Supplementary Material
Whole-genome sequencing
Library preparation, sequencing, read mapping, and bioinformatic analyses were carried out by Novogene Co., Ltd (Martinsried, Germany). The following information was provided by Novogene. Whole-genome sequencing of the wild-type strain (WT) and the evolved populations BA09 and BA20 was performed using an Illumina paired-end sequencing platform (2 × 150 bp reads). The assembled genome sequence of the WT strain generated in this study was used as the reference genome. Sequencing quality was high for all samples (Q30 > 96%), with average sequencing depths of 113.5× (WT), 176.4× (BA09), and 196.1× (BA20). Reads were aligned using BWA-MEM. Single nucleotide polymorphisms (SNPs) and insertions/deletions (InDels) were identified using GATK HaplotypeCaller (DePristo et al., 2011) following the GATK Best Practices workflow. Variants were functionally annotated using ANNOVAR (Wang et al., 2010). Structural variants were detected using BreakDancer (Chen et al., 2009) and only variants supported by at least two paired-end reads were retained for further analysis.
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Gene enrichment analysis
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Figure 1: Gene enrichment analysis from non-synonymous SNPs in coding regions performed with g:Profiler (Kolberg et al. 2023). Full Gene list in Table S1. 
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Figure 2: Gene enrichment analysis of structural variants (SVs) located in promoter regions performed with g:Profiler (Kolberg et al. 2023). Full Gene list in Table S3.
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1 GO:MF GO:0005488 binding
2 GOMF GO:0003824 catalytic activity
3 GO:MF GO:0034511 U3 snoRNA binding
4 GO:ME GO:0035251 UDP-glucosyltransferase activity
5 GO:MF GO:0003887 DNA-directed DNA polymerase activity
6 GO:MF GO:0003959 NADPH dehydrogenase activity 4656x102
7 GO:BP GO:0009987 cellular process
8 GO:BP GO:0140115 export across plasma membrane 1.260x103
9 GOBP G0:0010608 post-transcriptional regulation of gene expression 5031x10%
10 GOBP GO:0034297 telomere localization
" GO:BP GO:0072583 clathrin-dependent endocytosis
12 GO:BP GO:0030001 metal ion transport
13 GO:CC GO:0005622 intracellular anatomical structure
14 GO:CC GO:0030684 preribosome
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