1 C8orf73

MROH6 (maestro heat-like repeat family member 6) is a protein-coding gene and also referred as the
open reading frame C8orf73. An important paralog of this gene is MROH2A.
The MROHSG6 gene is low in expression for all cell lines and is slightly up-regulated with later stages.
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Figure 1: IGV Genome Browser screenshot of gene C8orf73.
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Figure 2: UCSC Genome Browser screenshot of gene C8orf73.
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