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Table S1. Primer for sequences used in this experiment

	Gene
	Gene ID
	Types of primers
	name
	Sense primer (5’→3’);
Anti-sense primer (5’→3’)

	MaACS1
	pp163379
	real-time-PCR 
	MaACS1-F
MaACS1-R
	ttgcaggggatgatggcatt;

tttaccaccgcgtcgttgta

	MaCTR1
	pp163380.1
	real-time-PCR 
	MaCTR1-F
MaCTR1-R
	ctccggtgagtattacgggc;

acgcccttcaacctgtactg

	MaEIN2
	PP975779
	Cloning
	MaEIN2-F
MaEIN2-R
	gtttgatgctttggctggca;

tcacacaagagttgagacatacgg

	
	
	real-time-PCR 
	MaEIN2-QF
MaEIN2-QR
	ggcgttgttactggaaggga;

atgcccaagaccatggtgag

	
	
	VIGS-plasmid construction
	MaEIN2-VIGS-F
MaEIN2-VIGS-R
	agtggtctctgtccagtcctgcttctggttgctattgga;

ggtctcagcagaccacaagttcaaacagatgattaagtccatg

	MnEIN3
	PX763987
	real-time-PCR
	MnEIN3-F
MnEIN3-R
	cacaagatgggatcctgaaa

tgtcctgcaagcatttagat

	MaERF1
	GQ162103.1
	real-time-PCR 
	MaERF1-F
MaERF1-R
	acctttggccggatctgaag;

aaccctggaaatcagcctcg

	Maactin
	KF031062.1
	real-time-PCR 
	Maactin-F
Maactin-R
	cattgtaggtcgtccccgtc;

ttcttcaggggcaacacgaa


Figure legends
Fig. S1 The full-length cloning of the MaEIN2 gene
Fig. S2 The phylogenetic position of MaEIN2 among the selected plant species. The EIN2 proteins were aligned using the Clustal X program, and the phylogenetic analysis was performed with MEGA 7.0 software by using the Neighbor-Joining (NJ) method, the reliability of the tree was accessed by a bootstrap analysis with 2,000 replicates. 
Fig. S3 Sequence analysis of MaEIN2 and predicted protein.
Fig.S4 3D-model of MaEIN2 predicted by SWISS-MODEL（http://swissmodel.expasy.org/interactive）. The red arrow indicates the S645/F646 cleavage site in the MaEIN2-CEND region.
Fig. S5 Phenotypic growth status of mulberry seedlings after treatment with ethylene inhibitor 1-MCP. a. Phenotype of control group before treatment; b. Water-controlled mulberry seedlings; c. Phenotype of mulberry seedlings before 1-MCP treatment; d. Growth status after 1-MCP treatment.
Fig. S6 Structure diagram of plasmid pNC-TRV2-eGFP-MaEIN2 -CEND (MaEIN2-VIGS).
Fig. S7 Identification of the MaEIN2-CEND sequence using the A. tumefacien strain GV3101 suspension harbouring MaEIN2-VIGS plasmid as template.
Fig. S8 Detection of stomata aperture in mulberry seedling leaves of WT, EV and MaEIN2-VIGS after A. tumefaciens infection. The significance is indicated by different letters (P <0.01).
Fig.S9 HPLC chromatograms of ChA monitored at a wavelength of 290 nm: (a) Reference standards (100 ng/μL); mulberry leaf samples: (b) WT, (c) EV, (d) MaEIN2-VIGS, and (e) Silkworm feeding, (The “▼” indicates the ChA peak).
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Fig. S3
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Fig. S4
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Fig. S5
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Fig. S6
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Fig. S8
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Fig. S9
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