Supplementary Table S3. Transcriptome sequencing data of liver and muscle tissues of high

and low feed efficiency.
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LL1 97.8  93.79 50.66 46.88 94.12 263 9416 272 3.12
LL2 97.62 93.36 46.41 52.38 92.88 267 9514 2.08 2.78
LL3 97.54 93 44.35 42.41 92.74 3.01 9557 210 2.33
LL4 97.68 93.46 46.64 48.67 93.40 299 9413 2.9 2.97
HL1 97.67 935 49.52 46.03 93.88 267 9464 2.04 3.32
HL2 976 93.24 44.59 39.98 91.46 3.09 9515 226 2.58
HL3 9758 93.25 44.15 45.16 91.45 248 9413  3.06 2.81
HI4 9741 9291 43.99 46.67 91.94 2.03 9438 299 2.63
LM1 97.77 93.81 54.06 47.05 92.38 3.63 9463 268 2.69
LM2 9751 93.19 54.17 44.68 92.39 357 9494 224 2.82
LM3 97.75 93.76 53.46 44.94 92.20 3.69 9336 3.61 3.03
LM4 9774 93.79 54.44 47.86 91.60 401 9518 218 2.63
HM1 979  94.06 53.59 47.05 92.96 342 9418 2.82 3.00
HM2 9781 93.87 53.86 41.52 92.76 345 9390 3.00 3.10
HM3 9759 93.43 54.27 44.04 92.35 355 9402 3.01 2.98
HM4 97.71 93.69 53.56 45.56 92.29 3.66 9383 292 3.2

20, the ratio of Phred >20 bases; Q30, the ratio of Phred >30 bases; GC Count, the ratio of GC
to the total bases; Total reads, the total number of sequences; Unique map, the unique
position alignment rate; Multi map, multiple Position alignment rate; exon, exon; intron,

intron ratio; intergenic, intergenic region ratio.



