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Abstract: microRNA (miRNA) is a class of non-coding small RNA molecules with roughly 22 nucleotides in length, regu-
lating gene expression on post-transcriptional level and playing an important role in cell proliferation, differentiation and
apoptosis process. Based on the conservation of miRNAs sequence, we compared the known miRNAs among five mam-
mals, i.e., human, mouse, cattle, pig and dog with the sequence of sheep genome that is highly homologous to goat genome,
published on the NCBI, and 11 candidate miRNAs were eventually obtained. RT-PCR analysis showed the expression of the
11 miRNAs in brain and 5 in liver, indicating that they might be novel miRNAs. The methodology provides an alternative
approach to the exploration of new miRNAS in goat.
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11 miRNA miRNA-703 (95.5%),
2 pre-miRNA 80 100 nt, 3 U ,
8 miRNA -30 kcal/mol, A+U (3, miR-703)
34.8%~68.4%, miRNA ,
miRNA 0, miRNA
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Table 2 Novel miRNAs
miRNA miRNA miRNA
Folding free miRNA Number of ~ A+U
N Novel Length . - - %
0. . Loucs Length of energies Position Sequence Length of mismatch (%)
miRNAs (nt) X -
pre-miRNA  (kcal/mol) miRNA (nt) (nt)
106b 5 uaaagugcugacagugcagau 21 0 57.1
1 DU178553 693 80 —47.4 gugetigacagugeag
106b* 3 ccgcacuguggguacuugeuge 22 0 36.4
22* 5 aguucuucaguggcaagcuuua 22 0 59.1
2 DU454478 910 85 -39.8
22 3 aagcugccaguugaagaacugu 22 0 54.5
3 320 DU495486 687 82 —44.0 3 aaaagcuggguugagagggcga 22 0 45.5
423-5p 5 ugaggggcagagagcgagacuuu 23 0 435
4 DU521730 686 94 —48.8
423-3p 3 agcucggucugaggecccucagu 23 1 34.8
424 5 cagcagcaauucauguuuugaa 22 0 63.6
5 DU483418 719 98 -41.1
424* 3 caaaacgugaggcgcugecuau 21 0 46.1
6 449a DU436180 882 90 -235 3 uggcaguguauuguuageuggu 22 0 54.5
7 449b DU436180 882 98 -36.1 5' aggcaguguauuguuagcugge 22 0 50.0
490-5p 5' ccauggaucuccaggugggu 20 0 40.0
8 DU446683 327 128 —49.6
490-3p 3 caaccuggaggacuccaugcug 22 0 40.9
9 543 DU224414 629 76 -26.5 3 aaacauucgcggugcacuucu 21 0 52.4
10 703 DU266467 906 113 -17.1 5' aaaaacuucagaaggaaag 19 2 68.4
11 93 DU178553 693 77 -30.7 5' caaagugcuguucgugcaggua 22 0 50.0
22 miRNA 449a 449b 490 543 703 93
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Fig. 4 RT-PCR of 5S RNA in brain and liver of goat
M: Marker; B: Blank; 1: Brain; 2: Liver.
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