Supplementary Figure S1. Heatmap of Spearman’s correlation coefficients of 115 feature values to indicate multiple collinearity of features.

Features

Number of nucleotides between the best BPS to Int-3 —..
Number of G nucleotides between the best BPS to Int-3 —..
Position weight matrix of the best BPS -

Maximum length of polypyrimidines without any intervening purine -

Maximum length of polypyrimidines allowing insertion of a single purine -

Maximum length of polypyrimidines allowing insertion of two purines -

Maximum length of polypyrimidines allowing insertion of three purines -

Maximum length of polypyrimidines allowing insertion of four purines -
Maximum length of T nucleotides without any intervening purine -
Maximum length of T nucleotides allowing insertion of a single purine -
Maximum length of T nucleotides allowing insertion of two purines -
Maximum length of T nucleotides allowing insertion of three purines -

Maximum length of T nucleotides allowing insertion of four purines -

Position weight matrix of the BPS -
Branch point is A at the best BPS -
Ratio of pyrimidines (C/T) in PPT -
Ratio of T in PPT -

Ratio of G in PPT -

Length of PPT -

Sum score of 9G8-binding site -
Sum score of CUG-BP1-binding site -
Sum score of DAZAP1-binding site -
Sum score of ESRP1-binding site -

Sum score of ESRP2-binding site -

Sum score of ETR-3-binding site -

Sum score of FMRP-binding site -

Sum score of Fox1-binding site -

Sum score of Fox2-binding site -

Sum score of HTra2alpha-binding site -
Sum score of HTra2betal-binding site -
Sum score of HuB-binding site -

Sum score of HuC-binding site -

Sum score of HuD-binding site -

Sum score of HuR-binding site -

Sum score of KSRP-binding site -
Sum score of MBNL1-binding site -
Sum score of Noval-binding site -

Sum score of Nova2-binding site -

Sum score of PSF-binding site -
Sum score of QKI-binding site -
Sum score of RBM25-binding site -
Sum score of RBM4-binding site -
Sum score of RBM5-binding site -
Sum score of SAP155-binding site -
Sum score of SC35-binding site -
Sum score of SF1-binding site -
Sum score of SF2/ASF-binding site -
Sum score of SLM1-binding site -

Sum score of SLM2-binding site -
Sum score of SRm160-binding site -
Sum score of SRp20-binding site -
Sum score of SRp30c-binding site -
Sum score of SRp38-binding site -
Sum score of SRp40-binding site -
Sum score of SRp54-binding site -
Sum score of SRp55-binding site -
Sum score of SRp75-binding site -
Sum score of Sam68-binding site -
Sum score of TDP43-binding site -
Sum score of TIA1-binding site -

Sum score of TIAL1-binding site -
Sum score of YB1-binding site -

Sum score of ZRANB2-binding site -
Sum score of hnRNP A0-binding site -
Sum score of hnRNP Al-binding site -
Sum score of hnRNP A2/B1-binding site -
Sum score of hnRNP A3-binding site -
Sum score of hnRNP C1-binding site -

Sum score of hnRNP C2-binding site -
Sum score of hnRNP C-binding site -

Sum score of hnRNP DO0-binding site -

Sum score of hnRNP D-binding site -
Sum score of hnRNP DL-binding site -
Sum score of hnRNP E1-binding site -

Sum score of hnRNP E2-binding site -
Sum score of hnRNP F-binding site -

Sum score of hnRNP G-binding site -
Sum score of hnRNP H1-binding site -
Sum score of hnRNP H2-binding site -
Sum score of hnRNP H3-binding site -
Sum score of hnRNP | (PTB)-binding site -

Sum score of hnRNP J-binding site -

Sum score of hnRNP K-binding site -

Sum score of hnRNP L-binding site -

Sum score of hnRNP LL-binding site -
Sum score of hnRNP M-binding site -

Sum score of hnRNP P (TLS)-binding site -
Sum score of hnRNP Q-binding site -

Sum score of hnRNP U-binding site -

Sum score of nPTB-binding site -
SD-Score -

A at Intron -3 -

C at Intron -3 -

G at Intron -3 -

T at Intron -3 -

A at the first nucleotide of exon -

C at the first nucleotide of exon -

G at the first nucleotide of exon -

T at the first nucleotide of exon -
Presence of A or G at Int-7, Int-6, or Int-5 -
Ratio of purines (A/G) at Int-20 to Int-8 -

Number of G nucleotides at Int-12 to Int-3 -

Number of GGG trinucleotides at Int-12 to Int-3 -

Shapiro Senapathy score at 3’ ss -

Shapiro Senapathy score at 5’ ss - ..
MaxEntScan::score3ss -
MaxEntScan::score5ss -
Exon length -
-6 -
-6 -
-6 -
-6 -
-5 -
-5 -
-5 -
-5 -
A at the 2nd nucleotide of exon -

A at Intron
C at Intron
G at Intron
T at Intron
A at Intron
C at Intron
G at Intron

T at Intron

C at the 2nd nucleotide of exon -
G at the 2nd nucleotide of exon -
T at the 2nd nucleotide of exon -
A at the 3rd nucleotide of exon -
C at the 3rd nucleotide of exon -
G at the 3rd nucleotide of exon -

T at the 3rd nucleotide of exon -

Length of PPT -

Sum score of 9G8-binding site -

Ratio of T in PPT -
Sum score of CUG-BP1-binding site -

Ratio of G in PPT -

Position weight matrix of the BPS -
Branch point is A at the best BPS -
Ratio of pyrimidines (C/T) in PPT -
Sum score of DAZAP1-binding site -
Sum score of ESRP1-binding site -
Sum score of ESRP2-binding site -
Sum score of ETR-3-binding site -

Position weight matrix of the best BPS -

Number of nucleotides between the best BPS to Int-3 -
Number of G nucleotides between the best BPS to Int-3 -

Maximum length of polypyrimidines without any intervening purine -
Maximum length of polypyrimidines allowing insertion of a single purine -
Maximum length of polypyrimidines allowing insertion of two purines -
Maximum length of polypyrimidines allowing insertion of three purines -
Maximum length of polypyrimidines allowing insertion of four purines -
Maximum length of T nucleotides without any intervening purine -
Maximum length of T nucleotides allowing insertion of a single purine -
Maximum length of T nucleotides allowing insertion of two purines -
Maximum length of T nucleotides allowing insertion of three purines -
Maximum length of T nucleotides allowing insertion of four purines -
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