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Abstract; In this study, bioinformatics method were used to identify microRNAs of Limulus Polyphe-
mus. The ESTs and ¢cDNA sequences of L. polyphemus were aligned to the known animal miRNAs from miR-
Base. 72 miRNA precursors ( pre-miRNAs) and 49 mature miRNAs belonging to 40 miRNA families were
identified. The classified analysis of miRNA family showed that mature miRNAs and precursor sequences are
highly conserved, not only existing in the low class of invertebrates but also in high vertebrates. Analysis of
sequences homology with other species based on miR—-10 precursors indicated that the sequences of miRNA
were fairly conserved. The phylogenetic analysis of miR-10 precursor sequences revealed that clustering mode
was consistent with the traditional classification of related species.
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Tab.1 New miRNAs found in limulus polyphemus
' EAN JRAST A KJZ Lengh  5Kji% B H % ID (DALY
Number Name Mature Sequence /nt Family Genome number Position

1 Ipo-miR-4661 UGUGUGUGUGUGUGUGUGUG 20 467 > 21569598286 5’
2 Ipo-miR-1187 UAUGUGUGUGUGUAUGUGUGUAA 23 1187 > 21569933568 3’
3 Ipo-miR-1277 UAUAUAUAUAUAUGUACGUAU 21 1277 > 21569936442 3’
4 Ipo-miR-2325¢ GGuuGuuuuuuuucuuuuuc 21 2325 > 21569947340 3’
5 Ipo-miR-10 ACCCUGUAGAUCCGAAUUUGU 21 10 > 21569969021 5’
6 Ipo-miR-375 UUUGUUCGUUUGGCUCGAGUUA 22 375 > 2151640560 3’
7 Ipo-miR-219b CACAAGAAUUGCGUUUGGACAA 22 219 > gi570011497 3’
8 Ipo-miR-2361 GuuGcuGcuuGuuuuuuuuuGU 21 2361 > 21569987049 5’
9 Ipo-miR-4705 GCAAUCGCCAAGUGUUUGA 19 4705 > 21283514006 5’
10 Ipo-miR-101-1 AGUUAUCACAUUGUGUUGCU 20 101 > 1283500714 3’
11 Ipo-miR-338 CUGCAGUCACAGGAUAUUGUU 21 338 > 21283519678 3’
13 Ipo-miR-4000a UUUUUAUUUAAUUUUCCAU 19 4000 > 21283543172 5’
14 Ipo-miR-3755 UGUAUAUAUAGAUGUAUAU 19 3755 > 21283539177 5’
15 Ipo-miR-1006 UGUAUAUAUAGAUGUAUAU 19 1006 > 21283524161 5’
16 Ipo-miR-3248 UUACACAUUUUAUUUAAAC 19 3248 > 21283539183 3’
17 lpo-miR-5011 GUGUAUAUAUAUAGGCAUGC 20 5011 Contigl40 3’
18  lpo-miR-297a UGUAUGUGUGUGUGUAUGU 20 297 > 1283495901 5’
19  lpo-miR-7562 GUGAUCACGUGUGUGUGUG 20 7562 > 21283495488 5’
20 Ipo-miR-553 AAAAAGUCAGGGUUUGUUU 19 553 > 21283512795 3’
21 Ipo-miR-754b AUCUUAUCAUCAGUCAAUA 19 754 > 21283543729 3’
22 lpo-miR-4115 AAGAACUGGAGUGUAGCAA 19 4115 > %11\'12252?33 _9190 lebl 5,
23 Ipo-miR-548d AAGAAAUUAUUGUAUUUGC 19 548 > 21283523149 3’
24 Ipo-miR-548aj AACAGAAAUUUCAGUUUUU 19 548 > 21283543354 3’
25 Ipo-miR-6961 UAUGAGCGAGGAAGAAAGGAGGA 23 6961 Contig240 3’
26 lpo-miR-3350 UGUAUUCUAAUUUAAUCUUU 20 3350 > 2i283501288 5’
27  lpo-miR-1 UAAUUUUUUAUAAUUCAUA 19 1 > 21283495867 5’
28  lpo-miR-466 UAUGUGUAUAUUUAUAUAU 19 466 > 1283541692 5’
29  lpo-miR-466f UGUGUGUGUGUGUGUAUGU 20 467 > 1283514139 3’
30 Ipo-miR-466m GCGUGUGAAUGUUUGUUGU 20 467 > 21283522950 3’
31 Ipo-miR-2177 AGAAAUUUAAUGUUUAAUU 19 2177 > 21283511467 3’
32 Ipo-miR-2218 ACAAAACUUCUCUAUUCUGGC 21 2218 > gi114106997 3’
33 Ipo-miR-34 CACGUGAUCUUGGUUGUUGU 21 34 > 2i283501082 3’
34 Ipo-miR-D14 AAAAUAUAAUAACAGACAU 19 D14 > ¢i283511211 5’
35  lpo-miR-669b GUGUGUGUGUGUGUGUAUG 20 467 > 1283514139 3’
36 lpo-miR-669m UGUGCGUGCAUGUGUAUAU 20 467 > 21283512684 3’
37 Ipo-miR-6690 AGUGUGCGUGCAUGUGUAU 20 467 > 21283512684 3’
38 Ipo-miR-190 AAAAUAUGAUUAAUUCCUG 19 190 > 21283525373 3’
39 Ipo-miR-2370-3p AGAAAGUAAAGUUGCAUUA 19 2370 > 21283543991 3
40 Ipo-miR-5317a CUUGUUUCAGUAUCGUCGU 19 5317 > 21283543932 >
41 Ipo-miR-2807a GAAAUUGGUAUCCUGCUGG 19 2807 Contigh25 5’
42 Ipo-miR-723 UUUAAAAUAAUAUUACUUU 19 723 > 21283522784 3’
43 lpo-miR-964 GAAGGUUCCUGAAGCUUAC 19 964 Contigh27 3’
44 lpo-miR-467b UGUGUGUGUGUGUGUGUGUAU 22 467 > 21283514139 3’
45 Ipo-miR-2193 AUGUGUGUGUGUAUUGUGU 20 2193 > 21283495935 5’
46 Ipo-miR-3327 UAUGUAAUUUUUAUGUUGU 20 3327 > 1283500386 5’
47 Ipo-miR-2359 AUUUUGUUGUUUUAUUUUU 20 2359 > gi283511211 3’
48 Ipo-miR-3811d CUCCACUGACUGUUGGACA 19 3811 > 21283519491 3’
49  Ipo-miR-7649 CAGAAGUGUUAUAGACAUG 19 7649 Contig812 3’
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