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Supplementary Table 1. Primer sequences used by RT-qPCR.
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[image: ]Supplementary Fig. 1. Region-specific expression landscapes of opioid-related transcripts following sleep deprivation.

Heatmaps illustrate relative mRNA abundance (ΔCt values) of Pomc, Penk, Pdyn, and Oprm1 across the medial prefrontal cortex (mPFC), paraventricular nucleus (PVN), arcuate nucleus (ARC), lateral hypothalamus (LH), periaqueductal gray (PAG), and parabrachial nucleus (PBN) in control and sleep-deprived mice. A lower ΔCt reflects higher gene expression.
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