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Single cell RNA-seq clusters in roots
(Denyer et al., 2019)
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C0 Lateral root cap (mature)
C1 Lateral root cap (mature)
C2 Meristematic cells (including vasculature and ground tissue initials,
        and cells undergoing cell division)
C3 Atrichoblast
C4 Phloem and pericycle 
C5 Not-fully differentiated trichoblasts (inc. those in the elongation zone)
C6 Epidermal and likely young lateral root cap cells
C7 Meristematic epidermis
C8 Meristematic epidermis
C9 Cortex

C10 Trichoblast (mature)

C12 Xylem
C13 Endodermis
C14 Mature (unknown)

C11 Top half of cluster: Columella
        Bottom half: cells with a stem cell niche identity, inc. QC cells and epidermal

Clusters including meristematic cells
(highly dividing cells)

Figure 4—figure supplement 2. ECT2/ECT3 targets are co-expressed with ECT2/3 in highly dividing root cells. (A) t-SNE plot for scRNA-seq 
data in roots from Denyer et al. (2019), with cells coloured according to their cell-type cluster definitions described on the right side (https://ww-
w.zmbp-resources.uni-tuebingen.de/timmermans/plant-single-cell-browser-arabidopsis-root-atlas/ and personal communication with Thomas 
Denyer). Dashed-enclosed region indicates clusters that contain meristematic cells. (B) Temporal reference map derived from pseudotime analysis of 
cells (Denyer et al., 2019) illustrates the progressive maturation of cells from the meristem core (reproduced with permission from Ma et al. (2020)). 
(C) Violin plot showing ECT2 and ECT3 single cell expression levels in the different clusters defined in A. These plots and their corresponding grey-red 
shaded t-SNE plots in Figure 4B (centre panels) were obtained from the above-mentioned website (Ma et al., 2020). (D) Box plot showing the propor-
tion of marker genes from Denyer et al. (2019), which are targets of ECT2 or ECT3 in roots. These values were used to obtain the corresponding 
grey-orange shaded t-SNE plot shown in Figure 4B (right panel).
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