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The raw data of L. paracasei strains obtained from Illumina and SMRT sequencing have been deposited in the NCBI Sequence Read Archive (SRA; http://
trace.ncbi.nlm.nih.gov/Traces/sra/sra.cgi) under the accession numbers: SRR16925174-SRR16925228. The genome sequence of L. paracasei Zhang was retrieved
from NCBI under the accession number CP001084.2. The MS proteomics data have been deposited to the ProteomeXchange Consortium via the PRIDE partner
repository (http://www.ebi.ac.uk/pride; data set identifier, PXD026826). The transcriptomic data have been deposited in the NCBI SRA under the accession number
PRJNA725355. The Hi-C data of L. paracasei Zhang and its mutant have been deposited in NCBI SRA under the accession number SAMN23078205.
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Not applicable.

Not applicable.

Twenty-eight L. paracasei isolates and a pglX gene-inactivated strain of L. paracasei Zhang were used in this study. No statistical method was
used to predetermine sample size; rather, all isolated strains and the pglX gene-inactivated strain were investigated.

No data were excluded from the analyses.

There are no experimental replicates in the study. But, the analysis can be reproduced using the data and software described in the Methods
section, since the sequencing data and the genomes are accessible to the public.

No randomization was performed. All strains in this study were investigated under the same conditions and did not require random
assignment of strains.

Investigators were not blinded. Blinding during analysis was not necessary because the results are quantitative and did not require subjective
judgment or interpretation. Additionally, blinding was not possible since each experiment was conducted by a single person and sample
labeling was required.




