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Figure S1: Cell viability and quality control. Cell viability and quality control (A) Representative photomicrographs
showing cell viability of NP and iAF samples prior performing the sc-RNA sequencing, Scale = 100 um. (B) Plot
distributions of unique molecular identifiers (UMIs) and no batch effect between the four different samples was
detected. (C) UMAP plots showing the cell cycle status of each cell. (D) Classification of cells categorised based on the
relative expression of genes associated with the G1/S stage and G2/M stage. (E) Violin plots illustrating the number of
genes, unique molecular identifiers (UMIs) and the percentage of mitochondrial genes in single-cell data. (F) The
relationship between the percentage of mitochondrial genes and the mRNA reads, together with the relationship
between the amount of mRNA and the reads of mRNA.
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Figure S2: Violin plots of the top three upregulated genes in each cluster (0-13). Violin plots illustrating the
expression of the top three upregulated genes in each of the 14 clusters (0-13) following the UMAP clustering of the
human disc cells.

Bt Lo Eqessinl Exgresstn Low! e Lol Exessin o Epesi el Byressi el ExpessinLowl Eqessin el Eyresin Lol Bgesion 2 Epessin

Exression Level

:
:
AL
:

g T

cLEC3A (Clu

mnnm
5&4“&410&“1

CXCLS8 (Cluster

%_uummm

SLPI (Cluster 5)

§&¢4&$¢&&¢6&3¢1

MSMP (Cluster &)

A
él|||l?lill||

SLPI (Cluster 8)

§#6$$40&&06&801

cYRe1 (Clu

%1111011!10111!

PPP3CA (Cluste

™
R
éiliiiliiiiLil;

T1HAC (Cluster 13)

Expression Level
n





