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Introduction Liver Anatomy

The liver is the largest internal organ in the human body. It is involved in three
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i metabolism including beta-oxidation,
Using the powerful and unique capabilities of GeoMx® Digital Spatial Profiler o i W Pvsinusoid gluconeogenesis, bile formation, cholesterol
(DSP) with the Whole Transcriptome Atlas (WTA) panel to resolve functional : | formation, and amino acid catabolism. Zone
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units within FFPE tissues in situ, here we report the spatial analysis of whole 's the per'ce.ntral region between zones
and 3. Zone 3 is least perfused and plays the

transcriptomes across three micro-dissected zones (pericentral zone 3, largest role in detoxification, Zone 3
intermediate zone 2 and periportal zone 1) of human normal liver. We also biotransformation of drugs, ketogenesis,
report the whole transcriptome expression data from Kupffer cells, portal traits glycolysis, lipogenesis, glycogen synthesis,
and interlobular bile ducts from four normal liver samples. and glutamine formation.
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(A) Differential Expression analysis of Zonel vs Zone 3 (B) Expression levels of Cytochrome P450 monooxygenase involved in the
metabolism of various endogenous substrates. (C) Expression levels of ALDOB, an enzyme involved subpathway that synthesizes D-
glyceraldehyde 3-phosphate and glycerone phosphate from D-glucose, part of the pathway glycolysis (D) Gene Set Enrichment
Analysis (GSEA) (E) Enrichment scores of highlighted pathways
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