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Input 종류와 양에 상관없이 ZapR® Mammalian rRNA Depletion Kit의 높은 rRNA 제거 능력과 일관된 유전자 수 검출

Figure 2. Ribosomal rRNA depletion and gene and transcript counts for 
human brain total RNA-seq libraries. 
SMART-Seq Total RNA Pico Input with UMIs was used to prepare libraries 
from 250 pg and 10 ng of human brain RNA. Libraries were then either 
treated with the ZapR Mammalian rRNA Depletion Kit (sold as part of 
SMART-Seq Total RNA Pico Input with UMIs (ZapR Mammalian)) and 
enriched through PCR amplification or left untreated. Data analysis was 
performed with CogentAP using 3 x 106 paired-end reads. The bar graph 
(Panel A) and table (Panel B) show the read distribution of 250 pg-input 
and 10 ng-input libraries treated with the ZapR Mammalian rRNA Depletion 
Kit compared to 250 pg-input untreated libraries.

Figure 3. Ribosomal rRNA depletion and gene and transcript counts for 
primary B-cell total RNA-seq libraries. 
SMART-Seq Total RNA Pico Input with UMIs was used to prepare libraries 
from 1 ng of human primary B-cell RNA. Libraries were then either treated 
with the ZapR Mammalian rRNA Depletion Kit (sold as part of SMART-Seq 
Total RNA Pico Input with UMIs (ZapR Mammalian)) and enriched through 
PCR amplification or left untreated. Data analysis was performed with 
CogentAP using 3 x 106 paired-end reads. The bar graph (Panel A) and 
table (Panel B) show the read distribution for libraries treated with the 
ZapR Mammalian rRNA Depletion Kit compared to untreated libraries.

Figure 1. Ribosomal rRNA depletion and gene and transcript counts for 
mouse brain total RNA-seq libraries. 
SMART-Seq Total RNA Pico Input with UMIs was used to prepare libraries 
from 250 pg of mouse brain RNA. Libraries were then either treated 
with the ZapR Mammalian rRNA Depletion Kit (sold as part of SMART-
Seq Total RNA Pico Input with UMIs (ZapR Mammalian)) and enriched 
through PCR amplification or left untreated. Data analysis was performed 
with CogentAP using 3 x 106 paired-end reads. Read distribution (Panel 
A and Panel C) and gene count (Panel B and Panel C) are shown for 
libraries treated with the ZapR Mammalian rRNA Depletion Kit compared 
to untreated libraries.
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기존의 제품 (SMARTer® Stranded Total RNA-Seq Kit v3 - Pico Input Mammalian) 보다 향상된 성능

Figure 7. Improved rRNA depletion and enhancement of 
biologically relevant reads over original SMARTer Stranded 
Total RNA-Seq Kit v3 - Pico Input Mammalian. 
SMART-Seq Total RNA Pico Input with UMIs was used to 
prepare libraries from 250 pg of human brain RNA. Libraries 
were then either treated with the ZapR Mammalian rRNA 
Depletion Kit (sold as part of SMART-Seq Total RNA Pico 
Input with UMIs (ZapR Mammalian)) and enriched through 
PCR amplification or left untreated. In addition, SMARTer 
Stranded Total RNA-Seq Kit v3 - Pico Input Mammalian 
was used to prepare libraries from 250 pg of human brain 
RNA. Data analysis was performed with CogentAP using 
3 x 106 paired-end reads. The read distribution of libraries 
treated with the ZapR Mammalian rRNA Depletion Kit shows 
a decreased percentage of rRNA-associated reads and an 
increased percentage of exonic reads compared to libraries 
prepared using the SMARTer Stranded Total RNA-Seq Kit v3 
- Pico Input Mammalian.
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FFPE 유래 RNA input에서 ZapR® Mammalian rRNA Depletion Kit의 높은 rRNA 제거 능력과

일관된 검출 유전자 수

Figure 4. Ribosomal rRNA depletion and gene and transcript counts for libraries produced from degraded FFPE RNA samples. 
SMART-Seq Total RNA Pico Input with UMIs (ZapR Mammalian) was used to prepare libraries from 10 ng of FFPE RNA (RIN = 3, DV200 = 77%). Data analysis 
was performed with CogentAP using 3 x 106 paired-end reads. The bar graph (Panel A) and table (Panel B) show the read distribution for two replicates.
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Total RNA 및 primary cell input에서 일관된 성능

Figure 5. Transcript expression correlation across input amounts for 
human brain total RNA-seq libraries. 
SMART-Seq Total RNA Pico Input with UMIs (ZapR Mammalian) was used 
to prepare libraries from 250 pg and 10 ng of human brain RNA. Data 
analysis was performed with CogentAP using 3 x 106 paired-end reads. 
The scatterplot illustrates the high correlation between the 10 ng-input 
libraries and 250 pg-input libraries.

Figure 6. Transcript expression correlation across replicates for primary 
B-cell RNA-seq libraries. 
SMART-Seq Total RNA Pico Input with UMIs (ZapR Mammalian) was used 
to prepare libraries from 1 ng of human primary B-cell RNA. Data analysis 
was performed with CogentAP using 3 x 106 paired-end reads. The 
scatterplot illustrates the high correlation between the two replicates.


