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Figure S1. Panpipes integration workflow enables evaluation of batch correction of different individual modalities.
UMAPs showing individual batches (batch 1, blue; batch 2, ochre; batch 3, pink) with no correction or after unimodal Harmony
or BBKNN batch correction for individual (A) RNA, (B) ADT cell-surface protein (PROT), and (C) ATAC modalities from the trimodal
TEA-seq dataset. LISI score distribution for no batch correction (blue) or unimodal Harmony (green) or BBKNN (orange) batch
correction for individual (D) RNA, (E) PROT, and (F) ATAC modalities from the trimodal TEA-seq dataset.
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Figure S2. Panpipes integration workflow enables visualisation and evaluation of integration and batch correctionin a
biological context.

UMAPs showing the integration of a previously annotated, available PBMC CITE-seq dataset after utilisation of MOFA, totalVI, and
WNN. The distribution of the PBMC subsets in the UMAP plots can be visually inspected, taking into consideration the cell type
labels. DCs: dendritic cells; NK: natural killer.



