Table S1. Differentially expressed miRNA.
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novel-chi-mi  2.99760334 1.4716406 4.4692440
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novel-chi-mi  5.12014236 11.689997
R920-3p 3 3.31E-35 97 7.68E-49
Table S2. Reads quality statistics after sample filtration (mRNA).
Total Raw gl(): :r11 Total Clean Clean Clean
Sample Reads Reads Clean Reads Q20 Reads Q30 Reads
(million) r1e Bases (Gb) (%) (%) Ratio (%)
(million)
P_D5-1 114.86 111.93 11.19 98.45 95.39 97.45
P_D5-2 114.94 112.28 11.23 98.12 94.42 97.68
P_D15-1 114.94 112.82 11.28 98.72 96.04 98.15
P_D15-2 114.94 112.34 11.23 98.69 95.97 97.74
P_D18-1 114.94 111.99 11.2 98.46 95.36 97.43
P_D18-2 114.94 112.94 11.29 97.62 93.37 98.26
Table S3. Reads quality statistics after sample filtration (small RNA).
Low  Invalid Poly Short Q20 Percent
Raw . A . Clean of
Sampl Sequen Ta Qualit Adapte Ta Valid Ta Clea 8¢ of
e ce Type & yTag rTag 8 Length 5 Clean
Count Coun Count n
Count Count Tag Tag (%)
t Tag
P_D5-1 SE50 3'777E+0 128949 469080 554 907085 3'627E+0 99 96.01
P_D5-2  SE50 3'777E+0 135380 559527 586 2527293 3'457E+0 98.9 91.46
P—[1)15' SES50 3'277E+0 90699 532297 1319 905071 3'127E+0 986 9532
P‘215_ SE50 3'177E+0 83857 514662 1745 1421128 2'967E+0 98.6 93.61
P‘[1)18- SE50 3'777E+0 129863 507805 1786 1322729 3'587E+0 98.9 94.8
PO opso 4250 057 1999 5106 1a0mr07 0 99 7108
2 7 4 7
Table S4. Comparison information statistical table (mRNA).
Sample Total Clean Reads (M) Total Mapping(%) Uniquely Mapping(%)
P_D5-1 111.93 72.88 46.63
P_D5-2 112.28 72.36 48.52
P_D15-1 112.82 70.03 48.85
P_D15-2 112.34 40 25.22
P_D18-1 111.99 52.01 32.18



P_D18-2 112.94 16.16 9.6

Table S5. Comparison information statistical table (small RNA).

Sample Total Clean Reads (M) Total Mapping(%)
P_D5-1 34.56 96.31
P_D5-2 32.93 97.86
P_D15-1 29.74 94.7
P_D15-2 28.26 94.72
P_D18-1 34.13 88.89

P_D18-2 28.64 82.62




