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Author Correction: Integrating microarray-based spatial transcriptomics and single-cell
RNA-seq reveals tissue architecture in pancreatic ductal adenocarcinomas

Reuben Moncada, Dalia Barkley®, Florian Wagner, Marta Chiodin, Joseph C. Devlin, Maayan Baron, Cristina H. Hajdu,
Diane M. Simeone and Itai Yanai

Correction to: Nature Biotechnology https://doi.org/10.1038/s41587-019-0392-8, published online 13 January 2020.

In the version of this article initially published, Fig. 5d reported the analysis of 183 pancreatic ductal adenocarcinoma (PDAC) RNA-seq
transcriptomes from The Cancer Genome Atlas (TCGA) to compute the correlation between the identified cancer gene modules and the
inflammatory fibroblast signature. Upon closer inspection, only 142 of these datasets are annotated as PDAC tumors; the rest originate
from other pancreatic adenomas. Repeating the analysis using only the 142 PDAC RNA-seq datasets resulted in a nearly identical set of
patterns that does not change the interpretation: the expression of the stress-response module is most significantly correlated with the
expression of the inflammatory fibroblast gene signature. Figure 5d has been replaced with an image reflecting the reanalysis, and the
number of TCGA tumors analyzed has been changed from 183 to 142 in the Fig. 5d legend and the main text. The error has been cor-
rected in the PDF and HTML versions of the article.

Original
d PDAC TCGA
Oxidative phosphorylation
_ Hypoxia module module Stress-response module
= . 5
of
35
g
35 3 .
e g .. ST T . S
8¢ 157..5 .R=016| 18 R=-0.0009 R=047
=3 SN = . = *P=13x10"
3 1 ‘ P=008| 44 ‘ P=089] 5 . "P=18x10
1 1.5 2 25 1 1.5 2 25 1 15 2 25
Inflammatory fibroblast signature expression
(log,,TPM)
Corrected
d PDAC TCGA
Oxidative phosphorylation
Hypoxia module module Stress-response module
s 3 P 26 25 -
o 2.4, A
3 ,_-E o oo 8% et o
gg 2.2+ T x ¢
s c R S 29 s et
3o . o 29 e s
17} o oo o« o
&8 19.. . TLR=028] 18] R=0.04 © o R=049
g 0t P=ooot] L gf-  P=082 L . " P=94x10
1 1.5 2 25 1 1.5 2 25 1 1.5 2 25
Inflammatory fibroblast signature expression
(log,, TPM)

Fig. 5| Original and corrected.
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