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Figure S1. IBTK transcripts expression in IBTK-shRNA- and control-shRNA-transduced HeLa and
K562. Expression level of IBTK transcript isoforms in IBTK-shRNA- and control-shRNA-transduced
HeLa and K562 was evaluated by measuring FPKM. Values (mean + SE, n = 3) are shown.
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Figure S2. Altered expression of ULBP2 and Caveolin-3 at protein level upon IBTK depletion in
HeLa and K562. Western blotting analysis of IBTKa, ULBP2, CAV3 and y-Tubulin in total protein
extracts (30 ug) of IBTK-shRNA- and control-shRNA-transduced HeLa and K562.
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Gene Ontology of differentially expressed genes

by IBTK depletion in HelLa
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Figure S3. Gene Ontology analysis of genes differentially expressed in HeLa cells following IBTK depletion.
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Gene Ontology of differentially expressed genes
by IBTK depletion in K562
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Figure S4. Gene Ontology analysis of genes that are differentially expressed in K562 cells upon
IBTK depletion.

Table S1. List of differentially expressed genes by IBTK depletion in HeLa cells.
Table S2. List of differentially expressed genes by IBTK depletion in K562 cells.
Table S3. List of commonly deregulated by IBTK depletion in HeLa and K562 cells.
Table S4. Alternative splicing events upon IBTK depletion in HeLa cells.

Table S5. Alternative splicing events upon IBTK depletion in K562 cells.



