Supplementary Table 1 — Comparison between mmHG-Finder and other motif discovery tools

We evaluated the performance of mmHG-Finder in comparison to other state-of-the-art methods:
MEME, DREME and XXmotif over 18 datasets. This table is more comprehensive than Table 1 and

contains it.
The protein and mmHG-Finder MEME results | DREME results XXmotif results
its consensus results
binding motif
Synthetic 6.28e-14 * 2.2e+6 Nothing found 2.98e+00
e T = G I 2 o S
Synthetic 2.37e-28* 5.8¢+7 Nothing found 1.84e+01
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LACATCA: +]_CACCTCA.
GCN4 (DNA) 1.8e-45 * 1.7e-16 2.0e-32 4.00e-17
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Puf5 (RNA) 6.95e-80 * 8.9e+1 * 6.8e-42 9;76e-21
8UUGUAALAY | “TGTA.zax T TAJ ThzaTA | rtheliclie T
101RaThr 3.16-012 * 1.61e-20 *
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PubL (RNA) 1.376-79 * 1.0e+4 2.1e-36 5.73¢-18
¢ S0 |%TTITITT || A ThzaTh 2| AATATATATTATAT
_______ 2 4e-016 * 22{186-05 (4th best) *
T 2| T T
Pabl (RNA) 1.376-6 4.9e+3 5.4e-45 * 5.80¢-28 *
AUAUAUAZ | merlixx. | c TAzaTA 2] NTATATATATALATATA
Khd1 (RNA) 1.73e-15 1:_.'8(9;'3' 1.26-45 1.24-26
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Nab2 (RNA) 1.186-6 * 328&3' - 1.0e-39 8.16e-29
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Pin4 (RNA) 4,839 * 4.2e+3 3.1e-51 1.65¢-28
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| YRy 1.1e-004 (3" best) *
{TTC
YLL032C (RNA) | 8.385 7.3e+3 3.4e-24 9.54e-14
slacce  |'xeCCe.c ..C ThzaTh 2] kA ThoarAra s
¥..C

* indicates success in identifying the consensus motif




expression profile across 22 normal tissues for EGR1{NH_B881964}
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Supplementary Figure 1 — EGR1 expression profile

The expression profile of EGR1 in 22 tissues is shown below. As can be seen, EGR1 is highly expressed
in thyroid, adipose and breast. We note that the expression values for the IncRNAs were obtained for the
same set of tissues (in our analysis we excluded replicates and focused on 19 distinct tissues).
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