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per million mapped reads

Mortazavi et al., Nat. Methods, 5:621-628, 2008
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_ Robinson and Oshlack, Genome Biol., 11:R25, 2010
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AUCIE(EWMEERE-HFEENSUVILZEKRT D)
HdIaL— a3 FEH (Ppeg=5%, P, 80%)0)%*5'%

A= (log2(B)+log2(A)N2

RS — edgeR DESeq baySeq NBPSeq

IER{EE| RAW  TMM FiH’%E| RAW  TMM FH’E| RAW  TMM PFHHEHE| RAW  TMM FiEE
Triall 78.75 7943 7926 | 7961 8037 8034|8761 8813 8803|7666 77.03 77.06
Trial2 | 77.13 76.76 76.82 | 78.85 7890 7904 | 88.27 88.76 88.79| 76.08 7644 76.37
Trial3 | 78.42 7857 77.63| 78.07 7853 7855 | 8941 8971 8964 | 77.37 7775 717.71
Triald | 7945 7948 7940 | 77.78 7778 7778 | 8759 8769 8766 | 7599 76.14 76.04
Triald | 77.91 7788 7754 | 78.03 78.06 78.18 | 89.00 89.17 89.12| 77.01 76.94 77.12

Average | 7833 78.43 78.13| 7847 78.73 78.78 | 88.37 88.69 8865 | 76.62 76.86 76.86
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- _ Hardcastle and Kelly, BMC Bioinformatics, 11:422, 2010
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- _ Hardcastle and Kelly, BMC Bioinformatics, 11:422, 2010
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