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Supplementary Figure S1. Strategy of DEGs screening. Left and right parts show
the workflow identified differentially expressed genes (DEGs) by DEGseq and

DEseqg2 methods, respectively.
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Supplementary Figure S2. Enriched GO terms and corresponding DEGs
numbers of each term for Bf28-vs-Sol28. (a), The most enriched top 30 Go terms,
BP: biological process; CC: cellular component; MF: molecular function. (b), DEGs

number of the most enriched 10 GO terms derived from BP, CC and MF, respectively.
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Supplementary Figure S3. Enriched GO terms and corresponding DEGs
numbers of each term for Bf35-vs-Sol35. (a), The most enriched top 30 Go terms,
BP: biological process; CC: cellular component; MF: molecular function. (b), DEGs

number of the most enriched 10 GO terms derived from BP, CC and MF, respectively.
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Supplementary Figure S4. Enriched GO terms and corresponding DEGs

numbers of each term for Bf36-vs-Sol36. (a), The most enriched top 30 Go terms,

BP: biological process; CC: cellular component; MF: molecular function. (b), DEGs

number of the most enriched 10 GO terms derived from BP, CC and MF, respectively.
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Supplementary Figure S5. Enriched pathways and corresponding DEGs number
of each pathway for Bf28-vs-Sol28. (a), The most enriched 20 pathways, the size of
black circle represents the DEGs number; Different color represents the significant

test Q value. (b), DEGs number of the most enriched 30 pathways.
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Supplementary Figure S6. Enriched pathways and corresponding DEGs number
of each pathway for Bf35-vs-Sol35. (a), The most enriched 20 pathways, the size of
black circle represents the DEGs number; Different color represents the significant

test Q value. (b), DEGs number of the most enriched 30 pathways.
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Supplementary Figure S7. Enriched pathways and corresponding DEGs number
of each pathway for Bf36-vs-Sol36. (a), The most enriched 20 pathways, the size of
black circle represents the DEGs number; Different color represents the significant

test Q value. (b), DEGs number of the most enriched 30 pathways.



