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Gene body coverage from different cell inputs. The gene body coverage of cDNA Electropherograms of amplified SMARTer ¢cDNA. Individual cells or 1,000 cells (HeLa)
libraries made from 1 or 1,000 HelLa cells (blue and red lines, respectively), or 1 were used as input for the UL-v3. The cDNA samples were analyzed on an Agilent 2100
or 1,000 Jurkat cells (green and purple lines, respectively) using the UL-v3 kit is Bioanalyzer. The single main peak indicates the purity and yield of the cDNA.

shown. Independent of the cell type used, there is good coverage without strong
5" or 3 biases. Coverage is similar for a given cell type regardless of the number of
cells used as input for cDNA synthesis.
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NOVEL APPROACHES FOR RNA-SEQ

Innovation
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Custom InDA-C for Your Research
Ovation® Universal RNA-Seq System 1-16 (Code 0343-32)

- Strand-specific RNA-Seq Library 715

- More Flexibility: C¥st ZZ|0|L} MIZ2EE RNA-Seq Library H|Zt
- InDA-C 7|&2 0|83l NGS 2M0| SRSt MBS ESX2E MA
- Multiplex Sequencing2 3t 24H|8 HZ (1652 HIZE O{HH)

2ENE

[

o

Code HNEZF k=]
0337-32 Ovation® Human Blood RNA-Seq Multiplex System 1-8 32 3|
0338-32 Ovation® Human Blood RNA-Seq Multiplex System 9-16 32 3|
0340-32 Ovation® Human FFPE RNA-Seq Multiplex System 1-8 32 3|
0341-32 Ovation® Human FFPE RNA-Seq Multiplex System 9-16 32 3|
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