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DESIGN GUIDE
 

This PowerPoint template produces an 
84”x36” presentation poster. You can use 
it to create your research poster and save 
time placing titles, subtitles, text, and 
graphics. 

When you are ready to  print your poster, 
go online to megaprint.com or any service 
bureau of your choosing.
 

Need assistance? Contact the marketing 
group.
David.scher@cellsignal.com

QUICK START
 

Zoom in and out
As you work on your poster zoom in 
and out to the level that is more 
comfortable to you. Go to VIEW > 
ZOOM.

Title, Authors, and Affiliations
Start designing your poster by adding the title, 
the names of the authors, and the affiliated 
institutions. You can type or paste text into the 
provided boxes. The template will automatically 
adjust the size of your text to fit the title box. 
You can manually override this feature and change 
the size of your text. 
 

TIP: The font size of your title should be bigger 
than your name(s) and institution name(s).

Adding Logos / Seals
We have already inserted the CST logo in position. 
You can insert a logo for additional presenters 
institution by dragging and dropping it from your 
desktop, copy and paste or by going to INSERT > 
PICTURES. Logos taken from web sites are likely 
to be low quality when printed. Zoom it at 100% 
to see what the logo will look like on the final 
poster and make any necessary adjustments.  

Photographs / Graphics
You can add images by dragging and dropping from 
your desktop, copy and paste, or by going to 
INSERT > PICTURES. Resize images proportionally 
by holding down the SHIFT key and dragging one 
of the corner handles. For a professional-looking 
poster, do not distort your images by enlarging 
them disproportionally.

Image Quality Check
Zoom in and look at your images at 100% 
magnification. If they look good they will print 
well. If they do not look like they are a high 
enough quality, contact the marketing group for 
support. ataylor@cellsignal.com
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QUICK START (cont.)

How to change the template 
theme

This document has been constructed to 
keep the characteristics of the CST brand. 
Templates are available or can be custom 
prepared for additional dimensions, 
depending on the requirements of the 
conference you will be attending.

How to add Text
The template comes 
with a number of 
pre-formatted 
placeholders for headers 
and text blocks. You can 
add more blocks by 
copying and pasting the 
existing ones or by 
adding a text box from 
the HOME menu. 

 Text size and Fonts
Adjust the size of your text based on how 
much content you have to present. The 
default template text offers a good starting 
point. Follow the conference requirements, 
and try to keep in mind that the posters 
text should remain comfortably legible from 
viewing distances of 6’ – 10’. The fonts 
chosen for this template reflect the fonts in 
our corporate brand and are also chosen for 
their legibility and universal availability. DO 
NOT use any other fonts without approvval 
from the Marketing Group.

How to add Tables
To add a table from scratch go to 
the INSERT menu and click on 
TABLE. A drop-down box will help 
you select rows and columns. 

You can also copy and a paste a table from 
Word or another PowerPoint document. A 
pasted table may need to be re-formatted 
by RIGHT-CLICK > FORMAT SHAPE, TEXT 
BOX, Margins.

Graphs / Charts
You can simply copy and paste charts and 
graphs from Excel or Word. Some 
reformatting may be required depending on 
how the original document has been 
created.

How to change the column 
configuration

RIGHT-CLICK on the poster background and 
select LAYOUT to see the column options 
available for this template. The poster 
columns can also be customized on the 
Master. VIEW > MASTER.

How to remove the info bars
If you are working in PowerPoint for 
Windows and have finished your poster, save 
as PDF and the bars will not be included. 
You can also delete them by going to VIEW > 
MASTER. On the Mac adjust the Page-Setup 
to match the Page-Setup in PowerPoint 
before you create a PDF. You can also delete 
them from the Slide Master.

