Supplementary Figure 2
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ATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAG
CTGGACGGCGACGTAAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGC
GATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGC
CCGTGCCCTGGCCCACCCTCGTGACCACCCTGACCTACGGCGTGCAGTGCTTCAG
CCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCCCGAA
GGCTACGTCCAGGAGCGCACCATCTTCTTCAAGGACGACGGCAACTACAAGACCC
GcGCCGAGGTGAAGTTCGAGGGCGACACCCTGGTGAACCGCATCGAGCTGAAGG
GCATCGACTTCAAGGAGGACGGCAACATCCTGGGGCACAAGCTGGAGTACAACT
ACAACAGCCACAACGTCTATATCATGGCCGACAAGCAGAAGAACGGCATCAAGG
TGAACTTCAAGATCCGCCACAACATCGAGGACGGCAGCGTGCAGGTGGGTAATA
AATCAGATAACAGGTAGCATCATTAGAGCCAGAGCTCTGTCTCAGCTCCTGTTAT
CTTCTTTATTCCCCAGCTGGCCGACCACTACCAGCAGAACACCCCCATCGGCGAC
GGCCCCGTGCTGCTGCCCGACAACCACTACCTGAGCACCCAGTCCGCCCTGAGCA
AAGACCCCAACGAGAAGCGCGATCACATGGTCCTGCTGGAGTTCGTGACCGCCG
CCGGGATCACTCTCGGCATGGACGAGCTGTACAAGTAA

Acceptor (AG) sites. Treshold 0.000 (100%).
1 PE 210 W: 4.10 Seqg: tacggcgtgcAGtgcttcagcc
2 P% 306 W: 0.23 Seq: atcttcttcaAGgacgacggca
3 P: 615 W: 12.60 Seq: tttattccccAGetggccgacc
Donor (GT) sites. Treshold 0.079 (100%) .
1 P: 4 W: 10.02 Seqg: —-—————- atgGTgagcaagggc
2 P: 67 W: 3.30 Seq: ggacggcgacGTaaacggccac
3 PBs 337 W: 5.96 Seq: ccgcgccgagGTgaagttcgag
4 P: 361 W: 1.90 Seqg: cgacaccctgGTgaaccgcatc
5 Bz 490 W: 6.94 Seq: cggcatcaagGTgaacttcaag
6 P: 535 W: 11.28 Seq: cagcgtgcagGTgggtaataaa
7 BE 539 W: 1.34 Seq: gtgcaggtggGTaataaatcag
8 P: 558 W: 8.20 Seqg: cagataacagGTagcatcatta
9 P: 798 W: 4.10 Seq: agctgtacaaGTaa--------
branch point
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Output of sit_graph (©)
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