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ChIP-seq

Flow cytometry

MRI-based neuroimaging

from the Swedish Ethical Review Board (https://etikprovningsmyndigheten.se/; the application procedure and instructions are provided in the link) and data access
approval from the SCAPIS Data access board (https://www.scapis.org/data-access/; the application procedure and conditions are provided in the link). These data
may only be used for research, and are not available for commercial use. Underlying data for all figures are provided in the Source Data file and available at https://
github.com/MolEpicUU/GUTSY_Atlas. A companion website to the article containing the full results of the current study and further study-related searchable
material can be accessed via https://gutsyatlas.serve.scilifelab.se/.

All SCAPIS Uppsala and Malmö samples with complete metagenomic sequencing data, plasma metabolite profiling data and main model
covariates were used (n = 8,583). No power calculations were done, but similar previous studies with a fraction of the samples were successful
in finding significant associations.

During the metagenomic sequencing measurement, 12 samples were excluded as they provided a low DNA yield and/or had features
interfering with the library preparation even after one attempt of re-extraction each. Furthermore, one sample with only 1,473 reads mapped
to the signature genes was removed after sequencing. For the metabolomics profiling, two samples were lost during processing, two samples
were excluded whose data were determined to be outliers based on principal component analysis, and one sample was excluded based on
clearly discordant levels of glucose, cholesterol and creatinine compared to the reference laboratory measurement. Finally, 33 individuals
with missing main model covariates were removed. Species with at least 100 non-zero measurements and metabolites with at least 100
values above the detection threshold were included in the present study. These exclusion/inclusion criteria were established before analyses
were performed.

We did not include any new replication data.

This is not relevant to our study, because we did not perform any group based analysis.

This is not relevant to our study, because we did not perform any group based analysis.




