Fig. S1 Status of sorted nuclei before loading into 10x genomics chips. (a) Status of
sorted nuclei for snRNA-seq. (b) Status of sorted nuclei for snATAC-seq.
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Fig. S5 Root border cell detached from root cap. (a) The root border cell detached

from root cap on the glass slide. (b) The root border cell collected from 1/2 Murashige and
Skoog liquid medium. Bar is 100 ym.
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Fig. S6 Genes specifically expressed in epidermis/cortex and root hair.
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Fig. S8 Expression bias of cluster specific marker genes. (a) The expression bias of
marker genes in 22 clusters. For each cluster, the left part is the ternary plot showing
expression pattern of marker genes. The right part is the stacked histogram showing the
expression pattern for each gene in other clusters. (b) The number of balanced and
asymmetrically expressed genes among cluster specific marker genes. (c) The
percentage of cluster specific marker genes with different expression bias. Different color
represents the corresponding expression bias pattern in the ternary plots.
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Fig. S12 Top5 representative TF for each cell cluster. The y axis indicates the regulon
specificity score (rss); the x axis indicates the rank of regulons for each cluster.
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