1 SPIRE2

The gene SPIRE2 is weakly expressed in human and bat datasets. SPIRE2 (spire-type actin nucleation
factor 2) is a protein-coding gene. GO annotations related to this gene include actin binding. An important

paralog of this gene is SPIRE1.
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Figure 1: IGV Genome Browser screenshot of gene SPIRE2.
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Figure 2: Sashimi plot of gene SPIRE2.
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Figure 3: UCSC Genome Browser screenshot of gene SPIRE2.
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