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FAMA49A

Homo sapiens family with sequence similarity 49, member A (FAM49A), mRNA.

Low expression in human, no homologs found in bat.
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Figure 1: IGV Genome Browser screenshot of gene FAM49A.
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Figure 2: Sashimi plot of gene FAM49A.
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Figure 3: UCSC Genome Browser screenshot of gene FAM49A.



	FAM49A

