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9F0: ATAC-Seq = assay for transposase-accessible chromatin with sequencing; CITE-Seq= cellular indexing of transcriptomes and epitopes by
sequencing; ECCITE-Seq = expanded CRISPR-compatible cellular indexing of transcriptomes and epitopes by sequencing; KEGG = Kyoto
encyclopedia of genes and genomes; PCA = principal component analysis(F&& £4); QA = quality assurance(&% £3); QC = quality control(8%
2t2[); REAP-Seq = RNA expression and protein sequencing; REST API = representational state transfer application programming interface(REST
OFZ|EIN Q] e} =S &=4-5t= ofZ2/A0|M 2 T2 QIEH|0|A); RNA-Seq = RNA sequencing(RNA A2 4); t-SNE = t-distributed stochastic
neighbor embedding; UMAP = uniform manifold approximation and projection for dimension reduction(Xt2&l HAE 2ot 72 OLIEE 2A Y £F)

UMI = unique molecular identifier(1ot £Xf AEX})
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