.31 429.3
Exocyst complex component
SEC6 Q94Al6 634  344.0
Exocyst complex component Q93YU5 460 3233
SEC8
Flotillin-like protein 1 Q501E6  6.29 405.8
Flotillin-like protein 2 Q4V3D6 6.10 363.8
Gamma-soluble NSE - gqpps 769 4182
attachment protein
GTP-binding protein SARIA 004834 748  437.8
High-affinity nitrate QOFGS5 925 3894
transporter 3.1
Lysine histidine transporter 1 QI9FKS8 4.53  300.8
Mechanosen51t1ye ion channel QILYGY  7.25 3345 0
protein 10
Membrane magnesium QHIM5 372 3187
transporter
MltOChOI‘ldl‘.lal pyruvate QU49R9 684 4737
carrier 1
Monosacchar'lde—sensmg QSLPQS  8.63 410.6 1 0,12,18, 0,12,18,
protein 2 24 24
Novel plant SNARE12  QI9LNH6 390 3824 12
Novel plant SNARE 13 QILRP1 644 3989 18
Nucleobase-ascorbate QSGZD4 526 3674
transporter 3
Nucleobase-ascorbate QOWPE9 722 3580 1
transporter 7
Oligopeptide transporter 3 023482  7.15 357.1 _
I bindi -
Oxystero bmdmg protein QULZM1 677 3118 0
related protein 3A
Patellin-2 Q56712 7.31 308.4
Patellin-3 Q56759 630 3733
Patellin-4 Q94C59 695  436.8




Membranes 2022, 12, 606

5 of 29

Phosphatidylinositol/phosphat

idylcholine transfer protein Q8GXC6 5.85  374.6 0
SFH5
Phospholipid-transporting  pggy0y 45 3539 18 0,24 | 0,12,18 0,12 18
ATPase 1
Phospholipid-transporting
ATPase 3 Q9XIE6 633 3919
Plasma membrane intrinsic
, ASMRW1 858  488.7
protein 1B
Potassium transporter 13 Q8LPL8 854  515.8
Potassium transporter 4 QILD18 6.52 3723 _
Potassium transporter 8 QIM7]9 474 3282 0
Probable aquaporin PIP1-4 Q39196 6.18 330.7 _
Probable clathrin assembly
. 1.4
protein At4g32285 Q89)8 3.25 32 18
Probable cyclic nucleotide-
gated ion channel 6 082226 639  336.6 12
P le phospholipid-
. robable phospholipid- oq\ b 398 3163
ransporting ATPase 11
Probable purine permease 18 Q9C508 9.36  462.8 12,18
Probable voltage-gated
potassium channel subunit 023016 859  490.5
beta
Protein NRT1/ PTR FAMILY
07 4342
63 Q05085 9.0 3
Protein NRT1/ PTR FAMILY
rotein N 8/ X MILY oomao0 818 5378
Protein OSCA1 Q9XEAl1l 582 4015
Protein TPLATE F4]8D3  6.54  352.0
Protein transport protein
Sec61 subunit beta Q9FKK1 8.66  377.3 18
Protein YIPF Q93VH1 581  339.2 24
Putative GTP-binding protein QUFJF1 891 5029 12 18
ara-3 ] ] ’
Putati icle- iated
utative vesicle-associate QIMAS5 644 5508 0
membrane protein 726
Rac-like GTP-binding protein
ARAC3 Q38912  5.68  335.9 0 12 0
Rac-like GTP-binding protein
ARACA Q38919 5.68  335.9 - 12
Rac-like GTP-binding protein
ARACS Q38937 5.68  335.9 0,24 12
Ras-related protein RABAla P28185 7.04 4947 18
Ras-related protein RABA1d Q9SN35 6.90 4119 12,24 12,24 0,12,18 24
Ras-related protein RABA1f QOFJHO 743  523.1 012 18
Ras-related protein RABAlg QILK99 453  354.0 018 12
Ras-related protein RABA2a 004486 723 3023 [N 0
Ras-related protein RABA2b Q9LNW1 6.72  483.1 18
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Ras-related protein RABA2c (96283 6.96  468.7
Ras-related protein RABA2d Q9FIF9  6.96  468.7
Ras-related protein RABA4a Q9FJN8  6.33 417.9
Ras-related protein RABA4b Q9SMQ6  7.09 3104 [N @ = 00
Ras-related protein RABA5a Q9FGK5 4.09 400.1 0
Ras-related protein RABAS5b Q9SRS5 4.11 317.8 0
Ras-related protein RABA5c P28187 4.11 317.8 0
Ras-related protein RABB1c P92963  8.23 475.2
Ras-related protein RABC1 023657 6.32 357.1
Ras-related protein RABD1 Q9ZRE2 1233  668.8 18
Ras-related protein RABD2a P28188 8.01 4371 0,12,24 18,24 0
Ras-related protein RABD2b Q9FPJ4  8.73 526.1
Ras-related protein RABD2c¢ Q9SEH3 9.11  574.2 12 0 0,12,18 12,1824
Ras-related protein RABEla 024466 523  309.6 0
Ras-related protein RABElc P28186 6.24  349.8
Ras-related protein RABE1d Q9LZD4 8.17  456.5 12
Ras-related protein RABF1 Q9CB01 820  498.3
12,1
Ras-related protein RABF2b Q9SN68  6.75 341.8 24 0,12, 18, 0,18 12,18
Ras-related protein RABG1 Q948K6 6.38 4155
Ras-related protein RABG3b 004157  7.06 340.6
Ras-related protein RABG3e (Q9XI98 6.39  312.0
Root phototropism protein3 Q9FMF5 5.92 377.8 0
S-adenosylmethionine carrier
4A 74 4.
1 chloroplastic/mitochondrial QIAAGE 3 334.8
SEC6 F4IA34 833 4408
Secretory carrler—assqmated FAHTI? 746 4346
membrane protein
SecY protein trar.lsport family OSRWJ5 1058  612.0
protein
Sodium/hydrogen exchanger 1 Q68KI4 8.34 473.9
Sorting nexin 1 QI9FG38 2.08  332.1 18, 24
Sucrose transport protein
SUCT Q39232 493  309.8 12
Sucrose transport protein
SUCT Q39232 5.02 3164 12
Sugar transport protein4 =~ Q39228 4.70 354.4
Syntaxin-122 QIsvC2  6.59 377.1
Thylako@ ADPATP cz%rrler QIMO24  6.79 156.7
protein chloroplastic
TOMI1-like protein 1 QILFL3 424 3004 12,18
Transducin/WD40 repeat-like FAIN30  1.90 3092 0

