Brassica yellows virus’ movement protein upregulates anthocyanin accumulation, leading to the development of purple leaf symptoms on Arabidopsis thaliana
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Figure S1. Samples prepared for next generation sequencing.
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Figure S2. Top 30 GO terms enriched in the BrYV amplicon-transformed Arabidopsis lines (111 and 412) compared with Col-0.
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Figure S3. Scatter plot of top 20 enriched KEGG pathways in lines 111 and 412.
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Figure S4. Reads density of transcripts on chromosomes.
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