
Supplemental Figure 1. GO analysis of identified proteins on chemo-blended Ag NPs 

exposure. Go categories of proteins with differential abundance in six days old wheat 

plants treated with Ag NPs blended with organic and inorganic chemicals. Proteins were 

extracted from shoot and identified through gel free/label free proteomic technique. 

Proteins with differential abundance were categorized as biological, cellular, and molecular 

function by WEGO according to Go terms. The x-axis indicated the number of proteins. 

Categories that contained zero proteins are marked with (-)

Number of proteins

0 5 10 15 20 25

not assigned

transport

cellular homeostasis

cell organisation and…

response to stimlus

regulation of…

metabolic process

not assigned

extracellular

golgi

cytosol

chloroplast

cytoplasm

mitochondrion

membrane

not assigned

structural molecular…

RNA binding

enzyme regulator…

metal ion binding

protein binding

catalytic activity

Decreased

Increased

Biological process

Cellular

Molecular (-)

(-)

(-)

(-)

(-)



Supplemental Figure 2. MapMan soft analysis of identified proteins on chemo-blended 

AgNPs exposure. Metabolic pathway of proteins identified in wheat treated with chemo-

blended Ag NPs. Wheat plants were treated with Ag NPs mixed with organic and 

inorganic chemicals for 6 days. The abundance changes of proteins grouped into 

functional categories related to primary metabolism were visualized using MapMan

software. A red and blue color indicates an increase and decrease, respectively, in fold 

change values compared with untreated one. Abbreviations are as follows; CHO, 

carbohydrates, TCA,Tricarboxylic acid, OPP, O-propargyl puromycin.
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