
1 LOC100652741

Not described locus, located upstream of a cluster of genes.
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Figure 1: IGV Genome Browser screenshot of gene LOC100652741.
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Figure 2: Sashimi plot of gene LOC100652741.
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Figure 3: UCSC Genome Browser screenshot of gene LOC100652741.
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Figure 4: UCSC Genome Browser screenshot of gene LOC100652741.
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