1 NCK1

The protein encoded by this gene is one of the signaling and transforming proteins containing Src ho-
mology 2 and 3 (SH2 and SH3) domains. It is located in the cytoplasm and is an adaptor protein
involved in transducing signals from receptor tyrosine kinases to downstream signal recipients such as
RAS. Alternatively spliced transcript variants encoding different isoforms have been found.

Expression in all samples, in human after Marburg infection it is downregulated at both timepoints.
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Figure 2: Sashimi plot of gene NCK1.
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Figure 3: UCSC Genome Browser screenshot of gene NCK1.
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