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Methods
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ChIP-seq

Flow cytometry

MRI-based neuroimaging

The source data for Figures 2a, 2b, 4c, 4d, 4g, 5b-g as well as Supplementary figures 1, 2, 7, 9, 10, 11, 12, 13b are provided. The super-resolution and SAVE image
data generated in this study have been deposited in the Zenodo database under accession code 6533779 (https://doi.org/10.5281/zenodo.6533779). Not all
calculations for aptamers are publicly available due to the filing of a patent but can be provided upon reasonable request under non-disclosure agreement.

1 ‰ transcriptomic regions with the highest catRAPID signal were selected considering the strong agreement with CLIP-seq data (AUC >
0.80). The size is considered appropriate given the total space of >10^6 nucleotides analysed. A total of 260 sequences were generated from
the transcriptomic regions (length of 10 nt as suggested by inspection of available structural data). Mutagenesis on these regions was carried
out generating 100 single/double variants per sequence, which is appropriate given their small size.

All obtained results have been included in this manuscript. No data has been excluded and all attempts at replication were successful.

All data were collected at least in biological triplicates, each time including minimum 2 repetitions. Attempts at replication were successful.

No special andomization was needed. All experiments within the same assay were performed under the same conditions (sample
concentration, buffer, pH and temperature). All collected results have been normalized and processed in the same manner before data
plotting.

No blinding was needed as experiments dealt with physical measurements.




