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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
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by ArchRProject function with the default parameters. For dimensionality reduction, we use the addIterativeLSI function in ArchR with the
following parameters: “iterations = 4, clusterParams = list (resolution = c(0.2, 0.4, 0.6), sampleCells = 10000, n.start = 10, maxClusters = 6),
varFeatures = 20000, dimsToUse = 1:50, scaleDims=FALSE”. Next, the Harmony package were utilized to remove the batch effect by
addHarmony function58. AddClusters function was used to cluster cells by its default parameters. For single cell embedding, we selected the
reducedDims object with harmony and used addTSNE function with the parameter “perplexity = 30” for visualization.

The raw files are available from China National GeneBank (CNGB) (https://db.cngb.org/): RNA: CNP0002427; ATAC: CNP0002441. Gene counts and metadata are
available at Zenodo (https://zenodo.org/): DOI: 10.5281/zenodo.5881495.

Tissues were collected from 16 organs including trachea, spleen, stomach, kidney, uterus, tongue, testis, muscle, lung, liver, heart, colon,
breast, bladder, adipose and aorta from two cynomolgus monkeys.
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