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(accession code GSE137720 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE137720]). Where applicable, gene ontology terms (GO) were extracted from
the gene ontology browser of the Mouse Genome Informatics (MGI) database [http://www.informatics.jax.org/]. Source data are provided with this paper

Samples were chosen according to the number of the availability of experiments. Each Spatial Transcriptomics slide contains 6 sub-arrays. All
samples resulting in cDNA libraries of correct size and concentration of all performed experiments were considered. Since the sequencing
data resulted in satisfactory depth for two liver replicates of mouse liver tissue we argued the produced data is sufficient to support the
conclusions made in the study.

Only data that was handled the same way during samples freezing and library preparation was considered for consistent final analysis.
Therefore, samples "CN16-D1" and "CN16-E1" were excluded from the final analysis due to a different freezing protocol for the liver sample
preparation. Samples "CN65-C1" and "CN65-C2" were excluded from the data, since they followed a different protocol before Hematoxylin
and Eosin staining during optimization processes. No other data was excluded from the study.

To control for biological variation and increase reproducibility, liver samples from two individual mice and lobes were used during this study.
All attempts at replication were successful.

Randomization was not applicable to this study, since it does not include clinical samples or comparative hypotheses between different
groups.

Blinding was not applicable to this study, since grouping of data did not take place.

Primary antibodies:

1. GS (1:1000; ab73593, Abcam)

2. SOX9 (1/100; AB5535, Millipore)

3. F4/80 (1:100; MCA497RT, BioRad)

4. HNF4" (1/100; sc6556, Santa Cruz)

5. CD31 (1:200; MEC13.3, BioLegend)

Secondary antibodies:

6. anti-rabbit AlexaFluor 488

7. anti-rabbit/anti-goat/anti-rat AlexaFluor 647 (1:1000, Invitrogen)

1. GS: validated in target organism (mus musculus), information from the vendor (64 citations): https://www.citeab.com/
antibodies/733545-ab73593-anti-glutamine-synthetase-antibody, exemplary publiction: DOI: 10.1016/j.immuni.2020.08.004

2. SOX9: validated in target organism (mus musculus), information from the vendor (44 citations): https://www.sigmaaldrich.com/SE/
en/search/hpa001758?focus=papers&page=1&perPage=30&sort=relevance&term=HPA001758&type=citation_search, exemplary




