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Table 1. miRNAs from Undifferentiated and Differentiated ES Cells

Observa- Conserva-
tions® Length? tion?
1D* Sequence” L1 L2 L3 Average Maximum Minimum Rmsd Hits* Expression' Hs Rn Fr
let-7d-as  CUAUACGAGCUGCUGCCUUUCU 1 0 0 22 22 22 00 1 50050
miR-34a AGGCAGUGUAGUUAGCUGAUUGC 1 0 0 23 23 23 0.0 1
miR-34b UAGGCAGUGUAAUUAGCUGAUUG 0 0 1 23 23 23 0.0 1 00000
miR-106a CAAAGUGCUAACAGUGCAGGUA 0 1 0 22 22 22 00 1
miR-106b UAAAGUGCUGACAGUGCAGAU 1 00 A 21 2 0.0 1
miR-130b CAGUGCAAUGAUGAAAGGGCAU 1 0 0 22 22 22 0.0 1 22221
miR-200  CUCAAAGUAUGGGGGCACUULUU 2 2 1 22 23 22 04 1 of110 Hs Rn
miR-201-s CAUCAAAGUGGAGGCGCUCUGU 1 1 0 28 24 22 10 1 Bn
miR-291-as AAAGUGCUUCCACUUUGUGUGGC 6 1 0 22 23 22 03 1 01110 BAn
iR-292. ACUCAAACUGGGGGCUCUUUUG 1 1 1 22 23 2 08 1 01110 Hs
miR-292-as AAGUGCCGCCAGGUUUUGAGUGU 2 0 0 22 23 22 0.5 1 01220 Hs Rn
miR-203  AGUGCCGCAGAGUUUGUAGUGU 4 1 1 22 22 21 04 1 01110
miR204  AAAGUGCUUCCCUUUUGUGUGU 4 0 2 22 23 22 04 1 01120
miR-295 AMGUGCUACUACUUUUGAGUCU 3 0 0 22 23 22 0.5 1 01120 Rn
miR-296 AGGGCCCCCCCUCAAUCCUGU o 0 1 2 2 21 0.0 1 01110 Hs
miR-207  AUGUAUGUGUGGAUGUGCAUG 0 0 1 21 21 21 00 20 00010 Hs Rn
miR-298 GGCAGAGGAGGGCUGUUCUUCC o o0 1 22 22 22 0.0 1 585S0
miR-299 UGGUUUACCGUCCCACAUACAU o 0 1 22 22 22 0.0 1 00000 Hs Rn
miR-300  UAUGCAAGGGCAAGCUCUCUUG 0 2 0 22 23 22 05 1 00000 An
miR-301  CAGUGCAAUAGUAUUGUCAAAGG 0 0 1 28 23 23 00 1 00021 Hs Rn Fr
miR-302  UAAGUGCUUGCAUGUUUUGGUGA 0 0 1 23 23 23 00 1 00110 Hs
let-Tc UGAGGUAGUAGGUUGUAUGGUUA 3 0 0 22 23 21 0.8 1 20081
miR-15a UAGCAGCACAUAAUGGUUUGUG 2 0 2 23 23 22 04 1 11121
miR-15b  UAGGAGCACAUGAUGGUUUAG 10 0 2 21 21 00 1
miR-16 UAGCAGCACGUAAAUAUUGGCG 5 0 2 21 22 20 07 2 1112
miR-18 UAAGGUGCAUCUAGUGCAGAUA 1 1 0 2 22 2 0.5 1
miR-19b  UGUGCAAAUCCAUGCAAAACUGA 3 1 1 22 23 22 05 1 05551
miR-20 UAAAGUGCUUAUAGUGCAGGUAG 2 1 0 22 23 2 05 1
miR-21 UAGCUUAUCAGACUGAUGUUGAC 11 1 10 22 23 18 14 1 91153
miR22  AAGCUGCCAGUUGAAGAACUGU 1 0 1 22 22 22 00 1 91185
miR-24 UGGCUCAGUUCAGCAGGAACAG o 0 1 22 22 22 0.0 2 20021
miR-27a  UUCAGAGUGGCUAAGUUGCGC 10 1 2 21 21 00 1 10011
miR-20a  UAGCACCAUCUGAAAUCGGUUA 2 0 0 22 22 22 00 1 10001
miR-20b  UAGCAGCAUUUGAAAUCAGUGUU 5§ 0 0 23 23 22 05 2 10001
miR-30e  UGUAAACAUCCUUGACUGGAAGC 1 0 0 23 23 23 00 1
miR-31 AGGCAAGAUGCUGGCAUAGCUG 2 0 0 22 22 22 0.0 1
miR-92 UAUUGCACUUGUCCCGGCCUG 2 0 4 2 22 17 18 1 01120
miR-93  CAAAGUGCUGUUCGUGCAGGUAG 2 1 1 22 23 22 05 1 01110
miR-94 UAAAGUGCUGACAGUGCAGAU 10 0 o 21 21 00 A
miR-96 UUUGGCACUAGCAGAUUUUUGCU 0 0 1 23 23 23 00 1 01110
miR-99b CACCCGUAGAACCGACCUUGCG o 0 1 22 22 22 0.0 1 S00S0
miR-124-a  UAAGGCACGGGGUGAAUGCCA 2 1 0 20 21 20 05 3
miR-127  UCGGAUCCGUCUGAGCUUGGCUA 1 0 0 23 23 23 00 1
miR-130 CAGUGCAAUGUUAAAAGGGCAU 5 3 4 22 25 22 0.8 1 11111
miR-141a UAACACUGUCUGGUAAAGAUGGCC 0 0 2 23 24 23 0.5 1 000S0
miR-142s  CCCAUAAAGUAGAAAGGACUA 10 0 2 21 21 00 1 00000
miR-142-as UGUAGUGUUUCCUACUUUAUGGA 1 1 0 22 23 22 05 1
miR-143a  UGAGAUGAAGCACUGUAGCUCUUA 1 0 0 24 24 24 00 A
miR-172 UGGCAGUGUCUUAGCUGGUUGUU 3 2 2 21 23 16 22 4 10010
miR-183 UAUGGCACUGGUAGAAUUCAC o 01 2 2 21 0.0 1 58880
miR-193  AACUGGCCUACAAAGUCCCAGU 1 0 0 22 22 22 00 1 S0081
miR-199-s CCCAGUGUUCAGACUACCUGUUC 3 0 0 22 23 22 0.5 2 10001
miR-199-as ACAGUAGUCUGCACAUUGGUUA 2 0o 0 22 22 22 0.0 3 20001

