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Total RNA comprises large amounts of ribosomal RNA (rRNA) which frequently is of 
little interest . Lexogen’s RiboCop rRNA Depletion Kit efficiently removes rRNA from 
intact as well as degraded mouse, human, and rat total RNA samples . The resulting 
rRNA-depleted RNA can be used for Next Generation Sequencing as well as other 
demanding RNA analysis applications .

Workflow 
Affinity probes and total RNA (1 ng – 1 µg) are mixed and 
denatured, facilitating access of probes to target sequenc-
es . Afterwards, hybridization of RNA and probes is per-
formed at elevated temperature . Meanwhile, depletion 
beads are conditioned and used to remove probes along 
with hybridized ribosomal RNA from solution . A final purifi-
cation step using magnetic beads to clean up the remain-
ing RNA completes the procedure . The entire protocol is 
automation-friendly by utilizing magnetic beads for deple-
tion and purification purposes and enables a convenient 
and fast rRNA depletion in only 2 hours . 
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Figure 1 | Schematic overview of the RiboCop workflow.

Performance 
RiboCop provides high depletion efficiencies (up to 99 .8 %) 
for human, mouse, and rat total RNA samples (Table 1) . Even 
highly degraded samples, exemplified by the FFPE sample 
in column 3 are amenable to RiboCop rRNA depletion . 
Standard recovery ranges from 1 - 3 % of input RNA and is 
highly dependent on the input material . Further, RiboCop 
shows an excellent reproducibility with R²>0 .99 for repli-
cates of 100 ng human input RNA (see also SENSE, Fig . 2) .

Table 1 | Lexogen’s RiboCop rRNA Depeletion Kit enables depletion 
efficiencies of up to 99.8 %. RiboCop depleted material was library 
prepped using Lexogen’s SENSE Total RNA-Seq Library Prep Kit for Illumina 
and sequenced on a HiSeq device . Resulting reads were mapped to rRNA 
reference sequences and quantified against corresponding non-depleted 
libraries as reference . Values listed are for 100 ng total RNA input per reac-
tion . UHRR - Universal Human Reference RNA; HBRR - Human Brain Refer-
ence RNA; mt rRNA - mitochondrial rRNA . 

UHRR HBRR FFPE Mouse Rat

18S rRNA 99 .29 % 98 .98 % 89 .36 % 99 .60 % 98 .76 %

28S rRNA 98 .70 % 97 .40 % 86 .38 % 98 .14 % 97 .01 %

5 .8S rRNA 99 .55 % 99 .51 % 99 .34 % 99 .85 % 98 .73 %

5S rRNA 99 .39 % 96 .49 % 98 .75 % 99 .24 % 97 .74 %

mt rRNA 99 .79 % 99 .50 % 96 .49 % 99 .12 % 99 .55 %

Overall 99.05 % 98.22 % 88.51 % 98.77 % 97.97 %

RiboCop rRNA Depletion Kit (Human/Mouse/Rat)

Advantages

§	Highly specific elimination (up to 99 .8 %) of cytoplasmic (28S, 18S, 5 .8S, 5S, 45S)  

     and mitochondrial rRNA (mt16S, mt12S) in human, mouse, and rat samples 

§	Suitable for intact and degraded RNA (e .g ., FFPE samples)

§	Flexible RNA input amounts (1 ng - 1 µg of total RNA input)

§	Automation-friendly protocol – magnetic bead-based purification

§	Simple and robust workflow – no enzymatic reactions or mechanical shearing steps

§	Seamless integration with any RNA-Seq library prep (including Lexogen’s SENSE Total RNA-Seq)


