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RNA sequencing is a method to measure mRNA
expression of all genes in the cell (transcriptomics)
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Today we will focus on 3 applications in RNA sequencing
1 strand-specificity
2 promoter mapping

3 measuring expression in single cells
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each method has positives and negatives
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RNA-seq reads are highly strand-specific
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dRNA-seq captures transcription start sites
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TEX degrades RNA with 5' phosphate

remove rRNA, RNA, partially degraded mRNA

TEX=5' monophosphate dependent terminator exonuclease
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dRNA-seq: discovery of 'hundreds' of candidate
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RNA-seq is done on cell
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increased thermal stability of nuceic acid duplexes->
shorter primers with higher specifity

Tn5 Tagmentation

transposase catalyzes in vitro DNA fragmentation and adaptor incorporation
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Smart-seq summary

Advantages
-analyze 96 single cell transcriptomes (ie regions of a tumor)
~template-switching produces full-length cDNA

Disadvantages
-requires polyT tails
-not strand-specific