superfamily protein
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Vacuolar protein sorting-
associated protein 32 homolog 082197  3.55 317.3 24
1
Vacuolar protein sorting-
associated protein 32 homolog Q9SZE4 355 3173 24
2
Vacuolar sorting protein 39 Q8L5Y0 7.56  427.3 0
Vacuolar-sorting receptor 1 P93026  6.11 340.3 12
VAMP-like protein YKT61 QI9ZRD6 4.22  337.1 0 018 10,1824
Vesicle transport v-SNARE 12 Q9SEL5  3.41 303.6 12
- ;
Vesicle assoc1a.ted membrane QUZTW3 726 5811 18 18
protein 721
Ve51cle-assoc1a.ted membrane PA7192 416 4037
protein 722
Vesicle-associated membrane 048850 644 5508 0

protein 725

Vesicle-associated protein 1-3 Q84WW5

796 3600 [N 12,24

Vesicle-associated protein 2-1 Q9LVU1

6.85 361.6 12

Vesicle-associated protein 2-2 BODHD7 6.29 3934
Vesicle-fusing ATPase Q9M0Y8 4.46  305.0 18
- ATP i
V-type proton . ase subunit QUZQX4 594  417.1 0,18
V-type proton Cf‘ITPase subunit 082628 1738 906.6
Metabolic Process
1-acyl-sn-glycerol-3-phospha‘te QSGXUS 7.04 5139
acyltransferase 1 chloroplastic
1-am1nocyclopr?pane—1- Q41931 7.59 315.7 0
carboxylate oxidase 2
26S proteasome non-ATPase
regulatory subunit 1 homolog Q9MAT0 7.03  366.4 18

B

26S proteasome non-ATPase

regulatory subunit 2 homolog Q9SIV2 758  387.3
A
26S proteasome non-ATPase
regulatory subunit 3 homolog Q9LNU4 4.76 3109
A
26S proteasome non-ATPase
regulatory subunit 3 homolog Q9LQR8 4.57  331.8
B
26S proteasome 1'10n-ATPase P55034 712 1290 0 0,18
regulatory subunit 4 homolog
26S proteasome non-ATPase Q93Y35 5.7 3072 12, 24

