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Melanocyte Development and Associated with High-Risk
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Gene count distribution of isolated scRNA-seq
clusters for threshold determination
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Figure S1. Determination of the read counts at 100 based on overall gene counts distribution.
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b overall patient survival based on KDM5B

in the combined cohort
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Figure S2. Expression per UM mutational subtype and survival plot of KDM5B (a,b) and REXO4
(c,d) in the combined cohort. A low expression of KDM5B is correlated with poor prognosis (p <
0.0001) and the expression is significantly low in the BAPI-mutated group. *, p <0.05; **, p <0.01 ***,
p <0.001. A low expression of REXO4 is also correlated with poor prognosis (p < 0.01) and the ex-
pression is significantly low in the BAPI-mutated group.
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Figure S3. The survival plot of FOXD1 expression on IHC in the a) discovery cohort and the b)
replication cohort. In both cohorts, no significant differences in survival were assessed based on
FOXD1 protein expression (discovery cohort, p = 0.1472; replication cohort, p = 0.2340).
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Figure S4. Uniform manifold approximation and projection (UMAP) of ocular compartments (Gau-
tam et al., Nat Commun, 2021) using the single-cell explorer of the Broad Institute. Black arrows
show expression of FOXD1 in ocular melanocytes. Blue circle highlights RPE cells which also show
expression of FOXD1.
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Figure S5. a) Heatmap using Z-score of FOXD1 next to EMT inducers and repressors on UM sam-
ples. The pattern of FOXD1 does not seem to correlate to an EMT related pattern. b) Heatmap using
Z-score of FOXD1 next to EMT genes described in cutaneous melanoma.



