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e Previous studies have shown transcriptome changes in the right
ventricle under hypoxia may contribute more to the development of

expressed genes between hypoxic and normoxic
conditions across both the left and right ventricles at
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diseases often rely on knowledge derived from left ventricular impact of hypoxia on cardiac transcriptome regulation.
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e Numerous genes show statistically significant upregulation and e Expand analysis and comparison across all three time points.
downregulation, indicating robust transcriptional responses to e Continue to explore the most significant genes and related
perinatal hypoxia. pathways identified and their influence on heart development.
il : e The identified differentially expressed genes suggest the activation e While minimal ventricular differences at day zero were identified,
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the early development of hypoxia-related cardiac conditions. heart matures, we must monitor for changes at later points.
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