1 LOC100652751

Overlaps with the gene SCD. This enzyme is involved in fatty acid biosynthesis. The annotation seems
incomplete, missing 4 upstream exons connected via the sashimi plot (figures).
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Figure 1: IGV Genome Browser screenshot of gene LOC100652751.
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Figure 2: Sashimi plot of gene LOC100652751.
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Figure 3: UCSC Genome Browser screenshot of gene LOC100652751.
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