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Effect of bamboo mosaic virus on tobacco
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[Abstract] This study utilized transcriptome sequencing to analyze the differentially expressed genes of different
tobacco samples infected by Bamboo mosaic virus of the strong virus strain S and the weak virus strain HA7. The
results indicate that, compared to the control, 503 genes were up—regulated and 601 genes were down—regulated
after HA7 inoculation. KEGG annotation identified 79 differential genes, which were enriched in 61 pathways,
with the highest enrichment observed in the terpenoid biosynthesis and starch and sucrose metabolism pathways.
Inoculation with S resulted in the up—regulation of 732 genes and down—regulation of 656 genes. KEGG
annotated 87 differential genes, enriching a total of 64 pathways, particularly in arginine—proline metabolism and
lysine degradation pathways. However, when compared inoculation with S to HA7, only 137 genes up—regulated
and 39 down-—regulated. Statistically, differentially expressed genes were primarily enriched in carotenoid
biosynthesis, cyanoamino acid metabolism, photosynthesis, photosynthesis—antenna proteins, plant hormone
signaling transduction, and terpenoid skeleton biosynthesis.
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