Feasibility of Using shRNA-seq for Multi-Tissue Exploration of Human Parturition.
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« Spatial transcriptomics (ST) with tissue
sections can be used to assess whether
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location-specific and dependent on the
composition of neighbouring cells In DP
heterogenous tissues [9].

Figure 1. Schematic diagram summarising the transcriptomics
workflow of the Borne Uterine Mapping Project (BUMP).
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