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Tab.l Part of the Daphnia pulex miRNA candidates (family ID < 200)
Scaffold Pre-miR Pre-miR miRNA miRNA
1 + 332500 332586 3 UAGCACCAUUGGAAUUCAGUUU ssc-miR-29b
1 - 1720954 1720873 3 UGGAAUGUAAAGAAGUAUGGAG cel-miR-1
1 - 1720954 1720873 5 CCGUGCUUCCUUACUUCCCAUA bmo-miR-1*
1 - 1847915 1847834 5 UGAGUAUUACAUCAGGUACUGG dme-miR-12
2 1526203 1526282 3 GUCAUAAAGCUAGGUUACCAAA bmo-miR-79
2 1526203 1526282 5 UCUUUGGUUAUCUAGCUGUAUG dme-miR-9a
2 - 1526281 1526202 5 ACUUUGGUAACCUAGCUUUAUG ame-miR-9b
3 + 1681559 1681641 5 AGAUAUGUUUGAUAUUCUUGGU cbr-miR-50
3 - 3560719 3560636 3 UUGCAUAGUCACAAAAGUGAUG mmu-miR-153
3 + 3408836 3408931 5 AAAUACUGUCUGGUGAUCAGAU spu-miR-200
4 1242124 1242040 5 UGGCAGUGUGGUUAGCUGGUUG cel-miR-34
9 + 3UTR 936554 936638 5 AGUUUUGCUGGUUGGCAUGAAU dre-miR-19b*
14 - 1421810 1421723 3 CGAUUCGAUUCUAGAGGACUUG oan-miR-10b*
21 + 613566 613639 3 AUCACUUUCACUGCAUCUCAUC aly-miR161.2*
38 + 876130 876225 3 UAUUGCACUCGUCCCGGCCUGU hsa-miR-92a
74 + 114750 114848 3 UCAGUCUUUUUUUUUCUCCUAU dme-miR-14
80 + 240420 240504 3 CUCUCACUACUUUGUCGUUCAU bmo-miR-71%
80 + 240420 240504 5 UGAAAGACAUGGGUAGUGAGAU cel-miR-71
80 + 241033 241114 3 UAUCACAGCCAGCUUUGAUGAG cel-miR-2
85 + 171386 171484 3 CCAUUCAACUAUCUGUUUUGGA sme-let-7b*
91 - 232317 232219 3 CAUCACAGCGAUGCUACAGACA sme-miR-2f*
92 + 410923 411005 3 UUAUUGCUUGAGAAUACACGUU mmu-miR-137
107 - 321262 321192 3 AGUGUGACACUGGUUUGACACA gga-miR-122b
107 - 321262 321192 3 AGUGUGACACUGGUUUGACACA gga-miR-122b
115 + 370158 370240 3 UGAGAUCAUUGUGAAAGCUGAU cel-miR-81
120 + 76885 76970 3 AUAAGGCACGCGGUGAAUGCCA gga-miR-124a
154 + 94532 94630 3 CAUCACAGCGAUGCUACAGACA sme-miR-2f*
167 - 85527 85447 3 UACUGGCCUGCUAAGUCCCAAA dme-miR-193
191 - 112623 112541 5 UGGAAGACUAGUGAUUUUGUUG dme-miR-7
225 + 106055 106146 3 GACUAAAUGUCAAACGUAAAUU rno-miR-190b*
F2 KK AKBEREASE 6 mRNA K
Tab.2 Six miRNA clusters in the Daphnia pulex genome
Scaffold Pre-miR Pre-miR miRNA miRNA
1 4 - 1244034 1243956 3 GGUGAACACAGCUGGUGGUAUC bmo-miR-317
1 4 - 1242124 1242040 5 UGGCAGUGUGGUUAGCUGGUUG cel-miR-34
2 158 + 39604 39676 5 GUGGUUUGUUUUGUCAUUAACU bta-miR-1603
2 158 + 39352 39424 5 GUGGUUUGUUUUGUCAUUAACU bta-miR-1603
2 158 + 39718 39790 5 GUGGUUUGUUUUGUCACAAACU bta-miR-1603
3 44 - 484349 484283 5 GAAUGGAGGCUGGUAGGUAUUA zma-miR1661*
3 44 - 487378 487312 5 GAAUGGAGGCUGGUAGGUAUUA zma-miR1661*
4 107 - 325266 325196 3 AGUGUGACACUGGUUUGACACA gga-miR-122b
4 107 - 321262 321192 3 AGUGUGACACUGGUUUGACACA gga-miR-122b
5 84 - 3618 3546 5 GUGGUUUGUUUUGUCACAAACU bta-miR-1603
5 84 - 3479 3407 5 GUGGUUUGUUUUGUCAUUAACU bta-miR-1603
5 84 - 3731 3659 5 GUGGUUUGUUUUGUCAUUAACU bta-miR-1603
5 84 3366 3294 5 GUGGUUUGUUUUGUCACAAACU bta-miR-1603
6 80 241033 241114 3 UAUCACAGCCAGCUUUGAUGAG cel-miR-2
6 80 240420 240504 3 CUCUCACUACUUUGUCGUUCAU bmo-miR-71*
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BIOINFORMATIC ANALYSIS OF MICRORNA GENES IN DAPHNIA PULEX

LIU Cheng-Zhang"?, LIFu-Hua', XIANG Jian-Hai'

(1. Institute of Oceanology, Chinese Academy of Sciences, Qingdao, 266071;
2. University of Chinese Academy of Sciences, Beijing, 100049)

Abstract
post-transcriptionally. Using a bioinformatic approach to analyze the whole genome sequence of Daphnia pulex, we pre-
dicted 252 pre-miRNAs which may produce 262 functional miRNAs, including 6 miRNA clusters. MiRNA occurrence

MicroRNAs (miRNAs) are ~22nt long endogenous non-coding RNAs that regulate gene expression

frequency is significantly high on chromosome 8, while is significantly low on chromosome 4. Phlygenetic study of
pre-miRNAs from 6 bilateria species was used to classify the D. pulex pre-miRNAs into 191 miRNA families, among
which 105 are specific to D. pulex, while 15 are specific to Arthropoda. Among the compared bilateria species, D. pulex is
most similar to Zebra fish in miRNA content.
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