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Single Cell RNA-Sequencing (scRNA-Seq) has provided a KMeans Classification Score (K=2)
break-through in biological research, allowing individual cells
to be studied to determine cellular functions. SCRNA-Seq
measures the gene expression count of different gene
barcodes to discover which genes are expressed for different
cells. Due to the number of possible single nucleotide
polymorphisms (SPNs) and copy number variations (CNVs) in
genomes, some gene expression could be missed in analysis.
Additionally, there are inherent issues with lllumina
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