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Supplementary Fig. 9 Evaluation of scRNA-seq integration with the Bench_Broad dataset. a, the
visualization of cell types before integration. b, The visualization of scRNA-seq platforms before integration. ¢,
The visualization of cell types after integration by scPheno. d, The visualization of scRNA-seq platforms after
integration by scPheno. e, The visualization of cell types after integration by Seurat. f, The visualization of
scRNA-seq platforms after integration by Seurat. g, The visualization of cell types after integration by
Harmony. h, The visualization of scRNA-seq platforms after integration by Harmony. i, The adjusted Rand
index (ARI) indicated how well cells of the same cell type were integrated. j, The normalized mutual
information (NMI) evaluated the quality of the integration by removing the confounding factor of the size
imbalance between cell types.



