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SMARTer® Stranded Total RNA-Seq Kit
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SMARTer® Stranded Total RNA—Seq Kit v3 — Pico Input Mammalian
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RNA source Human lung cancer total RNA (NAT FFPE)

Input amount (ng) 05 1 5 10
Number of reads (millions) 4.0 (paired-end reads)

Discarded reads (%) 5.9 36 27 23 12 1.1 4.7 43
Unique reads (%) ar a7 92 92 96 95 a7 a7
Overall mapping (%) a2 94 96 9 o7 97 94 94
Number of transcripts 20.1 TPM 41,245 | 42293 | 44,189 | 44217 | 44814 | 44361 44,051 45,067
Number of genes 21 TPM 18,193 18,414 18,829 18,680 18,821 18,660 18,941 18,980
Strand specificity 92 92 92 92 92 92 92 92

Proportion of total reads (%)

Exaonic 21 22 22 22 21 21 14 21
Intronic 58 59 60 61 63 64 58 60
Intergenic 6.0 6.1 6.2 6.2 6.3 6.3 6.1 6.3
rRMNA 58 6.4 6.1 5.2 55 5.1 85 6.6
Mitochondrial 0.9 1.0 1.0 1.0 1.0 0.9 09 0.8
Genomic 85 87 89 89 N 91 84 87
Duplicate 13 13 8 8 4 5 3 3
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