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Supplementary Figure 1 — Predictive performance for early post-transplant kidney function (defined as
Delayed Graft Function; DGF) in the QUOD retrieval biopsy cohort. The discrimination (measured
using c-statistic) and overall performance (Brier score) for each of the tested models are shown in
panel A and B, and are ranked best to worst. Models using the full BulkFormer-TabPFN pipeline are
shown in green, and are labelled with which BulkFormer method was used for aggregation of gene-
level embeddings (e.g. Max absolute). Models using only TabPFN directly on the transcriptomic data
(without BulkFormer) are shown in orange, and labelled with which genes were used, and whether the
TabPFN default or high feature count (XL model) were used. C) Receiver-operating characteristic
curves for the top three performing models by c-statistic. D) Distribution of predicted probabilities
stratified by subsequent delayed graft function status.



Supplementary tables

Supplementary table 1 — All model performance metrics for all models in the NMP and QUOD cohorts. For models using the BulkFormer-TabPFN

pipeline (BF-TabPFN) the labels reflect the BulkFormer method for aggregating gene-level embeddings. For models using the just TabPFN on the raw
transcript per million data (without BulkFormer), the label represents which genes were used, and whether the TabPFN default or high feature count
(XL model) were used.
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