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Paper 1

Langseth, CM et al. Comprehensive in situ mapping of human cortical transcriptomic cell types biorXiv, 2021.
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The presented human cortical maps include a comprehensive reference of the cells in the human temporal lobe, their spatial
location, abundances and gene expression signatures. This work embodies the vision and paves the path towards a spatial
Human Cell Atlas, utilizing the predefined taxonomy of cells to create maps of histological tissue structures.
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Chazarra-Gil R et al. Flexible comparison of batch
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They considered eight batch correction methods, summarized in
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https://www.biorxiv.org/content/10.1101/2021.01.28.428548v1
https://academic.oup.com/nar/advance-article/doi/10.1093/nar/gkab004/6125660
https://academic.oup.com/nar/advance-article/doi/10.1093/nar/gkab004/6125660
https://academic.oup.com/nar/advance-article/doi/10.1093/nar/gkab004/6125660
https://github.com/cellgeni/batchbench

Paper 3

Kildisiute, G ef al. Tumor to normal single-cell mRNA comparisons reveal a pan-neuroblastoma cancer cell, Science

Advances, 2021

In this paper, scientists revealed the phenotype of neuroblastoma cancer cells by comparing cancer (n = 19,723) with normal
fetal adrenal single-cell transcriptomes (n = 57,972). Neuroblastoma is a childhood cancer that resembles developmental
stages of the neural crest, however, it is still not known what developmental processes neuroblastoma cancer cells represent.

The principal finding of our
investigation was that the
neuroblastoma cancer cell
represented an  aberrant  fetal
sympathoblast, but no other fetal
adrenal cell type. Therefore, their
observations indicate  that a
pan-neuroblastoma cancer cell state
exists and that there is an unexpected
homogeneity in the cellular identity
of neuroblastoma. Thus, this result
opens the door for novel
immunotherapeutic and targeted
avenues.
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Paper 4

Alon, S. ef al. Expansion sequencing: Spatially precise in situ transcriptomics in intact biological systems, Science,

2020

Expand and sequence Register and analyze

Super-resolution in situ
sequencing

The team showed that they could use a technique, called expansion
sequencing (ExSeq), to locate and then sequence thousands of different
messenger RNA molecules within the mouse brain and in human tumor
samples. ExSeq combines expansion microscopy, which physically
expands biological specimens, with insitu RNA sequencing. Expanding
the tissue before performing RNA sequencing offers a higher-resolution
look at the RNA in cells, and it makes it easier to sequence those RNA
molecules. Once the tissue is expanded, the researchers can label and
sequence thousands of RNA molecules in a sample, at a resolution that
allows them to pinpoint the molecules' locations not only within cells but
within specific compartments such as dendrites. They applied this
untargeted expansion sequencing (ExSeq) to mouse brain, yielding
readout of thousands of genes, including splice variants and novel
transcripts and to human metastatic breast cancer biopsy, showing the
organization and position-dependent states of tumor and immune cells.



https://advances.sciencemag.org/content/7/6/eabd3311?elqTrackId=1b659d2c07c148f0bf8006bc6198de70&elq=a21b6f67d050443a9fc8084e9a877a33&elqaid=30611&elqat=1&elqCampaignId=10608
https://science.sciencemag.org/content/371/6528/eaax2656

Conferences

The Brain Prize Meeting 2021, 1st - 4th March 2021, Virtual conference

Kevystone symposia: Single Cell Biology, 17th - 19th March 2021, Virtual conference

Next Single Cell Seminar
Date: 26th February 2021, online

9:00 —10:00
Igor Adameyko, Karolinska Institutet/Medical University of Vienna
Evolutionary conserved and non-conserved mechanisms of a cell fate choice

If you would like to announce anything single cell related, being it job announcement, event, your published paper,
technology development etc, please contact us.

Contact: andrea.asenjo@bric.ku.dk
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https://www.keystonesymposia.org/ks/Online/Events/2021C5/Details.aspx?EventKey=2021C5
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