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(B) Enrichment score
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(C) Enrichment score
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Supplementary Figure 1: Gene ontology based on cellular component (a), molecular function

(b), and biological processes (c).
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Supplementary Figure : 2
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Supplementary Figure 2: Uncropped Western blots, shown in Figure 1c, 4a, 5a, and 6a, d and g. Cropped areas

are highlighted by red box.






