





bioRxiv preprint doi: https://doi.org/10.1101/2020.05.20.106708; this version posted June 29, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.



bioRxiv preprint doi: https://doi.org/10.1101/2020.05.20.106708; this version posted June 29, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Figure 8. AbIAIDR protein accumulates at much higher levels than wildtype Abl. A. Immunoblot of 0-6 hr
embryonic extracts, blotted with antibody to GFP to detect our transgenic proteins. Tubulin serves as a
loading control. Despite the fact that both transgenes are driven by the same endogenous abl/ promotor,
AbIAIDR protein accumulates at much higher levels than wildtype Abl. B. Quantification of mean protein
levels from four immunoblots, normalized to both wildtype Abl:GFP and using the loading controls. Colored
dots indicate values of the individual blots (Values: 8.2, 11.4, 12.3, and 15.2, Mean: 11.7; Red dot indicates
blot shown in A). Error bar = standard error of the mean. C. Immunoblot of extracts of Drosophila S2 cells
expressing transgenes encoding wildtype Abl:GFP or AbIAIDR, both under control of the metallothionine
promotor, blotted with antibody to GFP to detect our transgenic proteins. D. Representative images of
transfected S2 cells stained to visualize F-actin and our transgenic Abl proteins. Wildtype Abl:GFP is enriched
in the lamellipodium (arrowhead; highlighted by F-actin) and excluded from nuclei (arrow), while AblAIDR:GFP

is not enriched in the lamellipodium or excluded from nuclei. Scale Bar=10um.
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Figure 9. Many computationally predicted ubiqutination sites in Abl are in the IDR. Output of UbPred,
computational prediction software to identify potential ubiquitination sites within Abl Abl (RADIVOJAC et al.
2010). A. Diagrammatic representation, showing high (red), medium (blue) and low (green) confidence

predictions. B. Table of amino acid positions of potential ubiquitination sites.
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