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2. Brian Owen (2012) The Single Life. Nature. Vol.491, 27-29

Sequencing DNA from individual cells is changing the way that researchers think of humans

as a whole ... “People are becoming very interested in what is the variation from cell to cell” ...

3. L.Bryan Ray (2013). Cells Go Solo. Science. Vol.34

An obvious advantage of single-cell measurements is the ability to measure variations or

"noise" in the responses of the individual cells to similar or identical conditions. In many

instances, it is possible to monitor the time course of cellular response ...

4. R.Zenobi (2013) Single-Cell Metabolomics: Analytical and Biological Perspectives. Science. 342

There is currently much interest in broad molecular profiling of single cells; a cell's metabolome—its full complement
of small-molecule metabolites—is a direct indicator of phenotypic diversity of single cells and a nearly immediate

readout of how cells react to environmental influences ...
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1. Kim KT et al., (2015). Single-cell mRNA sequencing identifies subclonal heterogeneity in anti-cancer drug

responses of lung adenocarcinoma cells. Genome Biol. 2015 Jun 19;16:127 (L =2&)
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2. Nak-Jung Kown et al. (2014) nalysis of whole genome and transcriptome sequencing in single cell. Cancer Res.
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3. Brian T. Freeman et al. (2015) Single-Cell RNA-Seq of Bone Marrow-Derived Mesenchymal Stem Cells Reveals
Unique Profiles of Lineage Priming. PLOS ONE 10(9)
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4. Patel, A.P et al (2014). Single-cell RNA-Seq highlights intratumoral heterogeneity in primary glioblastoma.
Science 344 (6190):1396-1401
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5. Qiy,S., et al (2013) Single-neuron RNA-Seq: Technical feasibility and reproducibility. Front Genet 3:124
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6. Shalek.A.K. et al., (2013) Single-cell transcriptomics reveals bimodality in expression and splicing in immune
cells. Nature 498(7453):236-240
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7. Cann,G,M. et al (2012) mRNA-Seq of single prostate cancer circulating tumor cells reveals recapitulation of

gene expression and pathways found in prostate cancer. PLoS One 7(11):e49144
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8. Rarnskold,D., et al (2012). Full-length mRNA-seq from single cell levels of RNA and individual circulating
tumor cells. Nature Biotechnol. 30(8):777-782
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RNA-Seq Selection Guide s,

APPLICATION mRNA—Seq Total RNA—SBQ Total RNA—Seq
without strand info with strand info without strand info
ultra low-input . ico-input low-input high-input prokaryotic & low-input LCM, FFPE, prokaryotic &
SAMPLE total RNA intact n?ammapiian mammslian magmmall)\an non-mammalian mamm:lajlian or degraded non-mammalian
TYPE | or polyA: RNA cells total RNA total RNA total RNA rRNAdopleted  polyA* RNA ammalianyy N e
ta
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Cell
Capture
rBNA not not rRNA not not
BENMOVAL needed needed r%l‘ul'lig\i':l needed needed
kitincluded purchase
kit separataly
PLATFORM
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LIBRARY PREP
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