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Figure S1. Ery effect on seed germination.
Figure S2. Chlorophyll a and chlorophyll b levels with and without Ery treatment on B. campestris seedlings.
Figure S3. Schematic chart of proteomic workflow.
Figure S4. Protein abundance using functional categories.
Supplementary Table S1. Primers used in qRT-PCR analyses.
Supplementary Table S2. List of identified differentially expressed by Ery (FDR<0.01).




Supplementary Table S1. Primers used in qRT-PCR analyses.
	Gene 
	Primer Name
	Sequence (5’→3’)
	

	EF1a
	EF1a-qRT-F
	CCCTCCGTCTACCACTTCAG
	Normalization

	
	EF1a-qRT-F
	CACAACCATACCAGGCTTGA
	

	ACT7
	ACT7-qRT-F
	CTACGAGTTACCTGATGGA



	

	
	ACT7-qRT-R
	ATGATGGAGTTGTAAGTTGTC
	

	Bra040977
	Bra040977-qRT-F
	CCGGGCTACTTTGAAATCTG
	

	
	Bra040977-qRT-R
	TTGGATCTCCCACTTTTTGG
	

	Bra041106
	Bra041106-qRT-F
	TGGACGCCAAGTGATTGATA
	

	
	Bra041106-qRT-R
	AAGGCCTTGGACACGTAATG
	

	Bra041120
	Bra041120-qRT-F
	AGCTGGCAAATCAAAATTGG
	

	
	Bra041120-qRT-R
	TTCCACTGGGAGAGGATTTG
	

	Bra026951
	Bra026951-qRT-F
	ACACAGCGTTGAAGCACAAG
	

	
	Bra026951-qRT-R
	TCAGCGAATATACGCACAGC
	

	Bra029732
	Bra029732-qRT-F
	GGTTTCCGACATTAGCTCCA
	

	
	Bra029732-qRT-R
	TGCCTAAACCAAAAGGATCG
	

	Bra025260
	Bra025260-qRT-F
	AATTGCTATGCCGAAAATGC
	

	
	Bra025260-qRT-R
	GCAGAGCCAGCGATAGTAGG
	

	Bra011329
	Bra011329-qRT-F
	CCCTCGGGAACTTTATGGAT
	

	
	Bra011329-qRT-R
	CCACCTTCTTCCTCCCTACC
	

	Bra034200
	Bra034200-qRT-F
	ATGCCCTTGGAAACGATGTA
	

	
	Bra034200-qRT-R
	TGGCACAACACATCCAAGAT
	

	Bra028087
	Bra028087-qRT-F
	TTGCCGAGATAATGGCCTAC
	

	
	Bra028087-qRT-R
	TCATCGCGCAGTAAATCAAC
	

	Bra031534
	Bra031534-qRT-F
	GATGGGTTCAAAGTGCAGGT
	

	
	Bra031534-qRT-R
	TTCGGGAGAACCGTAATCAG
	

	Bra014908
	Bra014908-qRT-F
	GACGGTTTACCGCACTTGAT
	

	
	Bra014908-qRT-R
	CGGAAGATGATCCGACTAGC
	

	Bra036240
	Bra036240-qRT-F
	GAAGGTCCGAACTTGCTGAA
	

	
	Bra036240-qRT-R
	CTCCGGATAAACCCCATCTT
	

	Bra000837
	Bra000837-qRT-F
	CTACCTTCTTTGCCCCTC CT
	

	
	Bra000837-qRT-R
	ATGGCACAACACATCCAAGA
	


	
	
	
	

	Bra040927
	Bra040927-qRT-F
	CCATCGACAAAGGGAGTGTT
	

	
	Bra040927-qRT-R
	AGCATTGCGTTTTTCCAATC
	

	Bra011792
	Bra011792-qRT-F
	GAGAACACACGTGCTGCCTA
	

	
	Bra011792-qRT-R
	CCAGCAACCAGAGCAGTGTA
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Figure S1. Erythromycin effect on seed germination. Sterilized seeds were cultured in deionized distilled water in the presence of 0 or 10 mg/L Ery. A photograph was taken at 24 hours post-imbibition. Experiments were repeated independently three times with similar results.
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Figure S2. Chlorophyll a and chlorophyll b levels with and without Ery treatment on B. campestris seedlings. Chlorophyll was extracted from cotyledons of 4-day-old B. campestris seedlings using methanol. (A) Chlorophyll a. (B) Chlorophyll b. Independent experiments were repeated four times with similar results. The values represent mean ± SD (n=16). Asterisks indicate statistically significant difference from 0 mg/L (Student’s t-test; *p<0.05, **p<0.01, ***p<0.001).
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Figure S3. Schematic chart of proteomic workflow of high-throughput profiling with one-dimensional analysis. The workflow highlights four key steps from sample preparation to gene ontology categorization. These steps include protein extraction, in-gel digestion with trypsin, clean-up for LC-MS/MS analysis, and quantification of peptide and/or protein levels.


[image: G:\Life\draft\Figure S4.jpg]
Figure S4. Protein abundance using functional categories. The columns above and below the x-axis represent the numbers of upregulated and downregulated proteins, respectively, in response to Ery in each functional category.
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FigureS3 A schematic chart of B. rapa seedlings proteomic work flow.

Four-days old cabbage (B. campestris) seedlings
in the absence (0 mg/L) andin the presence of (5 mg/L) Erythromycin
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Figure S4 functional category (PANTHER, Go term)
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