1 ARSJ

Sulfatases (EC 3.1.5.6), such as ARSJ, hydrolyze sulfate esters from sulfated steroids, carbohydrates,
proteoglycans, and glycolipids. They are involved in hormone biosynthesis, modulation of cell signaling,
and degradation of macromolecules. Expression in human is increased in EBOV, and a longer 3> UTR
can be seen. No homologes were found in rae.
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Figure 1:

IGV Genome Browser screenshot of gene ARSJ.
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Figure 2: Sashimi plot of gene ARSJ.
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Figure 3: UCSC Genome Browser screenshot of gene ARSJ.
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