Additional file 1

Table Al. Summary of the sequencing reads alignment to the reference genome.
Sample FRaw reads Clean reads Total mapped % Uniquely mapped % exonic %o intronic %  intergenic %

DT 1d-1 107967992 106681222 93.80 78.16 81.84 2.37 15.78
DT 1d-2 95760456 94881472 8235 68.73 20.81 2.64 16.54
DT_1d-3 105161302 104004152 91.28 78.74 82.15 2.47 1538
C_1d-1 99765664 98205024 90.94 77.95 71.74 4.53 23.73
C _1d-2 105057000 103760336 9295 76.61 81.15 2.99 15.86
C_1d-3 107693088 106363202 9230 79.04 82.92 2.76 14.31
DT 5d-1 106591856 10438383100 07.18 00.98 84.16 332 12.52
DT 5d-2 104737056 103675432 91.02 71.82 79.41 3.25 17.34
DT 5d-3 106869016 105314422 88.43 70.48 81.82 34 14.74
C 5d-1 107594942 106295126 89.46 70.52 80.93 3.49 15.59
C_5d-2 107020686 105552002 28.66 67.20 82.55 3.36 14.10
C 5d-3 107293392 106200160 90.26 7921 75.60 6.54 17.87
DT 10d-1 104524568 103142264 91.46 76.62 78.24 5.34 16.41
DT 10d-2 104165766 102888672 80.90 72.44 76.94 5.34 17.73
DT 10d-3 106231976 104880802 83.80 68.03 76.40 5.94 17.66
C 10d-1 106671238 105113584 93.76 72.75 76.75 3.98 19.27
C 10d4-2 104960982 103509828 89.67 67.92 79.72 3.23 17.05

C_104-3 104122160 102903206 8515 60.80 80.81 5.32 13.86



