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class 11 class III
metal/metalloid dlass I (natural background) pH <6.5 pH 65-7.5 pH >7.5 pH >65 % exceeding the limit
| cd 02 03 03 06 10 7.0 |
As
paddy 15 30 25 20 30 27°
upland 15 40 30 25 40
Hg (.15 0.3 0.5 1.0 1.5 1.6
Cu
farmland 35 50 100 100 400 2.1°
orchard - 150 200 200 400
Pb 35 230 300 350 500 L5
Cr
paddy 9 250 300 350 400 19
upland 90 150 200 250 300
In 100 200 250 300 500 09
Ni 40 40 50 60 200 4.8

“The percentage exceedance is for all soil types.

Zhao F J et al., 2015
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Uraguchi S. & Fujiwara T., 2013~ e
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Cd accumulation in Rice grains
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Luo JS et al., 2018, Nature Communications
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Table 3 List of identified proteins unique present in Cd explored xylem sap samples from Brassica napus.
SecretomeP column indicates results from subcellular classification as classical (CS) and non-classical secretory (NCS) proteins.

Accession ¢ Similar to Arabidopsis ~ Description Secretome P ? Functaona@
classification
AO0A078JU82  AT3G59010  Pectin methylesterase CS
AO0AO078FM34  AT5G41870  Pectin lyase-like superfamily protein CS
AOA078JIG4  AT1G02460  Pectin lyase-like superfamily protein NCS
AO0AO078FM34  AT5G41870  Pectin lyase-like superfamily protein CS
AQA078JIG4  AT1G02460  Pectin lyase-like superfamily protein NCS Cell wall
AQAO07811Z2  AT1G68560  Encodes a bifunctional alpha-l-arabinofuranosidase/ CS metabolism
beta-d-xylosidase
AOAO78F3L6  ATS5G20950  Encodes a beta-glucosidase involved in xyloglucan CS
metabolism
AOAO078FKS9 ATS5G66630  DAl-related protein 5 NCS
AOAO078IG80  AT3G26380  Glycoside Hydrolase (GH27) family CS
AO0A078IQ70  AT5G26000  Member of Glycoside Hydrolase Family 1. CS
AOAO078HIR6 AT4G20830  Encodes an oligogalacturonide oxidase s o
‘AOA068F4YS  AT4G33720  CAP superfamily protein CS
AO0A078J6D0  AT2G43570  Chitinase CS
AO0A078GI16  AT4G36010  Pathogenesis-related thaumatin superfamily protein CS
LAOAO78FK91 _AT5G44420 _ PDF1.2A, plant defensin CS Stress/oxido-
AOAOQ078IPF4  ATS5G20630  Encodes a germin-like protein. CS reductases
AO0AO078GTU7 AT3G26060  Encodes periredoxin Q NCS
A0A078G4Z5 AT3G28200  Peroxidase superfamily protein CS
AOA078G4Z5  AT3G28200  Peroxidase superfamily protein. O
AOAO78JER4 ~ ATIG59560 ~ Encodes a chloroplast-localized putative RING-type CsS
ubiquitin E3 ligase.
AO0AO078JCD8 ATI1G52950  Nucleic acid-binding, OB-fold-like protein NCS
AOA078GRU8 ATI1G23110  Fold protein NCS
AOAO078FN41 AT5G56710  Ribosomal protein L31e family protein NCS
AOAO078JLL9  AT3G56340  Ribosomal protein S26e family protein NCS Protein synthesis
AO0A078J609  AT5G58290  26S proteasome AAA-ATPase subunit RPT3 (RPT3) mRNA NCS /degradation
AOA078HUCS AT3G09630  Ribosomal protein L4/L1 family NCS
AOAO078IP32  AT3G19760  Eukaryotic initiation factor 4A-I1I NCS
AOAO078FQZ9 AT4G09800  Encodes a ribosomal protein S18C, a constituent of the NCS
small subunit of the ribosomal complex
AO0AO078J757  AT2G29960  Encodes a cyclophilin protein that exhibits peptidylprolyl CS
cis/trans-isomerase and protein refolding activities
AOAO078HO6L6 AT2G36620 RPL24A encodes ribosomal protein .24 NCS
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Gene ID Peptide sequence Description
BnaA07g32150D  SSGTWSGVCGNNNACK Defensin-like protein
LEGAQHGSCNY VFPAHK
BnaC02g23620D  CNNAVPTPK Defensin-like protein
40
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30
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2 1000
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