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Supplementary Figure 1
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Supplementary Figure 2
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Supplementary Figure 5
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Supplementary Figure 6
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Supplementary Table 1

Supplementary Table 1. RNA-Sequencing libraries used in study

Species Strain Assembly Cell type Number of Number of SRA
fragments aligned fragments accession
sequenced (duplicates removed)
Mouse 120SvEv mm9 naive ESC 180,535,866 118,386,301
Mouse 120SvEv mm9 primed epiSC 180,368,378 110,377,225
Mouse NOD mm9 naive ESC 141,615,128 94,816,294
Mouse NOD mm9 primed epiSC 177,918,230 102,394,440
Mouse cast mm9 naive ESC 199,168,080 158,066,464
Mouse cast mm9 primed epiSC 224,000,150 157,372,110
Rat rn5 naive iPS 247,087,648 100,883,472
Rat rn5 primed iPS 114,987,318 80,516,323
Chimpanzee pantro4 iPS 159,906,000 108,736,080 SRR873623,
SRR873624,
SRR873625,
SRR873626
Bonobo pantro4 iPS 239,033,834 162,543,008 SRR873626,
SRR873629,
SRR873628,
SRR873627
Human hg19 iPS 244,014,732 201,066,988
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Supplementary Table 2

Supplementary Table 2. Transcripts from combined IncRNA catalogs that likely harbor ORFs

Gene Longest ORF (bp) dN dS  dN/dS RNACode
P-values
ENSMUSG00000053724 525 0.07 0.13 541 4.177e-11
LINC00948 (MRLN) 141 0.04 0.21 .189 1.33e-08
LINC00890 273 0.01 0.09 128 1.03e-08
LOC100507537 108 0.05 0.12 456 1.71e-05
CDIPT-AS1 123 0.08 0.10 451 4.799¢e-04
GQ868703 87 0.02 0.06 .266 5.00e-03
AK136239 60 0.03 0.08 .381 3.60e-02
AK094929 90 0.01 0.02 273 3.60e-02
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Supplementary Table 3

Supplementary Table 3. Enrichment and depletion of repeat elements in IncRNA promoters

Pluripotent IncRNA promoters

Necsulea, et al. IncRNA promoters

L1

Low complexity
Simple repeat
Alu

MaLR

ERVK

B4

B2

ERV1

ES,

mouse specific

(n=291)
9.19E-06

3.08E-01
1.00E+00
3.14E-01
1.00E+00
1.65E-03
1.31E-01
3.76E-02

2.97E-01

ES, mammalian
conserved

(n=48)
5.05E-02

5.75E-01

4.33E-01

1.00E+00
5.90E-02
1.00E+00
1.00E+00
1.00E+00

1.00E+00

ES
(n=829)

8.22E-11
1.90E-05
1.07E-01
4.18E-02
1.76E-02
4.10E-03
7.14E-01
3.09E-01

3.24E-01

Brain
(n=566)

8.89E-07
6.00E-03
1.79E-02
4.80E-01

6.67E-01

5.30E-02
1.00E+00
6.80E-02

7.24E-01

Heart
(n=352)

2.85E-04
1.76E-03
6.11E-02
1.26E-01
1.45E-01
7.86E-01
7.19E-01
7.86E-01

4.85E-02

Kidney
(n=828)

3.71E-07
1.71E-04
7.58E-01

7.97E-03
6.94E-01

1.79E-02
1.44E-02
1.00E+00

1.40E-01

Liver
(n=254)

7.27E-05
1.01E-01
9.16E-01
5.68E-01
7.95E-01
8.66E-01
5.95E-01
4.92E-01

3.82E-01

Ovary
(n=1170)

2.02E-16
2.76E-07
2.88E-05
1.57E-02
6.88E-01
7.21E-02
1.42E-01
8.36E-01

4.64E-01

Testis
(n=3379)

2.90E-42
1.13E-06
4.02E-07
2.62E-03
1.46E-10
1.71E-04
2.96E-01
4.11E-01

6.97E-02
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