1 BCL2L1

The protein encoded by this gene belongs to the BCL-2 protein family. BCL-2 family members form hetero-
or homodimers and act as anti- or pro-apoptotic regulators that are involved in a wide variety of cellular
activities. The proteins encoded by this gene are located at the outer mitochondrial membrane, and
have been shown to regulate outer mitochondrial membrane channel (VDAC) opening. VDAC regulates
mitochondrial membrane potential, and thus controls the production of reactive oxygen species and release
of cytochrome C by mitochondria, both of which are the potent inducers of cell apoptosis.

This gene was found to be expressed in all probes. A 0.5 times down regulation was observed in 23 h
Marburg probes. No other significant difference was found.
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Figure 1: IGV Genome Browser screenshot of gene BCL2L1.
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Figure 2: Sashimi p%ot of gene BCL2L1.
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Figure 3: UCSC Genome Browser screenshot of gene BCL2L1.
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