regulatory subunit 6 homolog

26S proteasome non-ATPase
regulatory subunit 7 homolog 024412
A

6.74 327.9
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26S proteasome regulatory
subunit 7 homolog A Q95585 499 3707
26S proteasome regulatory
subunit 8 homolog A QU3 654 303.1
26S proteasome regulatory QIMAK9 556 3165
subunit S10B homolog B ' '
3-oxo-5-alpha-steroid 4-
dehydrogenase (DUF1295) FAHRYL 598~ 3826
5-
methyltetrahydropteroyltriglu QISRV5 853 4417
tamate--homocysteine
methyltransferase 2
5'-methylthioadenosine/S-
adenosylhomocysteine QIT0I8 573 3045 24
nucleosidase 1
7'deh-‘ijéﬁi‘;’:§‘°’teml QILDU6 637 3585 12
Acetyl-CoA acetyltransferase 08S4Y1 816 4462
cytosolic 1
Acetyl-CoA carboxylase1 Q38970 6.15  335.3 0
Acyl—CoA-l?lndlng d.omam— Q9SM23 397  307.0
containing protein 1
Adenine nucleotide alpha
hydrolases-like superfamily Q94115 7.18  386.2 18
protein
Adenine phosphoribosyl FAHISX1 826 5195 18
transferase 1
Adenylylsulfatase HINT1 Q8GUN2 7.37  391.6
ADP-ribosylation factor
GTPase-activating protein ~ Q9FV]3 713  321.4
AGD12
Alanine--glyoxylate
aminotransferase 2 homolog 1 Q940M2 8.74  381.8
mitochondrial
Allene oxide cyclase 3 QILSOL 775 3995
chloroplastic
Alpha/betatHydrola.ses QSVZV6 640  307.5
superfamily protein
Aminopeptidase M1 Q8VZH2 6.15  310.8 24
Aspartate aminotransferase 3 Pa66ad 573 376.9 18
chloroplastic ' '
Aspartate aminotransferase PA6645 534 302.1
cytoplasmic isozyme 1
Aspartate--tRNA ligase 2 QOMO084 1073 6059
cytoplasmic ' '
At1g29790 Q8RWB7 6.92 3242
At4g29870 Q957Q8 735 3423 0,18 12,24 0,12
At4g33120 Q84TE2 4.04 3055 0,18, 24
AT4g35220/F23E12_220 Q94JT5 432 3538 12,18,24
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AT5g10730/MAJ23 90 Q93vH5 877 4115 |G
At5g19440 Q29034 4.18 315.0 24
ATP sulfurylase 1
suryTase QILIK9 629 3884
chloroplastic
ATP-Cltr?te syntk.lase beta QOFGX1 585  348.1 18
chain protein 2
ATP-dependent
helicase/deoxyribonuclease  Q8L776 7.25  316.9 0
subunit B
BTB/POZ domain-containing
7.24 7.7 1 1
protein Atlg30440 Q959 36 8 8
Caffeoyl-CoA O- 049499 365  301.2 12
methyltransferase 1
Caffeoylshikimate esterase Q9C942 743 3275 24 18
Calcium-dependent lipid-
binding (CaLB domain) plant g ~gr1a ¢ 5 3557 12,18 0,18, 24 012,18, 15 18
phosphoribosyltransferase 24
family protein
Cell division control protein
48 homolog D Q9SCN8 9.01 4954 12
Cell division control protein QILZF6  9.01 495.4 1
48 homolog E
i 1 alcohol
Cinnamyl alcoho Q02971 348  407.7
dehydrogenase 7
Cu11¥n—as.soc1ated N];DDS— QSL5Y6 623 4226
dissociated protein 1
Cyclin-dependent kinase A-1 P24100 643  329.7
Cytochrome P450 71B11 P58049 4.36 329.2 0
Cytochrome P450 71B6 065787  6.35 371.3
D-lactate dehydrogenase g, 5xy 709 4302 0,12,24 0,12,24 0,12,18 0,12,18
[cytochrome] mitochondrial
E3 ubiquitin-protein ligase
RNF170-like protein (DUF = F4I1E4  6.59 346.2
1232)
E3 ubiquitin-protein ligase Q6WWW
UPL3 4 7.68 431.6
Early nodulin-like protein2  Q9T076  5.59  323.0 -
Eukaryotic 'aspartyl. protease QUZVS4 625 3703 18
family protein
Expressed protein 048783  6.69  357.0 0
Expressed protein OS 048783 530 3334 12,18
F9K20.7 protein Q9ZVA7 6.76 324.6 12
protein 1
Flavodoxin-like quinone FAKODO 663 3651 o4

reductase 1
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Flavone 3-0- QUFK25 725 3663 12
methyltransferase 1
Gamma-glutamyl peptidase 1 Q9IM0A7 1.74  310.6
General regulatory factor9  F4IP55 6.86 4574
Glucan enc.10—13—beta— QOMO0SS 614 3163
glucosidase 5
Glutamate dehydrogenase2 Q38946 5.73  327.0
Glycerol-3-phosphate 0SGWGO 616 3669
acyltransferase 9
Glycerophosphodiester
Z11 8.7 12.
phosphodiesterase GDPDL3 Q95 870 5125
Glycerophosphodiester
phosphodiesterase GDPDL4 QoFJe2 723 3045
H 1- i
| Heavymetalassociated 9717 yo8 3326
isoprenylated plant protein 26
IAA-amino acid hydrolase
ILR1-like 4 004373  9.08  461.4
Inositol-phosph
nositol-phosphate QIMSS8  2.87 3015
phosphatase
Isocitrate dehydrogenase
[NAD] regulatory subunit1 Q8LFCO 8.72  523.8
mitochondrial
Lactoylglutathione lyase GLX1 065398 6.25 3204
. LL-diaminopimelate CQUBZN9 498 3640
aminotransferase chloroplastic
L hai 1-CoA
ong chain acyl-Co QITOAD 568 3115
synthetase 4
Lysophospholipid FAIDU4 660 3180
acyltransferase 1
Methylcrotonoyl-CoA
carboxylase beta chain QILDD8 6.13  330.8
mitochondrial
Monodehyd t
onodehydroascorbate QU3WJS 750 3159
reductase 2
Monogalactosyldlacylgly'cerol 081770 674 3376 1
synthase 1 chloroplastic
N-
acylphosphatidylethanolamin Q9ZV87 6.37  311.4 0
e synthase
NAD(P)—bmdmg Rossma?nn— Q9SZB3  8.36 506.9 o4 0,18, 24 0,12,18, 0,12,18,
fold superfamily protein 24 24
NADH-ubiquinone
oxidoreductase chain 1 Q1ZXW0 3.74 319.8 12
(Fragment)
Nitrate reductase [NADH] 2 P11035 627 3739 |NONIORNONGS 0
Nitrilase 3 P46010 9.24 4447 18
Pectin acetylesterase 11 QI9FH82 6.67  364.2 12 0,12
Peptidase M1 family protein F4I3R1  7.58  346.3 12
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isomerase CYP18-4 Q42406 883 5198 -
Peptidyl-prolyl cis-trans
isomerase CYP19-2 Q9SKQO 7.90  367.7 12 18
Peptidyl-prolyl cis-trans
isomerase CYP21-2 Q8L8W5 432 3224 0
Peptidyl-prolyl cis-trans
isomerase CYP21-4 QC835 746 3581
Peptidyl-prolyl cis-trans
isomerase FKBP42 QILDCO 6.93  314.0 0
Peroxisomal fatty acid beta-
oxidation multifunctional — Q9ZPI6  4.50 3244 0
protein AIM1
Phosphoglucomutaée/phosp'h FAl6WA 770 3903
omannomutase family protein
Phosphogly'cerate m'utase-hke F48C7  4.61 1333
family protein
Phosphoinositide phosphatase
SACT Q9C5G5 645 3324
Phosphoinositide QILY51 335  307.0 18
phospholipase C 7
Phospholipase D gamma 2 Q9T051 7.00  439.7 0
Phospholipase D gamma 3  Q9T052  8.21 422.8 0
Phospholipid scramblase =~ Q9SI32  1.51 329.3 _
Photosystem II react‘lon center FAIMO5 6,31 343.0 18 o4
Psb28 protein
Ph}'ftochrome-assoaated FATIBA 735 5168 1
protein phosphatase type 2C
PLACS family protein Q8W4N1 432 3259
PLAT domain-confaining o500y 334 3198 12,18
protein 1
Polyubiquitin 3 QI1EC66 10.65 611.6 24
Porphobilinogen dfearrunase Q43316 688 4156
chloroplastic
Probable c.:ycllc nucleotide- QUSKD7 446 3092
gated ion channel 3
Prc.)bable cytosohc QU49P2 268 3785
oligopeptidase A
Probable fructokinase-1 Q9SID0  7.20 309.4 24
Probable glutathlone QOLYB4 484 4056
peroxidase 5
Probable NAD(P)H
dehydrogenase (quinone) Q9LUX9 595  307.6 12
FQR1-like 3
Probable protein phosphatase QU3YWS  4.81 361.6
2C 58
Probable protein S- Q94C49 924 5288

