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Figure 5. � e number of unique fragments as determined by reads with unique start and stop sites (red line) or by molecular indexing 
(blue line).  Data shown is for a set of24 ERCC controls (A), or 24 mRNAs (B).

� e NEXT� ex qRNA-Seq Kit generates a library equivalent to a conventional paired-end RNA-Seq library – in terms of cost and 
work� ow - yet provides additional molecular information allowing for the determination of the degree of re-sampling, the ability to 
detect and distinguish sequencing errors, the identi� cation of mutations in mixtures, and with su�  cient depth, absolute counting of each 
molecule in the library.
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