
1 NEK6

The protein encoded by this gene is a kinase required for progression through the metaphase portion of mi-
tosis. Inhibition of the encoded protein can lead to apoptosis. This protein also can enhance tumorigenesis
by suppressing tumor cell senescence. Several transcript variants encoding a few different isoforms have
been found for this gene. Protein kinase which plays an important role in mitotic cell cycle progression.
Required for chromosome segregation at metaphase-anaphase transition, robust mitotic spindle forma-
tion and cytokinesis. Phosphorylates ATF4, CIR1, PTN, RAD26L, RBBP6, RPS7, RPS6KB1, TRIP4,
STAT3 and histones H1 and H3. Phosphorylates KIF11 to promote mitotic spindle formation. Involved
in G2/M phase cell cycle arrest induced by DNA damage. Inhibition of activity results in apoptosis.
May contribute to tumorigenesis by suppressing p53/TP53-induced cancer cell senescence. Expression of
NEK6 is downregulated 23 hours after Marburg virus infection. All other Hu7 samples have an equal,
moderate expression. NEK7 is only very low expressed in bat.
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Figure 1: IGV Genome Browser screenshot of gene NEK6.
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Figure 3: UCSC Genome Browser screenshot of gene NEK6.
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