acyltransferase 13
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Probable sucrose-phosphate

synthase 2 QI9FY54  6.07 352.5
Proteasome subunit alpha P34066 697  358.0 0,24
type-1-A ' ' i
Proteasome subunit alpha O03712 767 469.0 o1
type-1-B ] ]
Proteasome subunit alpha 081149 875 14653 o4 18
type-5-A ' '
Proteasome subunit beta type F4JRY2 736 3292 18,24 12 18
Proteasome subunit beta 003714 847 4730 18
type-2-A ' '
Protein CELLUL F4lIM1 653  382.1 12 0
Protein disulfide i -
rotein disulfide isomerase Q9SRG3 918 4818
like 1-2
Protein disulfide-isomerase 2- 048773 651 3814
3 . .
Protein DJ-1 homolog A QYFPF0 892  529.2 18 18
Protein ECERIFERUM 3  Q8H1Z0 8.20 453.7 0
Protein phosphatase 2C and
cyclic nucleotide-
binding/kinase domain- QISL76 363 3731
containing protein
Protein STRICTOSIDINE
SYNTHASE-LIKE 12 P94111 737  359.4
Protein TSS F4JKH6 7.01 428.4
Putative lipid phosphate gy by 403 3076 12 12 12,18
phosphatase 3 chloroplastic
Pyridoxal 5'-phosphate
synthase subunit PDX1.3 QBLH40 561 3091
Pyruvate kinase Q95JQ0  6.10 337.9 24
RAN GTPase.-actlvatmg QILES2 591 314.6
protein 1
Ri -phosphat
ibose-phosphate Q680A5 9.10  466.4
pyrophosphokinase 4
S-adenosyl-L-methionine-
dependent methyltransferases Q8L788 823  413.3
superfamily protein
S-adenosylmethionine P23686 715 3046 12 24
synthase 1 ' ) i
Serine/arginine-rich splicing
factor RSZ22 081126  7.52 411.2
Serine/threonine-protein
phosphatase 2A' 65 kDa Q38845  7.44 3302 0,12,18, 0,12, 18, 0,18 18,24
regulatory subunit A alpha 24 24
isoform
Serine/threonine-protein
phosphatase 2A65kDa 30051 634 3406 0,18 0,18, 24 0

