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Figure S6. The removal of stress leads to the re-establishment of genome structure. 

A) Correlation of eigenvalues for all chromosomes as previously shown in Figure S5C

and S5D. B) Saddle plots showing the shift of interactions between compartments after 

osmostress and recovery, both with and without Triptolide (Trp. Inhib). Data are 

presented as the log2 ratio of observed and expected aggregated contacts between bins 

of discretized eigenvalues (50 categories, bin size = 100 kb). C) Compartment strength 

estimation with and without Triptolide, before and after osmostress as well as after 

recovery. D) HiC interaction matrices of a region of chromosome 1 spanning 76 Mb to 

89 Mb under non-stressed, NaCl-stressed (110 mM) and recovery conditions in the 

absence or presence of transcription inhibitor (Triptolide 500 nM).  




