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1. Amplicon QC & quantification

SMART-Seq® v4 Ultra® Low Input 
RNA Kit for Sequencing User Manual

Ideal: peak spanning 400 - 10,000 bp
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Read duplication levels Per sequence
GC content Read distributionBioanalyzer

Percent of seqs remaining after
deduplicated 44.66%

Percent of seqs remaining after
deduplicated 16.15%

Sequence duplication level

Sequence duplication level Mean GC content (%)

Mean GC content (%)

Amplicon QC Raw reads QC Alignment QC

ERCC Spike-In 
overrepresentation



3. Library QC & quantification

Nextera XT DNA Library Prep Kit
Reference Guide
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CD200+ cells have distinct transcriptional profile from CD105+ cells
Differential expression

Principal component analysis

Ven diagram of DEGs

Enriched gene sets (GSEA)