regulatory subunit A gamma
isoform
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Signal peptidase I QILW08 391 321.2 12
Sorbitol dehydrogenase QIFJ95  8.66  569.1
Spermidine synthase 2 048661 6.89  363.1
Staphylococcal-like nuclease
CAN? F4IH31 543 3135 0
Sterol 14-demethylase Q9SAA9 517 3168 12,18
Sterol 3-beta-
glucosyltransferase UGT80A2 OMBZ7 727 4131
Succinate--CoA ligase [ADP-
forming] subunit alpha-1 P68209  7.21 344.0
mitochondrial
Sucrose-phosphate synthase 1 Q94BT0 450  305.5
Sulfoquinovosyl transferase
SQD2 Q8S4F6  6.65  393.6
Temperature-sensitive sn-2
acyl-lipid omega-3 desaturase P48622 7.74  307.6
(ferredoxin) chloroplastic
Thiamine thiazole §ynthase 038814 690 4046
chloroplastic
Thioredoxin-like protein
HCF164 chloroplastic 023166 777  373.8 24 12,18 18
Tropinone reductase homolog
At5506060 QI9LHTO 4.23  352.0 18
Ubiquitin-activating enzyme P93028 745 3812
E11
Ubiquitin-conjugating o\ 05 731 3369 18,24
enzyme 36
Ubiquitin-NEDD8-like
protein RUB1 Q9SHE7 9.01 4509
U-boxdomain-containing ) \r76 598 3043 0,18, 24
protein 44
Xyloglucan QILJP4 389  307.1 0
glycosyltransferase 4
Perception and Signalling
14-3-3-like Protem GF14 PAS3AT 862 4046
epsilon
14-3-3-li in GF14
3-31ike protein G PA2645 675  417.0
upsilon
Adenosine kinase 2 QILZGO 9.20 471.7
At4g32250/F10M6_110 Q8RWX4 4.82  366.8 12
AT5G05670 protein Q9FFK7 7.15 3227
ATMRK1 022100 418  310.0
Auxin-induced %n root QU4BT2 652 308.8
cultures protein 12
Calcmm-l?mdmg EF hand QOFNNO 624 3390
family protein
Calcium-dependent protein QSWAI7 455 3259

kinase 13
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Calcium-dependent protein
kinase 29
Calcium-dependent protein
kinase 3

Q8RWL2 6.09 339.2

Q42479  7.76 409.6

Calcium-dependent protein
kinase 32
Calcium-dependent protein
kinase 33
Calcium-dependent protein
kinase 5

Q6NLQ6 775 3077

QoC6P3  7.95 313.7 12

Q38871  6.82 301.2 12

Calcium-dependent protein

Kinase 7 Q38873  4.59 310.2 12

Calcium-dependent protein
kinase 8

Q42438  4.59 310.2 12

Calcium-dependent protein

Kinase 9 Q38868 7.80 307.5

CBL-interacting
serine/threonine-protein ~ Q84VQ3  6.89 409.4
kinase 26
CDPK-related kinase 1 080673 7.51 347.1
Chitin elicitor receptor kinase
1 (CERK1)
Cysteine-rich receptor-like
protein kinase 17
Cysteine-rich receptor-like
protein kinase 18

A8R7E6  4.67 311.0

Q8L710  4.46 360.2

Q8RX80 4.97 372.7 0

Cysteine-rich receptor-like
protein kinase 19
Cysteine-rich receptor-like
protein kinase 2
Cysteine-rich receptor-like

Q8GW]7 3.87 357.4 18

Q9CAL3 6.17 3399

X . .
protein kinase 21 QBE9X6  4.99 3274 0,12
Cystelne-rl.ch r.eceptor-hke Q9CAL2 829 4559 .
protein kinase 3
Cysteine-rich receptor-like QULZU4 387 3574 18

protein kinase 4
Cysteine-rich receptor-like
protein kinase 41
Cysteine-rich receptor-like
protein kinase 6

023081 4.59 365.2

Q9C559  6.77 361.6

Cysteine-rich receptor-like
protein kinase 8
Diacylglycerol kinase 3 Q8VZG1 741 303.4
Diacylglycerol kinase 7 F4JQ9%5 796  361.8 18
ERBB-3 BINDING PROTEIN 1 Q96327 7.44  415.0
GF14 protein phi chain ~ F4AHWQ5 858  546.3
G-type lectin S-receptor-like
serine/threonine-protein 064776 243  306.9 18
kinase At1g61440

065468  6.77 361.6
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G-type lectin S-receptor-like
serine/threonine-protein 064477
kinase At2g19130

2.72

306.8

0,12

G-type lectin S-receptor-like
serine/threonine-protein ~ Q9ZR08
kinase At4g03230

5.05

407.7

G-type lectin S-receptor-like
serine/threonine-protein 064782
kinase SD1-29

6.52

361.9

24

Histidine kinase 3 QoC5U1

3.65

324.9

Inactive LRR receptor-like
serine/threonine-protein ~ Q9LSI9
kinase BIR2

7.22

471.6

12,18

Inositol hexakisphosphate and
diphosphoinositol-
pentakisphosphate kinase
VIP1

F4]8C6

4.61

333.3

Integrin-linked protein kinase

family F4J703

5.96

346.7

Kinase like protein 023334

6.07

313.9

Kinase with tetratricopeptide
repeat domain-containing ~ A8MQS88
protein

529

355.0

12

LEAF RUST 10 DISEASE-
RESISTANCE LOCUS
RECEPTOR-LIKE PROTEIN
KINASE-like 1.4

F4HQ17

5.14

371.3

Leucine-rich repeat protein

kinase family protein F41B69

3.94

346.6

18, 24

Leucine-rich repeat protein
kinase family protein
(Fragment)

COLGM1

6.12

332.2

Leucine-rich repeat receptor-
like
serine/threonine/tyrosine-
protein kinase SOBIR1

