






Extended Data Fig. 1 | See next page for caption.
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Extended Data Fig. 1 | Additional plots. (A) Long-read RNA-seq coverage 
profile in bulk and combined single-nucleus data. One representative 
biological replicate out of two is shown. (B) CUT&RUN for H3K36me3 in  
Or locus 3, alongside the ATAC-seq and CUT&RUN tracks shown in Fig. 4a.  

(C) Expression of putative transcription factors in OSN types defined by the 
expressed Or locus. These genes were identified by searching for protein 
domains often present in transcription factors, and they may include genes 
that are not bona fide transcription factors.



Extended Data Fig. 2 | Subclustering of OSNs expressing locus 5 Or genes. 
The plots show expression level of individual Or genes in the locus (HsOr273 is 
the most 5’ gene). (A) Subclustering where Or genes were permitted to remain 
in the list of highly variable genes. Nuclei are separated by the Or genes they 

express. (B) Subclustering where Or genes were removed from the list of highly 
variable genes. Nuclei expressing different Or genes are intermixed, showing 
that non-Or genes (including any TFs) do not separate OSNs expressing 
different Or genes from the same array.












