Overexpression of MpbHLH transcription factor, an encoding ICE-like protein, enhances Foc TR4-resistance of Cavendish banana
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Table S1. Primers used in this study

	Gene                            
	Rename
	Forward primer (5′–3′)                                
	 Reverse primer(5′–3′)

	MpbHLH-1
	GSP1
	CGCACTAGTCCGTCTTCTGTCTTCTTCTG        
	GTGGGATCCAATTTCTGATTCTCCTCG

	MpbHLH-2        
	GSP2
	TGGGTTTGCCATGGATGTTT                    
	AGAACACCAGGGCCTTCCTT

	MaACT1
	GSP3
	ATTGTGCTTGATTCTGGTGATG                  
	TTCAGCAGTGGTAGTGAAGGAA

	MpbHLH-3
	GSP4
	TATAGTCGACATGCTCTCGGGGATCAATGG      
	CGCTATCGATTCATGACACTGTATTATCG

	hpt          
	GSP5
	CTGAACTCACCGCGACGTCTGTC                
	TAGCGCGTCTGCTGCTCCATACA

	Ma03_g03390
	GSP6    
	GGCGCAGCAAGATGCATAAA                   
	CCGCTTCCTGAACATAGCGA

	Ma04_g05290
	GSP7
	TCATGGAAGGTGAAGCTCGG                   
	CGAGGTCGTCGAAGGCTATT

	Ma06_g07210
	GSP8
	CTGCTGGGTGGACCATCTTG                 
	CTTGGCAGCGAAGGAGGATA

	Ma03_g28910      
	GSP9
	CTGACCGATGTGTGTGCTCT                  
	CAGTGCAGGGAGATCAGCAA

	Ma09_g11510 
	GSP10
	TGAGCGTGAAGGACCTTGTT            
	AATTGCGACTCGGAAGCACT

	Ma06_g34790
	GSP10      
	GGAAGGGATCACATGCACCA     
	ACTTGCAAATGACTGACGTGG


Table S2. Composition of various medium used for regeneration and transformation experiments

	Medium
	Composition

	Proliferation Medium (M2)
	MS basal salts, 2,4-D (1 mg.L-1), biotin (1 mg.L-1), malt extract (100 mg.L-1), glutamine (100 mg.L-1), sucrose (45 g.L-1), pH 5.3

	Embryo Development Medium (M3)
	SH basal salts, NAA (0.2 mg.L-1), Kinetin (0.1 mg.L-1)，biotin (1 mg.L-1), malt extract (100 mg.L-1), glutamine (100 mg.L-1), sucrose (45 mg.L-1), agar(8 g.L-1), proline (0.23 mg.L-1), lactose (10 g.L-1), myo-inositol (0.1 g.L-1), pH 5.3

	Germination Medium (M4)
	MS basal salts, Morelc vitamins, BAP (0.45 mg.L-1), IAA (2 mg.L-1), myo-inositol (0.1 g.L-1), sucrose (30 g.L-1), agar (8 g.L-1), pH 5.8

	Multiplication  Medium (MZ)
	MS basal salts, 6-BA (4 mg.L-1), NAA (0.2 mg.L-1), sucrose (30 g.L-1), agar (8 g.L-1), pH 5.8

	Rooting Medium (RM)
	MS basal salts, NAA (0.1 mg.L-1), sucrose (30 g.L-1), agar (8 g.L-1), pH 5.8


Figure S1. Open reading frame (ORF) sequence of MpbHLH along with its predicted protein sequence.
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Figure S2. Generation of transgenic Cavendish banana plants using A. tumefaciens-mediated transformation. (A)  The T-DNA region of the binary vector pOx-MpbHLH designed to constitutively overexpress MpbHLH in transgenic banana plants. (B) Obtaining process of transgenic Cavendish banana plants.
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Figure S3. PCR confirmation of the hygromycin-resistant plants using hpt-specific primers. M, molecular marker; WT, wild-type; -, ddH2O; the numbers indicate different transgenic lines; P, plasmid DNA (used as a positive control). 
A                                           
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Figure S4. Transcriptomic analysis of banana wild-type (WT) and a transgenic line (#DX11). Three independent biological replicates were collected for each of the genotypes, WT or #11, before and after inoculation treatment. (A) GO catalogue analysis map involving the 119 differentially expressed genes that had significantly different expressions before (0 h) and after inoculation treatment (7 and 14 d). (B) GO enrichment analysis map involving the 119 differentially expressed genes that had significantly different expressions before (0 h) and after inoculation treatment (7 and 14 d).
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Figure S5. Proteomics analysis of WT and a transgenic line (#DX11). (A)The quantitative volcano map of differential expression protein is as follows: the horizontal axis is the log 2 log conversion value of protein relative quantitative value, and the vertical axis is the difference significance test. In the figure, the red dot indicates the up-regulated protein and the blue dot indicates the down regulated protein. (B) Gene ontology is an important bioinformatics analysis method and tool, which is used to express the attributes of genes and gene products. We analyzed the distribution of differentially expressed proteins in GO secondary annotation.
