
SPRINT enables spatial proteomic profile reconstruction through 1 

multimodal fusion of histology and transcriptomics 2 

Yuzhi Sun1, XianLiu1, Tianyi Zhao2, 3, *, Yadong Wang1, 2, * 3 

Supplementary Figures 4 

 5 
Supplementary Figure 1. a. In silico visualization of spatial protein expression in human tonsil tissue. The expression patterns of the immune 6 

markers are presented as an additive colour overlay. b. Examples of SPRINT spatial protein predictions at different prediction-accuracy percentiles. 7 
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Supplementary Figure 2. a. In silico visualization of spatial protein expression in the test spleen section. b. Representative local neighbourhoods 9 

of measured and SPRINT-predicted protein expression. 10 
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Supplementary Figure 3. a. In silico visualization of spatial protein expression in the test region. b. Representative local neighbourhoods of 12 

measured and SPRINT-predicted protein expression for the Immune, Immunosuppression and Chemotaxis groups. 13 


