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Legal Notices
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Introduction
IsoSpeak is a software package for IsoLight data analysis. It provides 
a comprehensive suite of tools for the downstream analysis of single-
cell data obtained through the IsoLight platform. It is fully integrated 
with the IsoLight, allowing you to plan your project setup prior to an 
IsoLight run, and requires under 30 minutes per experiment to reveal 
your high-dimensional, single-cell results. The IsoSpeak suite of user-
friendly and intuitive bioinformatics tools are designed to explore, 
characterize the single-cell, polyfunctional profiles of each 
experiment, and characterize single-cell level differences across 
samples.

Features

IsoSpeak provides easy-to-use panels to record 
information about each experiment in a project.

An automated sequence of tools to extract raw data from 
IsoLight instrument scans, with corresponding quick user-
verification tools.

Integrated secondary analysis software processes data 
to perform functional protein analysis for each sample, 
and the project as a whole.

Chapter 1: Overview

Additional Resources

The following documentation is available for 
download and viewing from the IsoPlexis 
website.

Resource Description

Project Organization 

Data Processing 

Data Analysis 

IsoSpeak Overview A overview video of the IsoSpeak software

FAQ Frequently asked questions about IsoSpeak

Single-Cell Data Example datasets and FAQ about data generated with IsoSpeak
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IsoSpeak Concepts

Concept Description

IsoSpeak
Project File

A saved file with an .spkpro extension and associated 
subfolder containing all the analysis for a single 
IsoCode experiment. This is first generated by 
IsoSpeak on the IsoSpeak Computer (see below) when 
planning out your experiment. Upon completion of a 
run of the IsoLight, the corresponding IsoSpeak 
analysis files are updated with the IsoLight data. 

IsoSpeak
Computer

A separate computer for initial experiment planning 
and for secondary data analysis using IsoSpeak, once a 
run of the IsoLight has been completed. 

Experiment An experiment corresponds to a single IsoCode 
chip analyzed on the IsoLight.

Run A run consists of up to 8 experiments run in one 
batch on the IsoLight.

Project A project consists of a set of related 
experiments (possibly more than one run).

Project Info Annotation interface in IsoSpeak to 
record information about projects that 
will be run, and all the experiments in the 
project.

Data Processing Experiment data from the IsoLight is 
automatically processed during this stage, 
converting image data into quantifiable, highly-
multiplexed single-cell readouts..

Data Overview, 
Data Visualization, 
Biomarker Analysis

Bioinformatics tools and visualizations for analysis 
and exporting of the data from one or more 
experiments or an entire project.
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System Requirements

Recommended Specifications

Installing IsoSpeak

IsoSpeak will come preinstalled on the IsoSpeak Computer.

If you need to install or reinstall IsoSpeak to your computer, please 
log in to Citrix ShareFile and go to the IsoSpeak Updates folder (see 
Chapter 6 for more information).

To install, download the .msi file to the computer and double click 
the .msi installation file, and follow the installation instructions.

Screen Resolution

Operating System Windows 7 / Windows 8 / Windows 10 (recommended)

Processor Intel® Core™ i3 2.5 GHz (i5 or i7 recommended) 

NVIDIA® GeForce® GT 620M, ATI Radeon™ HD 4670, 
or Intel® HD Graphics 4400 

Memory

Storage

Graphics Card

1680 x 1050 display resolution (1920 x 1080 recommended)

8 GB RAM 

500 GB available hard drive space (1 TB recommended) 
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Starting IsoSpeak
You should be able to find a shortcut to 
IsoSpeak on your desktop or under the start 
menu. Look for the following icon:

and double-click to start. You should see 
the following screen pop up.

New Project 
Start filling in information for a new project and set of 
experiments you plan to or have run on the IsoLight. 

Load Project 
Load an existing project (.spkpro project file).

Recent Projects 
Click to load a recently accessed project.

Chapter 2: Getting Started
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Starting a Project
To start a new project, click the New Project 
button. You will then see a browser window 
for you to specify the name and choose the 
location of your project.

Once a project is created, you will see the 
Main Menu, also shown to the right.

The five buttons in the middle correspond 
to the five stages of the project analysis 
workflow.

The next step is to start recording the 
experiment(s) that are associated with this 
project. This can be done in the Project Info 
analysis stage, described in more detail on 
the following pages.

Clicking the Save button will save the project and and its experiments.

Clicking the Close button exits out of the project.

Clicking the Analyze button will take you back to the previous analysis 
view (e.g., Project Info) that you were in.
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Project Analysis Workflow

There are five analysis stages in the IsoSpeak workflow:

Project Info allows you to specify the experiments in your project, import the raw data of 
these experiments from the IsoLight, and annotate these experiments.

