FLUIDIGM®

Camila Egidio, Robert Durruthy-Durruthy, Manisha Ray, Jason McKmney

Fluidigm Corporation AACR 2017 LB-076

Expression Levels of Transcription Factor Genes Obtained From
qPCR Data Can Accurately Reconstruct Cell Types

Introduction Experimental Workflow

Single-cell mRNA sequencing (mRNA-seq) has enabled scientists to gain new insight into the STA-qPCR Workflow
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over 90% of the reactions tested when only 1 to 10 molecules were present in the reaction
chambers as shown by the qPCR data (purple bars). Comparatively, sequencing data
performance for the same ERCC RNA input is 20% (blue bars).
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NFKBI1, molecular marker for cancer, in K562, SKBR3 and A549. ACTB i1s an example of a housekeeping
Copy numberrange of ERCCRNA per C1 chamber

gene 1n which consistent expression 1s detected across both qPCR and RN A-Seq datasets since it 1s generally

Targeted amplification (QPCR) .
expressed at high levels.

Poly-A mRNA detection (sequencing)
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