
 
 

1 
 

 
 
 
 
 
 
Supplementary Information for 
Molecular characterization of Barrett’s esophagus at single-cell resolution 
 
Georg A. Busslinger,  
Buys de Barbanson,  
Rurika Oka,  
Bas L.A. Weusten,  
Michiel de Maat,  
Richard van Hillegersberg,  
Lodewijk A.A. Brosens,  
Ruben van Boxtel,  
Alexander van Oudenaarden, 
Hans Clevers 

 
Correspondence:  
Georg Busslinger (gbusslinger@cemm.oeaw.ac.at) 
Hans Clevers (h.clevers@hubrecht.eu) 
 
This PDF file includes: 
 

Figures S1 to S9 
Dataset S1 to S9 

 
 
 
 

 

 

 

 
 
  





























 
 

2 
 

 
Dataset S1. Patient information. 

Overview providing information about the gender, age and pathology diagnosis of all 

patients included in this study. 

 

Dataset S2. Overview of INDELs. 

An overview is given for every organoid clone analyzed. On the left: overview about all 

detected INDELs; on the right: summary for double-nucleotide insertions. 

 

Dataset S3. Single-base substitution overview. 

An overview is given for the frequency of single-nucleotide substitutions for every 

organoid clone analyzed. 

 

Dataset S4. Biopsy collection overview. 

An overview is given for all collected biopsies from the 21 patients. Grey backgrounds 

mark the samples used for scRNAseq and orange those for scDNAseq. Samples with green 

boxes were only used to establish organoid cultures. The numbers indicate good quality 

cells used for either scRNAseq or scDNAseq experiments.  

 

Dataset S5. Overview of the single-cell DNA sequencing clusters. 

The number of bioinformatically identified clusters is listed, including their characteristics 

such as number of cells, reads and percentage of genome coverage per cluster. The last 
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three columns indicate the percentage of chromosome gains, loss and combined CIN 

normalized to the entire genome.  

 

Dataset S6. Relative frequencies of immune and chromosomal stable cells in each 

biopsy. 

The percentage of CS cells was calculated based on scDNAseq data, and the percentage 

of immune cells was determined by scRNAseq analysis of cells from the corresponding 

replica plates of the same biopsy. 

 

Dataset S7. Single-cell RNA sequencing overview 

The average number of transcripts and detected genes per cell are indicated for each 

analyzed biopsy. 

 

Dataset S8. Gene names for heatmap plot in Fig. 4C 

The tissue-specific genes, used for the heatmap calculation in Fig. 4C, are listed in the 

order they were used for plotting (top to bottom). 

 

Dataset S9. Resources and reagents 

Reagents and resources used in the method sections are listed. 
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