Figure S1. The workflow represents the small RNA library construction for the Illumina.
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Figure S2. Schematic represented the mi-RNAs analysis and adopted route.
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Table S1. The total raw reads and classifications of undesirable read.

Sample Total-reads Contelt\ilning- Low- quality 5-;1??1:2:;;:1- 3-adapter-null Nucleotide bases Clean reads
Bull_2 (119()2;88&7) 0(0.00%) 35234 (0.18%) 2793 (0.01%) 53151 (0.28%) 89576 (0.47%) 138%2622?
Calf_1 (1170%6.(2)302/05) 0(0.00%) 80873 (0.45%) 3702 (0.02%) 160809 (0.90%) 15067 (0.08%) 1;2%242/70;1
Bull_1 (21?600(?3(7)3/3 0(0.00%) 98942 (0.43%) 3273 (0.01%) 153339 (0.67%) 110432 (0.48%) %ggflig
Calf 3 (2110709889/0) 0(0.00%) 132023 (0.61%) 3717 (0.02%) 223213 (1.02%) 36314 (0.17%) ?;g?;f?
Calf_2 (117()6()?38(?/3) 0(0.00%) 28895 (0.16%) 3592 (0.02%) 101313 (0.57%) 20338 (0.11%) 1;341235/2“:’
Bull_3 (2110301.(2)35/3 0(0.00%) 133560 (0.63%) 4074 (0.02%) 213242 (1.00%) 145994 (0.69%) %8?257%2?




