
Normal_lung_01

Normal_lung_02

Normal_lung_03

Normal_lung_04

Normal_lung_05

Normal_lung_06

Normal_lung_07

Normal_lung_08

Normal_lung_09

Normal_lung_11

Normal_lung_12

Normal_lung_10

N
or

m
al

_l
un

g_
01

N
or

m
al

_l
un

g_
02

N
or

m
al

_l
un

g_
03

N
or

m
al

_l
un

g_
04

N
or

m
al

_l
un

g_
05

N
or

m
al

_l
un

g_
06

N
or

m
al

_l
un

g_
07

N
or

m
al

_l
un

g_
08

N
or

m
al

_l
un

g_
09

N
or

m
al

_l
un

g_
11

N
or

m
al

_l
un

g_
12

N
or

m
al

_l
un

g_
10

1.00

0.00

-1.00

-0.50

0.50

Median transcripts per cell

Median genes per cell

Cells detected per µm² 

HighQ transcripts per µm²

R
el

at
iv

e 
de

vi
at

io
n

QC metric variation across normal lung samples

Normal_lung_01
Normal_lung_02
Normal_lung_03
Normal_lung_04
Normal_lung_05
Normal_lung_06
Normal_lung_07
Normal_lung_08
Normal_lung_09

Normal_lung_11
Normal_lung_12

Normal_lung_10

0.20

0.15

0.10

0.05

0.00

-0.05

-0.10

-0.15

-0.20

0.0 0.5 1.0

Cells detected per 100 µm²

0 250 500 750

Lymphoid
Oropharynx

Breast
Lung

Lung (normal)
Liver

Ovarian
Pancreas
Bile Duct
Bladder

Oesophageal
Gastro-oesophageal

Colorectal
Kidney

High-quality transcripts per 100 µm²

0 500 1000 1500

Median transcripts per cell

Pearson r = 0.970

Normal_lung_01
0 1 2 3 4

0

1

2

3

4

N
or

m
al

_l
un

g_
02

Pairwise correlation between normal lung samplesa b Gene expression in two representative 
normal lung samples

c

d e f

Extended Data Fig. 1 | Technical reproducibility and quality metrics of Xenium profiling.


