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Table 1 The extraction of plant CWPs using two-steps and three-steps extraction procedure
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Fig. 1 Functional classification of cell wall proteins (note:

data from supplemental information)

El1 EMEEERIGESE (F: ZIERAMHER)

4 EYAREEERAFHEHM@EIEA
Prak

10 4, FEAE R E B A BOR R R R
FED AR EE 3 1 A2 I TR B T S AR .
FUT, A Y40 N B B2 F st 40 2 OB 90 AR rh e =


http://www.cbs.dtu.dk/services/
http://prosite.expasy.org/)
http://www.cbs.dtu
http://www.cbs.dtu.dk/services/TargetP/)
https://wolfpsort.hgc.jp/)
https://rostlab.org/services/loctree3/)
http://www.polebio.lrsv.ups-tlse.fr/WallProtDB/index
http://www.cbs

2018; 45 (8) XIemm, & EAREEQREFMRHR *837¢

AT AR 25 RS
ML A B R R AL T, B AR TS AN
%% E z E/‘] CWPS[S, 11-15, 23-26, 28, 31-32, 34-35, 38, 41, 43]: ;E\: 7\%
FELAp VI IG5 B f e P 440 L B A 1 R 4L, BAEREIT
WO AT MY CWPs BB &M F AR, )
CWPs FER M 82315 85 iyt v g 41 o 2205036350,
H=RANF KB M Besos & RS A 40 i B 2
R, BEMITAEEE O REEY AR KF

SRR /R RO 2 BT b A RE A R B 5
HEERRTT, FRATVESS T 4N fu ke 2 1 o 4 22 A
WAE(E 2). B 2 wTH, YRR AR B AR R R
PEFIREIAME = G iR A B B B o, R S5 {8
FH 1D SDS-PAGE ## ¢ HPLC-MS/MS % A #f 17 Jii
WA, BENHEE R CWPs BH TR A AEYE B

FIrHT.

[mz%ﬁm&] [Klﬂéﬂ&{] Bl

T b, [ swmowmmm, k|
R S , i i}
04Ol 00 mll | ol I |
ﬁ/ & m e 5 mmcr)rll/oL @%Wﬁ?’fgﬂlo
ke | g yne 3
[5 mmol/L BEFRHN, 0.2 mol/L ZUAL4S J [ EHTUE }«' AL 2R F S 5 mmol/L E4HRHN, 0.2 mol/L ZAL4S }
I ! ||
[5 mmoV/L BEER4H, 0.05 mol/L EGTAJ [5 mmol/L &4, 0.05 mol/L EGTAJ
! ] o . I
[ 5 mmol/L FAERH, 3 molL AALHR } = [ 5 mmol/L BAFREN, 3 mol/L SAL4R }
i
]
HEZEN

b e s e ee = peax

Fig. 2 A work flowchart underling proteomics profiling of plant cell walls
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Abstract Cell wall proteins (CWPs) play very important roles in cell metabolism and developmental regulation,
modification of cell wall constitutes, signaling transduction, stress response and other biological events in plants.
Recently, the domestic and foreign researchers have developed various studies underling proteomics profiling of
plant CWPs and achieved great advance. This review describes the latest research progress of plant CWPs in the
classification, extraction, identification and bioinformatics analyses, summarizes the utilization and facing
challenge of plant cell wall proteome, and proposes a work model underline proteomics profiling of plant cell

walls, which will be useful for the deep study on plant cell wall proteome.
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Table S1 Functional classification of cell wall proteins
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