Table S1

information about splicing motif GC content motif measurements of single-strandedness
upstream
context +
length upstream downstrea motif +

motif AEDB enhancer/ exonic/ of 30 nt m30nt downstrea
number entry? species silencer intronic gene name motif motif | motif context context m context | EF20 PU20 ED20 | EF30 PU30 ED30 EF50 PU50 ED50
1 db001 Homo_sapiens ESE exonic CFTR GATGAC 6 0.5 0.233 0.367 0.318 0.675 0.381 0.686 | 0.573 0.244 1.137 0.507 0.149 1.524
2 db004 Homo_sapiens ESS exonic FN1 CAAGG 5 0.6 0.533 0.567 0.554 0.507 0.004 3.625 | 0.513 0.004 3.669 0.421 0.005 4.172
3 db005 Gallus_gallus ESS exonic FINC CATGG 5 0.6 0.6 0.5 0.554 0.379 0.003 3.623 | 0.328 0.002 3.858 0.3 0.002 4.057
4 db006 Homo_sapiens ESE exonic FN1 GAAGAAGA 8 0.375 0.5 0.667 0.559 0.821 0.016 2.59 0.75 0.011 2.869 0.741 0.01 2.893
5 db007 Homo_sapiens ESS exonic FN1 AAGTTTCC 8 0.375 0.533 0.6 0.544 0.571 0.124 2.78 0.479 0.067 3.537 0.469 0.034 4.356
6 db008 Gallus_gallus ESE exonic FINC GAAGAAGAC 9 0.444 0.633 0.633 0.609 0.774 0.047 2.029 0.737 0.031 2.312 0.7 0.021 2.551
7 db019 Homo_sapiens ISE intronic GH1 GGGGATGGG 9 0.778 0.6 0.7 0.667 0.218  5.24E-007  9.295 0.2 3.00E-007  10.375 | 0.171 1.53E-007  11.363
8 db038 Human immunodeficiency virus 1 ESE exonic tat GAAGAAGAA 9 0.333 0.667 0.5 0.551 0.983 0.856 0.097 | 0.986 0.881 0.08 0.904 0.598 0.55
9 db040 Human immunodeficiency virus 1 ESS exonic tat TTGGGT 6 0.5 0.367 0.5 0.439 0.26 0.018 4114 | 0.219 0.009 5.246 0.236 0.005 5.658
10 db042 Human immunodeficiency virus 1 ESS exonic env GAAAGGAGA 9 0.444 0.4 0.333 0.377 0.718 0.304 1.639 | 0.551 0.156 2.681 0.487 0.078 4.151
11 db043 Human immunodeficiency virus 1 ESS exonic tat AGATCC 6 0.5 0.5 0.4 0.455 0.52 0.032 2.59 0.406 0.016 3.678 0.319 0.009 3.916
12 db044 Human immunodeficiency virus 1 ESS exonic tat TTAG 4 0.25 0.5 0.5 0.484 0.999 0.998 0.001 | 0.998 0.996 0.002 0.985 0.974 0.016
13 db049 Rattus_norvegicus ESE exonic beta-TM GAGGAGGAG 9 0.667 0.567 0.5 0.551 0.422  1.72E-006  8.379 | 0.398  5.30E-006 7.959 0.353  6.40E-006 7.677
14 db049 Rattus_norvegicus ESE exonic beta-TM GAGGAGGAG 9 0.667 0.8 0.567 0.681 0.588 0.001 4.743 | 0.457 0 6.09 0.358 0 6.687
15 db052 Rattus_norvegicus ESS exonic beta-TM TGTGGG 6 0.667 0.6 0.467 0.545 0.185  3.59E-006  8.227 | 0.178  2.00E-006 8.909 0.177  1.02E-006 9.739
16 db053 Rattus_norvegicus ESE exonic beta-TM GAAGAAGAG 9 0.444 0.333 0.467 0.406 0.538 0.031 2.36 0.554 0.056 1.991 0.525 0.037 2.442
17 db058 Homo_sapiens ESS exonic FGFR2 TAGG 4 0.5 0.3 0.633 0.469 0.685 0.058 2.261 0.38 0.029 4.161 0.362 0.017 4.378
18 db065 Homo_sapiens ESE exonic CD44 CAACCACAA 9 0.444 0.467 0.4 0.435 0.618 0.003 3.629 | 0.623 0.009 3.403 0.729 0.08 2.292
19 db075 Homo_sapiens ESE exonic PTPRC AACACCT 7 0.429 0.633 0.5 0.552 0.753 0.143 1.265 | 0.763 0.139 1.294 0.799 0.284 0.94
20 db078 Homo_sapiens ESS exonic PTPRC ACTCGCA 7 0.571 0.633 0.633 0.627 0.583 0.004 3.528 | 0.538 0.003 3.71 0.507 0.002 3.751
21 db079 Homo_sapiens ESE exonic CALCA TTTTTCCCC 9 0.444 0.267 0.467 0.377 0.378 0.037 4.291 | 0.357 0.018 5.527 0.398 0.033 4.128
22 db083 Rous sarcoma virus ESS exonic gag GGGG 4 1 0.533 0.533 0.563 0.781 0.324 0.81 0.783 0.341 0.735 0.767 0.327 0.776
23 db083 Rous sarcoma virus ESS exonic gag GGG 3 1 0.6 0.467 0.556 0.806 0.41 0.556 | 0.825 0.473 0.47 0.801 0.422 0.543
24 db085 Human adenovirus type 2 ESE exonic E1A GACGACGAG 9 0.667 0.633 0.433 0.551 0.805 0.229 1.081 | 0.848 0.335 0.792 0.844 0.339 0.732
25 db087 Human adenovirus type 2 ESE exonic E1A GATGAAGAG 9 0.444 0.633 0.433 0.522 0.852 0.258 1.496 | 0.821 0.136 2.058 0.807 0.075 2.343
26 db089 Homo_sapiens ESE exonic BRCA1 GCTGAGT 7 0.571 0.333 0.367 0.373 0.669 0.007 3.382 | 0.694 0.004 3.563 0.662 0.003 3.694
27 db091 Homo_sapiens ESE exonic MAPT AATAAGAAG 9 0.222 0.367 0.5 0.406 0.82 0.216 0.971 0.85 0.166 1.296 0.814 0.103 1.639
28 db101 Homo_sapiens ESS exonic ATP5C1 AGTTCCA 7 0.429 0.233 0.4 0.328 0.573 0.348 2.007 | 0.391 0.176 2.811 0.46 0.221 2.038
29 db102 Mice minute virus ESE exonic NS2 GAAGAAAGA 9 0.333 0.567 0.567 0.536 0.584  1.25E-005 7.543 | 0.572 0 6.323 0.57 0 5.723
30 db103 Mice minute virus ESE exonic NS2 CACCA 5 0.6 0.433 0.533 0.492 0.917 0.766 0.173 | 0.926 0.786 0.152 0.862 0.596 0.427
31 db103 Mice minute virus ESE exonic NS2 ACACC 5 0.6 0.533 0.5 0.523 0.924 0.746 0.191 | 0.919 0.721 0.208 0.905 0.679 0.262
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a identifier for each AEDB motif database entry; please note that the literature references in one entry can describe more than one splicing motif
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