Save your work
Save your template as a PowerPoint 
document. For printing, save as PowerPoint 
or “Print-quality” PDF.
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Single cell RNA sequencing (scRNA-seq) is a 
powerful technique for studying the molecular 
heterogeneity of cells. However, scRNA-seq 
does not provide information about protein 
expression, which is essential for understanding 
the functional state of cells. Here, we introduce 
the InTraSeq (Intracellular protein and 
Transcriptomic Sequencing) method, a novel 
technology developed by Cell Signaling 
Technology Inc. (CST), designed to 
revolutionize single-cell biology with an efficient 
and simple experimental workflow. The 
InTraSeq method enables the concurrent 
measurement of RNA, surface markers, 
cytoplasmic proteins, and nuclear proteins 
within individual cells. By leveraging CST's 
renowned antibodies, the InTraSeq method also 
enables the study of signaling pathways at the 
single-cell resolution. This technology was 
validated by CST in the 10x Genomics 
Chromium single cell system.

1. Blair JD, Hartman A, Zenk F, Dalgarno C, Treutlein 
B, Satija R. Phospho-seq: Integrated, multi-modal 
profiling of intracellular protein dynamics in single 
cells. bioRxiv. 2023:2023-03.
2. Lin Y, Wu TY, Wan S, Yang JY, Wong WH, Wang 
YR. scJoint integrates atlas-scale single-cell RNA-seq 
and ATAC-seq data with transfer learning. Nature 
biotechnology. 2022 May;40(5):703-10.

InTraSeq 3’ assay kit and protocol is 
streamlined and requires only one hour of 
benchwork and uses InTraSeq 3’ conjugates 
with 10x Barcodes. It also allows for multi-day 
sample storage, making it a practical and 
efficient tool for high-throughput applications. 
These samples were then analyzed using the 
10x Genomics Chromium Single Cell 3' Kits 
with Feature Barcoding technology.

InTraSeq technology is a powerful new tool for 
studying the molecular heterogeneity of cells. It 
has the potential to identify new druggable 
targets in cancer, neurodegenerative diseases, 
and other complex diseases by finding novel 
correlations between protein/PTMs and other 
RNA proteins in specific cell types from a 
heterogeneous tissue. The InTraSeq method 
can be used to identify new cell subtypes, map 
signaling pathways in a heterogeneous sample, 
and identify cell states driven by signaling 
pathways to offer a comprehensive view of 
single cell differentiation trajectories. The 
technique can uncover cellular mechanisms in 
complex biological tissues that would otherwise 
be missed in scRNA-seq datasets. Finally, this 
new technology is a practical and efficient tool 
for high-throughput applications and has the 
potential to revolutionize our understanding of 
cell biology.

InTraSeq protocol is a 4-Step straightforward 
immunostaining protocol

InTraSeq™ technology: a multimodal single cell method for simultaneous 
measurement of RNA and Proteins to uncover new single cell biology
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RESULTS
In these studies, InTraSeq technology has been 
shown to retain RNA in cells and preserve 
cellular heterogeneity. We show that InTraSeq 
antibodies conjugated to 10x Genomics 
barcodes display a robust protein signal that is 
supported by the RNA expression in a 
heterogeneous sample. The technology easily 
identifies cell states within T cells that would 
otherwise be challenging using only the RNA 
signal. The drug inhibition experiment in Jurkat 
cells reveals the expected decrease in signaling 
pathways, similarly to the stimulation and 
phosphatase treatment in primary T cells.  
Furthermore, stimulation of peripheral blood 
mononuclear cells with LPS reveals the 
post-translational modification (PTM) changes 
as well as novel RNA/proteins correlations. This 
displays the ability for the InTraSeq technology 
to unravel signaling pathway dynamics in a 
complex sample.

InTraSeq method preserves cellular heterogeneity

pan-Akt Phospho-Akt (Ser473)

pan-S6 Phospho-S6 (Ser235/236)

phospho-Stat3 (Ser727) Phospho-p44/42 MAPK (Erk1/2) (Thr202/Tyr204)

Acute PI3K inhibition in Jurkat cells 
shows a decrease in p-S6 and p-Akt

Robust RNA and Protein 
signal in individual cells 

Identifying cell states within CD4+ and CD8+ cells 
using single cell intracellular protein readout 

Phosphatase treatment of stimulated 
primary T cells reduces PTM signal 

RNA does not necessarily correlate with Protein levels


