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NEBNext Low-bias Small RNA Library Prep Kit consistently and reproducibly detects more miRNAs. (A) The number of miRNAs ) Co.n§|stent numbers ,Of mIRNAs detected across m,pUtS , , o
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NEBNext Low-bias Small RNA Library Prep Kit produces libraries with the lowest bias. NEBNext Low-bias Small RNA libraries
were made using a mix of 100 synthetic control miRNAs, including five that had 3' 2'-O-methyl ends. Expected reads were calculated
from total reads mapped to the synthetic controls, divided by the total number of control sequences, represented here by the black line at
100%. Percent of observed reads to expected reads was calculated for each control sequence and plotted across replicates. For the
NEBNext libraries, 90% of the synthetic miRNAs were located within 2-fold of expected, whereas the competitor kits had between 19—
30%. Competitor kits had more underrepresented sequences (50-65%) than overrepresented (15-24%). Libraries produced by the
NEBNext Low-bias Small RNA Kit reliably generated libraries with the lowest bias.

~1,110 miRNAs with at least 1 read. The 1 ng and 0.5 ng human brain total RNA inputs detected slightly fewer miRNAs, with ~900
mMiRNAs and ~780 miRNAs, respectively. The gencode annotation contains 1,881 miRNAs. (B) Linear correlations of mapped miRNAs
between two technical replicates for libraries made using 1,000 ng and 0.5 ng human brain total RNA demonstrate high reproducibility of
NEBNext Low-bias Small RNA libraries. Each point represents an individual miRNA, axes are shown in log scale, and R? are shown for
each input. (C) A cumulative-detection histogram for mapped miRNAs at different supporting read thresholds across all inputs and
library prep kits indicates the number of different miRNAs detected. (D) A histogram of miRNAs detected using a threshold of 10
supporting reads across inputs and kits is shown. The NEBNext Low-bias Small RNA libraries identify the most miRNAs across all
inputs. Values represent three technical replicates, and error bars represent standard deviation.

 Single day workflow done in PCR strip tubes with minimal tube transfers
« Compatible with NEBNext's 480 LV unique dual index primer pairs
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