Supplementary Materials:

Molecul

oxidoreductase activity
nuciectide binding
catalytic activity

ATP binding

hydrolase activity
metal ion binding

lar Function

transferase activity

structural constituent of ribosome
nucleic acid binding

zinG ion binding

Kinase activity

RNA binding

DNA binding

peptidase activity

GTP binding

transiation initiation factor activity
ligase activity

Iyase activity

isomerase activity

flavin adenine dinucieotide binding
hydrolase activity, hydrolyzing O-glycosyl compounds.
aminoacyl-1RNA igase activity
NAD binding

protein kinase activity

magnesium ion binding
methylransferase activity
hydrolase activity, acting on glycosyl bonds.
GTPase activity
pyridoxal phosphate binding
heme binding

Cellulai

membrane
integral component of membrane
cytoplasm
inracelllar
fibosome
nucieus.
intracellular ribonucieoprotein complex
mitochondrion
proteasome complex
ol
mitochondrialinner membrane
viral nucleocapsid
proteasome core complex
eukaryotic 488 preinitaton complex
eukaryotic 435 preinitation complex
eukaryoic transiation iniiation factor 3 complex
endoplasmic reticulum
large ribosomal subunit
cytoskeleton
chromosome
proteasome core complex. alpha-subunit complex
smallribosomal subunit
A2 protein complex
nucleosome
mediator complex
endoplasmic reticulum membrane
mitochondrial outer membrane
microtuble
mitochondrial matrix
Flo)

metaolic process

oxidation-reduction process

transiation

proteolysis

carbohydrate metabolic process
phosphorylation

transport

transiational intiaton

protein folding

rogulation of transcription, DNA-tempiated
methylation

protein phosphorylation

ARNA aminoacylation for protein ransiation
cellular amino acid biosynthetic process
intracolutar protoin transport

protein transport

transcription, DNA-templated

cell redox homeostasis

biosynthetic process

dephosphorytation

ubiquitin-dependent protein catabolic process
regulation of transcription from RNA polymerase Il promoter
icarboxylic acid cycle

proteolysis involved in cellular protein catabolc process
vesiclo-mediated transport

signal Wansduction

translational elongation
fransmembrane transport
formaton of translation preinitiation complex
protein pepidyl-prolyl isomerization

i |‘|||

o_
84
g
g

r Component

°n UDDDDDDDEIDDDDDDDD:.lIII

g

Biological Process

'] SEEECCCIOOOOCON]

3

T

T
100 150 200 250 300

Figure S1: The top 30 identified proteins were categorized with GO enrichment analysis. (a)
Molecular functions mainly included oxidoreductase activity, nucleotide binding, catalytic activity,
ATP binding, hydrolase activity, metal ion binding, and transferase activity. (b) Cellular components
mainly included membrane, integral component of membrane, cytoplasm, nucleus, intracellular,
ribosome, proteasome complex, cytoplasm, and mitochondrion. (c¢) Biological processes mainly

included metabolic process, oxidation-reduction p

rocess, transport, proteolysis, phosphorylation,

carbohydrate metabolic process, translational initiation, proteolysis, translation, and protein folding.
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Figure S2: The signal peptide of FocCP1 protein was predicted with SignalP-4.1. The 1-18 amino acid
sequence was a signal peptide of FocCP1. C-score and Y-score reached the maximum values of 0.761
and 0.794 at 19 amino acid positions respectively. S-score reached the maximum value of 0.914 at 11
amino acid positions.
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Figure S3: Gel electrophoresis of the FocCP1 gene and recombinant pPICZxA-FocCP1 plasmid. (a) The
full length FocCP1 gene lacking signal peptides and stop codon was amplified by pPICZaA-FocCP1-
F/pPICZaA-FocCPI-R primers; the open reading frame of the FocCP1 gene contained a 363 bp
nucleotide sequence. (b) The recombinant pPICZaA-FocCP1 plasmid was constructed and reached
approximately 3.9 kb in nucleotide sequence length. M: marker, 1 and 2: FocCP1 gene, 3 and 4:
recombinant pPICZaA-FocCP1 plasmid.
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Figure S4: The minimum concentration elicitor function and stability of FocCP1 protein were
analyzed. (a) The minimum concentrations of FocCP1 were determined for inducing HR in tobacco
leaves: 25 pM FocCP1 induced slight HR, 75 uM FocCP1 induced HR, greater than 100 uM FocCP1
induced obvious HR in tobacco leaves. (b) The heat stability of FocCP1 was analyzed after treatment
with different temperatures. FocCP1 had heat stable below 70°C, while FocCP1 lost elicitor function
above 80°C. (c) The acid-base stability of FocCP1 was analyzed after treatment with different acidic
and alkaline solutions. FocCP1 had acid-base stability within pH 2-10, while FocCP1 lost elicitor
function below pH 2 or above pH 10. In all experiments, FocCP1 was infiltrated into tobacco leaves

with approximately 2 cm? area. Three independent replicates were performed. Values were means
+SE.