*miRNAs experimentally determined for the first time in this study are listed first. The letters “s” and “as”™ designate miRNAs excised from
the 5" and 3’ strands of the same hairpin stem respectively, according to Lagos-Quintana et al. (2002).
“The longest clone that matches perfectly the mouse genomic sequence is given.

“Number of observations in libraries L1, L2, and L3

¢ Average, maximum and minimum lengths. Rmsd, root-mean-square deviation from the average.

*Number of genomic hits.

'Expression patterns by Northern analysis. Single digit numbers indicate the approximate relative band intensities as shown in Figure 2 and
give no information about the relative levels of different miRNAs. S indicates the presence of a smear that precluded detection of the miRNA.
sFor miR-290-miR-302, which do not have previously reported homolags, the presence of conserved stem loops in the human (Hs), rat (Rn},

and pufferfish (Fr) genomes is indicated.
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Table 1| RNAs identified in various kinds of stem cells

Stem cell process  Cell type or lineage

miRNAs involved®

miR-290-295 cluster, miR-296, miR-302 (REF. 13),

Targets®

No targets identified

No targets identified

ES cells
Self-renewal Mouse ES cells
miR-17-92 cluster and miR-15b-16 cluster*’
Human ES cells miR-371, miR-372, miR-373*-373, miR-200c,
miR-368 and miR-154* (REF. 19)
Differentiation Mouse ES cells miR-21 and miR-22 (REF. 13)

Human ES cells
[REF. 19)

miR-301, miR-374, miR-21, miR-29b and miR-29

miR-21 targets Nanog and Sox2 (REF. 26)
No targetsidentified
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Figure 1 Reprogramming of mouse and human cells to pluripotency with miRNAs. Differentiated cells
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