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SUPPLEMENTARY APPENDIX

Online Supplementary Table S1. List of primers for spliceosomal genes.



Online Supplementary Table S2. Clinical phenotype of cases with spliceosomal mutations.

Online Supplementary Table S2. Clinical phenotype of cases with spliceosomal mutations.



Online Supplementary Table S3. Association between mutational status and cytogenetic lesions
(metaphase cytogenetics and single nucleotide polymorphism-array).

Online Supplementary Table S4. Serial mutational studies for the three spliceosomal genes.


