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Supplementary Figure 1. Expression of ACE2 in different tissues and organs. a: NCBI database selected
as HPA RNA-seq normal tissue; b: NCBI database selected as RNA sequencing of total RNA from 20

human tissues. ¢: NCBI database selected as Illumina bodyMap?2 transcriptome.
The data is from the website: https://www.ncbi.nlm.nih.gov/gene/?term=59272
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Supplementary Figure 2. Expression of genes associated with SARS-CoV-2 entry in single-cell

transcriptome sequencing database. a: Violin plot showing the ACE2 (Left), SLC6A 19 (Middle) and
TMPRSS2 (Right) expression distribution among different cell clusters.
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Supplementary Figure 3. Expression of genes associated with SARS-CoV-2 entry in single-nuclear

transcriptome. a: UMAP visualization displaying major cell clusters (17,659 single nuclei); b: UMAP

projection, points colored by detection of ACE2 (Left), TMPRSS2 (Middle) and SLC6A19 (Right). Blue: RNA
positive, gray: RNA negative; ¢: Volcano plot displaying differential expression genes between ACE2+ PT cells

and ACE2- PT cells. Red: up-regulation genes, blue: down-regulation genes.
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Supplementary Figure 4. Expression of genes associated with SARS-CoV-2 entry in single-cell
transcriptome sequencing database of Asians. a: UMAP visualization displaying major cell clusters

(23,366 single cells); b: Volcano plot displaying differential expression genes between ACE2+ PT cells and
ACE2- PT cells. Red: up-regulation genes, blue: down-regulation genes; ¢: UMAP projection, points colored by
detection of ACE2 (Left), TMPRSS2 (Middle) and SLC6A19 (Right). Blue: RNA positive, gray: RNA negative;
d: Violin plot showing the ACE2 (Left), SLC6A19 (Middle) and TMPRSS2 (Right) expression distribution
among different cell clusters.



a ACE2

N

. Enterocyte
& Goblet
&l Paneth.iike
[ Enteriendocrine
B Progenitor
1. [HETA
: & stem.Cell

Expression Level

Identity

t) TMPRSS2

. Enterocyte

B Goblet

B Paneth.iike

B Enteriendocrine
El

Progenitor

Expression Level

Identity

SLC6A19
C

. Enterocyte

B Goblet

&l Paneth.iike

[ Enteriendocrine
El

]

Progenitor

Expression Level

. TA
oo B stemcel

Identity

Supplementary Figure 5. Expression of genes associated with SARS-CoV-2 entry in the small intestine. a:
Violin plot showing the ACE2 expression distribution among different cell clusters; b: Violin plot showing the

TMPRSS2 expression distribution among different cell clusters; ¢: Violin plot showing the SLC6A19 expression
distribution among different cell clusters.
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M164: PID ERBB1 DOWNSTREAM PATHWAY

R-HSA-2173782: Binding and Uptake of Ligands by Scavenger Receptors
G0:0045124: regulation of bone resorption

GO0:0002576: platelet degranulation
GO0:0007507: heart development
G0:0072521: purine-containing compound metabolic process
R-HSA-5617833: Cilium Assembly
G0:0006888: ER to Golgi vesicle-mediated transport
G0:1901987: regulation of cell cycle phase transition

Supplementary Figure 6. Expression of genes associated with SARS-CoV-2 entry in the lung. a: Violin plot
showing the ACE2 expression distribution among different cell clusters; b: Violin plot showing the SLC6A19
expression distribution among different cell clusters; e¢: Volcano plot displaying differential expression genes
between ACE2+ AT2 cells and ACE2- AT2 cells. Red: up-regulation genes, blue: down-regulation genes. d: Bar
plot presenting significantly enriched GO terms obtained from GO enrichment analysis performed with
differential expression genes between ACE2+ AT2 cells and ACE2- AT2 cells.
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