Table S1. Summary of the [llumina sequencing and mapping

statistics of the 18 transcriptome samples.

Clean GC- Total .
Sample Clean Q20 Q30 Uniquely
name reads bases Content (%) (%) mapped mapped (%)
(Gb) (%) (%)
Bl-Oh 60,502,530 9.04 48.55 9742 9341 85.63 61.41
Bl-6h 50,833,126 7.06 48.96 9640 91.72 83.86 63.67
Bl-24h 42,253,312 6.32 48.32 96.55 92.01 83.71 68.21
Bl-48h 77,754,614 11.63 48.94 9824 95.03 85.23 70.30
Bl-96h 58,742,354 8.77 48.11 9790 9451 84.41 72.00
BI-120h 79,925,490 11.94 49.86 97.40 93.52 78.45 68.55
Gi-Oh 45,659,176 6.59 44.45 95.93  91.00 80.23 73.30
Gi-6h 47,924,830 7.70 43.78 95.92  91.01 80.20 73.61
Gi-24h 44,323,268 6.69 44.65 96.26  91.63 80.50 73.80
Gi-48h 50,169,538 7.51 50.70 98.16 94.78 86.00 77.93
Gi-96h 41,228,374 6.16 49.21 97.05 93.08 76.35 69.87
Gi-120h 57,811,174 8.65 50.11 97.78  93.95 85.29 78.05
Li-Oh 46,205,750 6.90 47.42 96.24 9147 85.44 78.39
Li-6h 50,003,174 7.45 47.14 96.16 91.34 84.10 77.38
Li-24h 46,838,274 6.97 45.60 96.24 9153 85.08 78.37
Li-48h 47,288,278 7.08 50.73 9825 9515 86.19 78.66
Li-96h 59,428,234 8.89 50.55 98.36 9543 83.38 76.05
Li-120h 47,411,722 7.09 50.57 9826 95.16 86.76 79.28
Total 956,902,216 ~ 142.97




