Supplementary data


Supplementary Figure  1. Significant pathways among the DEGs for GO terms Biological Process, Molecular Function, and Cellular Component at six hours after treatment. Significant pathways are represented on the X-axis; the number of DEGs annotated in each pathway is on the left Y-axis; and the right Y-axis shows the percentage of DEGs annotated in each pathway.


[bookmark: _GoBack]Supplementary Figure  2. Significant pathways among the DEGs for GO terms Biological Process, Molecular Function, and Cellular Component at three days after treatment. Significant pathways are represented on the X-axis; the number of DEGs annotated in each pathway is given on the left Y-axis; and the right Y-axis shows the percentage of DEGs annotated in each pathway.


Supplementary Figure  3. Significant pathways among the DEGs for GO terms Biological Process, Molecular Function, and Cellular Component at seven days after treatment. Significant pathways are represented on the X-axis; the number of DEGs annotated in each pathway is given on the left Y-axis; and the right Y-axis shows the percentage of DEGs annotated in each pathway.


Supplementary Figure  4. Global pathway enrichment analysis, six hours after DBDTP treatment. The dot size represents the number of expressed genes involved in each pathway. The different dot colors indicate the adjusted P value of each pathway; the pathways with P value≤ 0.05 are designated as significantly enriched pathways. Different shapes indicate whether the pathways were up or downregulated. Rich Factor denotes the ratio between the number of expressed genes and all genes annotated in each pathway.


[bookmark: _Ref214979313]Supplementary Figure  5. Global pathway enrichment analysis, three days after DBDTP treatment. The dot size represented the number of expressed genes involved in each pathway. The different dot colors represented the adjusted P value of each pathway; the pathways with Adj P value≤ 0.05 were significantly enriched pathways. The different shapes indicated whether the pathways were up or downregulated. Rich Factor represented the ratio between the number of expressed genes and all genes that were annotated in each pathway.


[bookmark: _Ref214979330]Supplementary Figure  6. Global pathway enrichment analysis, seven days after DBDTP treatment. The dot size represented the number of expressed genes involved in each pathway. The different dot colors represent the adjusted P value of each pathway; pathways with P value≤ 0.05 were designated as significantly enriched pathways. The different shapes indicate whether the pathways were up or downregulated. Rich Factor represents the ratio between the number of expressed genes and all genes annotated in each pathway.
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GO−term Biological Process Enrichment: Up and Down significant pathways at 7 days