QI9SKB2

8.17

409.1

Leucine-rich repeat receptor-
like serine/threonine-protein 049545
kinase BAM1

7.05

501.0

Long-chain base (LCB) kinase

1 B3H501

9.60

459.8

12

12

LRR receptor-like
serine/threonine-protein ~ Q9FIZ3
kinase GSO2

1.48

329.6

LRR receptor-like
serine/threonine-protein COLGX3
kinase HSL.2

2.90

387.8

24

18, 24
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L-type lectin-domain
containing receptor kinase 081292 1.93  308.0 0
IvV.3
L-type lectin-domain
containing receptor kinase 081291 534  359.3
IvV.4
L-type lectin-domain
containing receptor kinase S.1

QIMIED 4.03 317.7 24 12 12

L-type lectin-domain
containing receptor kinase Q959U1 3.53  313.8 18
VIL1

LysM domain receptor-like

F41B81 . .
Kinase 3 (LYK3) 8 5.03  306.2 24 0,12
LysM domain receptor-like
kinase 4 (LYK4) 064825 720  309.8 18
AP3K epsil in ki
MAP3K epsi o proteinkinase noring 737 4049 12,18,2412, 18, 24 0,12 0
Mltoge.n-actlv'ated protein QIS7TU9  6.81 303.7 18
kinase kinase 2
Phosphatidylinositol 4-kinase QUSXAT 7.07 3197 1
alpha 1
Phosphoinositide FAIX90 1343 71722 18
phospholipase C
Phosphoinositide Q39032 746 3611 12
phospholipase C 1
Probable calcum-binding 0,059 709 3503 12,24
protein CML20
Probable inactive receptor
4567  7.37 .
kinase At1g27190 BIR3 00456 3 358.9
Probable inactive receptor
Y . 4.
kinase At3g08680 QCOY8 693 3543 0

Probable inactive receptor
R 1. 42.
kinase At5g10020 QWRSY 188 5423 -
18 18

Probable inactive receptor
Kinase RLK902 Q9LVI6 812 4093 12,18,24 18,24

Probable LRR receptor-like
serine/threonine-protein COLGD7 7.72 336.7
kinase At1g06840
Probable LRR receptor-like
serine/threonine-protein ~ COLGE4 1.70 314.7 18
kinase At1g12460
Probable LRR receptor-like
serine/threonine-protein COLGGS8 6.98 4445 24 0,12,24 0,12,18 12,18,24
kinase At1g53430
Probable LRR receptor-like
serine/threonine-protein ~ COLGGY9 7.57  434.1
kinase At1g53440
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Probable LRR receptor-like
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serine/threonine-protein ~ COLGH3 2.58  381.3
kinase At1g56140
Probable receptor-like protein
Kinase At1g30570 Q9SA72 590  301.2
Probable receptor-like protein
FX .64 28.2 12 12
kinase At1g49730 QIFX99 6.6 328
Probable receptor-like protein
Kinase A£2g23200 022187 7.69  311.9 12
Probable receptor-like protein
LEB 2 4.1
kinase At5g18500 QBLEB6 628 30
Probable receptor-like protein
kinase At5g38990 QI9FID9 816 3995
Probable serine/threonine
protein kinase IREH1 Fdjere  6.99 3921 12
Probable serine/threonine-
protein kinase Atlg54610 QOZVMY 8.62 4076
Probable 'serl'ne/threonme— Po7450 835 14482
protein kinase CST
Probable serine/threonine-
protein kinase PBL1 Q8H186 6.68  337.0 18
Probable serine/threonine-
protein kinase PBL11 P43293 594  300.4 0,24
Probable' serfne/threomne- 049839 326 3468 0
protein kinase PBL2
Probable serine/threonine-
protein kinase PBL22 QISEX0 3.0 3548 -
Probable serine/threonine-
protein kinase PBL24 QIPESY 383 346.1 12
Probable. serfne/threomne- 049840 326 3468 0
protein kinase PBL3
Probable serine/threonine-
protein kinase PBL7 QOWRY5 320 3474 18
Probably inactive leucine-rich
repeat receptor-like protein Q9LRT1 7.17  325.0 18 18 0,12, 18
kinase At3g28040
Probably inactive leucine-rich
repeat receptor-like protein Q9ASS4  7.73 465.4
kinase BIR1 At5g48380
Proline-rich receptor-like
protein kinase PERK2 QILKO3 235 329.1 0
Proline-rich receptor-like
protein kinase PERK3 QIPEMS 9.02 389.4 12
Protein BRASSINOSTEROID
INSENSITIVE 1 022476 731  340.1
Protein kinase Q9FGB1 292 301.6 0
Protein kinase superfamily FAHWUO 870  559.9

protein Atlg48210
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Protein kinase superfamily

