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Ancestral DNA sequence and evolutionary conserved amino acids in the NEK8 protein.

The mutation identified in the present study at R650C is located in one of the repeat motifs within the RCC1 domain as indicated by the red box.
Blue text and orange text indicates conserved sequence, grey text indicates non-conserved sequence. The serine/threonine kinase region of the
protein (N-terminus) shows evolutionary conservation (blue). The intermediate region of the protein shows non-conserved regions (grey), while the
C-terminal shows a mixed pattern (grey and blue). The orange text highlights the GIQRC]LG motif, which was used in subsequent analysis to
identify proteins with a related biological function. The R650C lies within one of these domains. The evolutionary history was inferred using the
Maximum Likelihood method based on the JTT matrix-based model in MEGAS [1].
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