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Figure9: Superimposed IRE1:Cartoon diagram of one subunit of IRE1 in ADP bound form (PDB ID: 4YZD)
superposed on 3E4 ligafbund form (PDB ID: 4U6R). The activation loop is missing from the ADP bound
structure and imarked by an arrow. The bound ADP is shown in CPK model.

Figure1l0: Model for Bid mediated regulation of IRE1 activity. Under normal conditions, IRE1 remains
inactive due to Bip binding. However, Bielease induced by ER stress leads to IRE1 activation, which is
followed by splicing of Xbp1 and degradation of mRNAs through RIDD. Binding of Bid to IRE1 cytoplasmic
domain halts higheorder oligomer formation and thus allows only Xbp1 splicing to goghile RIDD activity

is reduced.