protein At1g52540 Q8LDB7 7.41  379.9
Protein kinase superfamily
4.27 .
protein Atlg65190 Q9599 366.6
Protein kinase superfamily  py\e 517 3gsg 0,12,18 0,24
protein At3g26700
Protein kinase superfamily
F4J11 4 21.
protein At4g01330 JIo ~3.48 521.3
Protein kinase superfamily
protein At5g14720 Q84WU5 494  306.6 0
Protein klrilase superfamily FABD1 664 3282 1 1
protein Atg49730
Protein STRUBBELIG-
RECEPTOR FAMILY 6 QICEM9 538 3467
PTI1-lik ine- i
ke tyrosine-proteln  her11Ge  7.66  372.1
kinase 1
PTI1-like tyrosme-protem 049339 707 373.9 0,12, 18 0,12, 18,
kinase 2 24
PTI1-like tyrosine-protein
kinase At3g15890 preez 4t 99 _
Putative cysteine-rich
receptor-like protein kinase 065472  4.21 344.3 24
12
Putative cysteine-rich
receptor-like protein kinase Q9LDTO 152  344.1 0,18
30
Putative cysteine-rich
receptor-like protein kinase Q9LDM5 152  344.1
31
Putative leucine-rich repeat
receptor-like serine/threonine- Q95106  2.11 307.1 0
protein kinase At2g04300
Putative proline-rich receptor-
like protein kinase PERK6 QPLS 302 3457
Putative receptor-like protein
FID 1 .
kinase At5g39000 QIFIDS  8.16 399.5
Receptor protein kinase TMK1 P43298  7.31 334.4 0,12
Receptor-like protein 51
RLP51 Q9SN38 7.39  359.0
Receptor-like protein kinase
9FN94 6.44  395.1
At5g59670 Q
Receptor-like protein kinase
HERK 1 QILX66 7.31  377.8
Receptor-like protein kinase Q9SGP2 499  305.9 0,12 18
HSL1
R -lik in ki
eceptor-like protein kinase QILK35 737 3018

THESEUS 1
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Receptor-like serine/threonine-

protein kinase SD1-7 Q39086 5.79 395.7 v
Serine/threonine-protein
kinase BSK2 QI9LS26  3.03 3158 24 0 18
Serine/threonine-protein
Kinase BSK3 Q8W4L3 3.50 315.0 18, 24
Serine/threonine-protein
Kinase BSK5 QOFIL1  5.29 355.0 12 0 12
Serine/threonine-protein
Kkinase BSK6 Q9M324 6.18 310.8 12
Serine/threonine-protein
kinase BSKS Q9FHD7 4.48 3232 12 0
Serine/threonine-protein
Kinase CDG1 QIOLSE1  4.08 342.0 24
Serine/threonine-protein
kinase PBL27 Q1PDV6 379  359.4 -
Serine/threonine-protein
kinase PBSI QO9FE20 3.77 351.4 0
Serine/threonine-protein
kinase RIPK Q9ZUF4 4.08 3414 - 18, 24
Serine/threonine-protein
hosphatase 2A 65 kD
phosphatase 2465 kDa 36950 550 4509 0
regulatory subunit A beta
isoform
Signal recognition particle 54 P37107 711 4503 18

kDa protein chloroplastic

Somatic embryogenesis

X . .
receptor kinase 2 (SERK2) QOXIC7 7.9 341.8 12
Somatic embryogenesis
receptor kinase 4 Q9SKG5 573 3385
(SERK4)/BKK1
STRUBBELIG-;eceptor family ASMQH3 796 4702
Wall—assogated receptor QILMP1  7.16 3814 12,18, 24
kinase 2

Wall-associated receptor

. QI9LMN6 7.15 3724 12,18
kinase 4

Wall-associated receptor

. QILMN7 9.31 539.8
kinase 5

Stress and Defence Response

2-Cys peroxiredoxin BAS1-like

chloroplastic Q9C5R8  7.02  567.2

Ankyrin repeat-containing
protein 2
At2g44060 080576  6.96  538.6
AT4g34150/F28A23_90 Q945K9  6.89  359.6
AT4g34180/F28A23_60 Q93v74 913 4529

F4JN13  6.95 329.8
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BAG family molecular
chaperone regulator 8 QILIB3 695  395.0
chloroplastic
Binding partner of ACD111 Q9LFD5 6.26  420.0
Chaperone protein dnaJ 2~ P42825 553  332.8 18
Chaperone protein dnaJ 3  Q94AW8 536  363.8
Chaperonin 60 subgrut beta 1 P21240 710 4984
chloroplastic
Cold shock protein2 Q41188 7.84 3068 |NCANNONE 0
1d- 1 413 pl
Cold-regulated 413 plasma QOXIM7 627 3751
membrane protein 1
Cold-responsive protein Q9BYNI 659 4018 -
kinase 1
Cysteine proteinase inhibitor 1 Q945Q1 8.76 ~ 533.9 - 12,18
DCD (Developn}ent anq Cell FAK518 466  363.8
Death) domain protein
DEAD-box ATP-dependent
RNA helicase 38 Q93zG7 797  400.1 18 18
Derlin-1 Q8VZU9 430  309.2 12 0,12
Disease resistance protein
RPPS Q8w4]J9 553 3709
Disease re51stan'ce RPP13-like Q38834  7.03 4799
protein 4
Dna] protein P58IPK homolog Q9LYW9 6.39  461.6
Glutathione S-transferase
DHAR1 mitochondrial QOFWR4 505 3808 18
Glutathione S-transferase U5 P46421  6.30 370.4 18
Guanine rllucleotldle—bmdmg Pa9177 434 3122 o4 0
protein subunit beta
Heat shock 70 kDa protein 14 Q9S7C0  5.02  337.1
Heat shock 70 kDa protein 3 065719  7.48 427.5
Heat shock protein 90-2 pP55737 524  370.2
Heat shock protein 90-3 P51818 7.04  378.0
Hypersensmve-m'duced QOFM19 633 4201
response protein 1
LRR and NB-ARC domains-
containing disease resistance Q2V4G0 3.71  366.9 0
protein
Metacaspase-4 064517 7.29 334.9
MLO-like protein 1 049621 8.65  460.9
MLO-like protein 2 Q9SXB6 876  461.4
Nucleophosmin Q9SU93  6.72 4255
Pectmeste‘ras'e/‘pectmesterase 049006 6.67 396.3
inhibitor 3
Phospholipase D gammal Q9T053 795  412.6
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Probable disease resistance

