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Fig. S1 Functional annotation of transcriptome  
Note: (a) Egg NOG Annotation Statistics, (b) GO Classification Annotated Statistics, (c) KEGG Classification Annotated Statistics. The horizontal coordinate is the number of genes, and the vertical coordinate is the taxonomic content of GO. The horizontal coordinate is the number of genes, and the vertical coordinate is the Level 2 pathway name.
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Fig S2 KEGG enrichment trends for nitrogen-related pathways in 3 pairwise comparisons
[bookmark: _Hlk239322940]Note: (a) PG47 vs. PG48, (b) PG18 vs. PG48, (c) PG17 vs. PG48. The x-axis represents the gene ratio (DEG number/total number of genes in the pathway). Bubble size represents the number of DEGs per pathway. Bubble color indicates the proportion of up-regulated genes within each pathway (red: predominantly up-regulated; blue: predominantly down-regulated; white: mixed).
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