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Sequence reads and processed data for the active gene capture, sequencing depth capture, and expression data have been archived in the Gene Expression
Omnibus (GSE160229 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE160229], GSE129378 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?
acc=129378] and GSE159229 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE159229] respectively). Source Data for all figures are provided in
Supplemental Table 3. All other data supporting the findings of this study, including raw data files for optimization experiments are available from the corresponding
author on request. Profiles for interactions of active genes in mouse erythroid cells are available at https://capturesee.molbiol.ox.ac.uk/projects/
capture_compare/1086.

Sample size was chosen without statistical methods in line with similar analyses in past works to determine similar size differences in library
quality. To allow statistical comparison a minimum of 2 viewpoints was used for all samples to unsure library quality and 3 or more replicates
were used.

No data were excluded.

Experiments were performed in duplicate or triplicate and correlation analysis performed to ensure high degree of reproducibility which was
achieved for all experiments

Randomization was not applied for assignment to groupings as they were either natural, categorical or inherent. For comparison of in situ and
nuclear 3C, a single fixed aliquot was divided across all test conditions. When testing capture conditions (probe length, concentration, co-
capture bias) experiments were performed on identical 3C libraries bearing different indices.

No bliding was performed as analyses were performed using standardised bioinformatics pipelines in which all samples are treated equally
without experimenter bias.