RPPS-like protein 4 Q9FJK8 575  306.2 18,24
Probable glutathione 1657 653 3305 | 24
peroxidase 2
Probable phospholipid 0.12. 18
hydroperoxide glutathione 048646  7.11 4432 0,18,24 2:1 ¢ 18
peroxidase 6 mitochondrial
Proline-rich receptor-like
protein kinase PERK1 QLVAS 525 3363 18
Protein BONZAI 1 Q94113 466  363.8
Protein EARLY-RESPONSIVE
TO DEHYDRATION 7 048832  9.01 4465 12,18
chloroplastic
Protein SUPPRESSOR OF
NPR1-1 CONSTITUTIVE 4 D7SFH9 3.60  332.8 12 0
Protein-tyrosine-phosphatase 082656 498 3102 0
PTP1
Putative disease resistance
protein RLP23 oSy 78 o _
Putative respiratory burst
oxidase homolog protein] Q9LZU9 153  321.7 12
(Rboh])
Respiratory burst oxidase
FI 1. 21.7 12
homolog protein D (RbohD) QIFIJO >3 3 -
Ribonuclease TUDOR 1 Q8VZG7 5.61 349.8 0
RNA-binding
(RRM/RBD/RNP motifs)  F4HVJ0 7.18 4457
family protein
RPMl-interacting protein4 Q8GYN5 7.18 316.7 0,12
Superoxide dlsmutfase [Fe] 1 P21276 780 4435
chloroplastic
Tetraspanin-8 Q8S8Q6 5.71 361.5
Thioredoxin H3 Q42403 6.82 389.8
Thioredoxin H5 Q39241 479 3374 24
Universal stress protein QSVYN9 503 3419 18, 24

PHOS32
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Figure S3. The protein—protein interaction networks of PM-associated proteins identified from
LPSps-treated Arabidopsis WT. For noting and clarity, the clustering differences are presented for
significant differences and not specific proteins in small font. Circles: significant proteins; Straight
lines: the interactions between different proteins; Colours: type of evidence for connection.
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Figure S4. The protein—protein interaction networks of PM-associated proteins identified from
LPSxc-treated Arabidopsis WT. Circles: significant proteins; Straight lines: the interactions between
different proteins; Colours: type of evidence for connection.
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Figure S5. The protein—protein interaction networks of PM-associated proteins identified from
LPSps-treated Arabidopsis [br2-2. Circles: significant proteins; Straight lines: the interactions
between different proteins; Colours: type of evidence for connection.
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Predicted Interactions
gene neighborhood
gene fusions

gene co-occurrence

Others

textmining
co-expression

protein homology

from curated databases
experimentally determined

Figure S6. The protein—protein interaction networks of PM-associated proteins identified from
LPSxc-treated Arabidopsis Ibr2-2. Circles: significant proteins; Straight lines: the interactions
between different proteins; Colours: type of evidence for connection.
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Figure S7. The protein—protein interaction networks of PM-associated proteins identified from
LPSps-treated Arabidopsis bak1-4. Circles: significant proteins; Straight lines: the interactions
between different proteins; Colours: type of evidence for connection.
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Figure S8. The protein—-protein interaction networks of PM-associated proteins identified from
LPSxc-treated Arabidopsis bak1-4. Circles: significant proteins; Straight lines: the interactions
between different proteins; Colours: type of evidence for connection.
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Figure S9. Generalised view of MAMP perception via PRRs, illustrating the potential impact of
knockout (KO) effects that influence MAMP-triggered immunity. Upon MAMP (e.g., flg22)
perception by a cognate PRR (e.g., in the case of FLS2 [39], the RLCK Botrytis induced kinasel (BIK1)
dissociates from its complex with FLS2 and co-receptor BAK1. This leads to the activation of defence
responses such as ROS production, cytoplasmic Ca? influx, activation of downstream signalling
kinases (MAPK and CDPK) and upregulation of defence genes. KO of the PRR and/or co-receptor
(demarcated by the dotted line) may impair activation of downstream defence signalling, that could
possibly lead to increased susceptibility of a plant to a pathogen. P = Phosphorylation, RBOHD =
Respiratory burst oxidase homolog D, TF = Transcription factor, PRR = Pattern recognition receptor,
CR = Co-receptor, MAMP = Microbe-associated molecular pattern, ROS = Reactive oxygen species,
CDPK = Calcium-dependent protein kinase, MAPK = Mitogen-activated protein kinase, RLCK =
Receptor-like cytoplasmic kinase, MTT = MAMP-triggered immunity (taken from [2]).
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Figure S10. Analysis of total peak intensity of PM-associated BAK1 detected in the control, LPSps: -
and LPSxc-treated WT and [br2-2 within a 24 h period. Even though BAK1 was detected above the
significance threshold scores in both LPSpst and LPSxc-treated WT and Ibr2-2, it was not included in
the discussion due to detection within the significance threshold scores of the MgClz-control at the
24 h period post-treatment.



