
LETTER TO THE EDITOR

Transcriptomic profiling does not refine mastocytosis 

diagnosis 

Lars Buschhorn,1,2,3* Dorett I. Odoni,4,5* Johanna Geuder,6 Timo O. Odinius,3 Celina V. Wagner,3 Stefanie Jilg,3,7 Ulrike Höckendorf,3 Adam 
Wahida,1,2,3 Matthias Schlesner,4,5 Andreas Reiter,8# Mohamad Jawhar8# and Philipp J. Jost3,9# 

1Division of Molecular Genetics, German Cancer Research Center (DKFZ), Heidelberg, Germany; 2Division of Gynecological Oncology, 
National Center for Tumor Diseases (NCT), Heidelberg, Germany; 3Department of Internal Medicine III, School of Medicine, Technical 
University of Munich, Munich, Germany; 4Bioinformatics and Omics Data Analytics, German Cancer Research Center, Heidelberg, Germany; 
5Biomedical Informatics, Data Mining and Data Analytics, Augsburg University, Augsburg, Germany; 6Anthropology & Human Genomics, 
Faculty of Biology, Ludwig-Maximilians University, Martinsried, Germany; 7Onkologie Erding, Erding, Germany; 8Medical Department III for 
Hematology and Oncology, University Clinic Mannheim, Mannheim, Germany and 9Division of Clinical Oncology, Department of Internal 
Medicine, Medical University of Graz, Graz, Austria 

*LB and DIO contributed equally as first authors.
#AR, MJ and PJJ contributed equally as senior authors.

Correspondence: 
P.J. JOST - philipp.jost@medunigraz.at 

https://doi.org/10.3324/haematol.2022.282617



Supplementary Figure Legends 

Supplementary Table 1 (see excel file) 
Detailed clinical characteristics of the analyzed cohort for each individual patient.  

Supplementary Table 2 (see excel file) 
Raw differential expression data for all WHO subtypes vs. healthy and output data for UpSet 

plots shown in Fig 2B, C and D. Genes differentially expressed between the shown WHO 

subtypes as well as gene sets enriched highly or lowly between WHO subtypes. 

Supplementary Table 3 (see excel file) 
Correlation analysis (Pearson and Spearman) of all available laboratory values.  

Raw CPM values for all samples sequenced and analyzed in this work 

(read_counts_all_cpm_filt_TMMnor). This dataset can be used for further research. 

 

 