The Data Processing step automatically translates the raw image data from the IsoLight into 
quantified single-cell data.

The remaining three stages -- Data Overview, Data Visualization, and Biomarker Analysis 
-- contain tables and visualizations of the single-cell data from your experiment. These can be 
used to also compare as many experiments as you want to each other.
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Project Info
To add a new set of experiments that 
were run on the IsoLight, go to the 
Project Info module, and click the 
Import button at the top of the 
screen.

In the subsequent popup, select 
IsoLight Data.

Use the browser to select the folder 
containing the IsoLight experiment 
data you wish to import, and click OK.

Note: this step might take a while (for 
4 chips expect ~15 min when 
importing from a USB 3.0 drive)

Each experiment corresponds to one IsoCode chip run on the IsoLight. 
Once the raw image data for an experiment is acquired from the 
IsoLight, you will need to process this data through IsoSpeak to obtain 
quantified, single-cell, cytokine secretion data.

Chapter 3: Experiment Data Processing

Once imported, the new experiments should automatically appear in the 
table, with their raw images and analyte information already uploaded.
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Note: During the IsoLight run, if the barcode on one or more IsoCode chips was not detected, the data 
may still be processed, but requires some additional user steps in IsoSpeak:

Experiment ID*: The IsoCode chip ID (e.g., 123456), along with the date the experiment was created 

Images*: Import status of the IsoLight raw images from this experiment (a green circle means this was imported correctly) 

Analytes*: Import status of the IsoCode analyte panel information for this experiment (a green circle means this was 
imported correctly)

Cell Types*: Cell sample analyzed in this experiment (e.g., CD8+ cells), along with the stain (A, B or C). For example, for CD8+ 
T cells stained with Stain ‘A’ use ‘CD8 (A)’ (violet laser). Use B for stain ‘B’ (red laser) or ‘C’ (blue laser)

Analyst: Your name

Experiment Type*: Type of experiment being run (IsoCode Single-Cell)

Donor ID: The de-identified donor ID of the analyzed sample, if known

Donor Groups: One or more distinguishing characteristics of the sample or associated donor in the experiment (e.g., 
Healthy vs. Diseased, Responder vs. Non-Responder, or more generically Group A vs Group B vs Group C). This input can be 
used later for comparing sample results across patient groups

Stimulants: The sample stimulant(s), including concentrations and time, if applicable.

Notes: Any additional notes relevant to the experiment

The following fields are available for each experiment, from left to right:

1. Contact support@isoplexis.com to obtain the detailed analyte arrangement for these chips,
which will be sent to you in the form of one or more .csv files.

2. Once received, use the File Explorer on your computer to find the location where your project is 
saved (e.g., D:\Documents\IsoSpeak Data\My_Project.spkpro)

3. Save the above .csv files to your project's images folder (e.g., D:\Documents\IsoSpeak Data
\My_Project\My_Project_Images\). See Chapter 5 for file organization details.

4. During the data import process (using the Import button), a pop-up will ask you to confirm the
analyte panel of these chips (e.g., Human Immuno-Oncology).

New experiments can also be created by clicking the New button and specifying the Chip ID of the 
experiment. The image and analyte information will need to be input for these experiments, using the 
Load Images and Load Analytes buttons. In this case, please first move the raw IsoLight data to the 
project's Images folder (see Chapter 5 for more information).

Selected experiments can be removed from the project using the Remove button.

To add existing experiments back into a project, or move them from a different project, click the 
Import button, select Removed Experiments, and use the browser to select the .spk files of the 
experiments you wish to add.

Reset Info will reset any unsaved changes made to the experiments.

Fields marked with an asterisk * are required to proceed with the analysis. You will need to these 
fields in order to process data from the IsoLight.

After importing raw image data, all the required fields should be automatically filled in except for the 
Cell Type field.

Modified experiments will be marked with an asterisk *. Click the Save button to save all changes to 
the experiments and project.

Additional tools:
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Data Processing
Once all the required experiment  
information is input, they can be analyzed 
to locate the microchambers, determine 
the number of cells in each detected 
microchamber, and quantify the cytokine 
signature for each microchamber.

Click the Data Processing button to start 
the automated analysis.

Before starting the analysis, ensure that the Images and Analytes buttons are both green for each experiment 
(raw data has been imported successfully), and that the cell type field of each experiment has been populated 
under the Project Info module.

Then, select the experiments you wish to process, and click the Analyze button to begin:
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1. Cell image processing

2. Chamber detection

3. Alignment lane detection (to align microchambers with signal readouts)

4. Cell detection per microchamber

5. Signal image processing

6. Analyte lane detection (signal localization)

7. Chamber alignment (to mapping signal to single-cell microchambers)

8. Chamber gating (data quality control)

9. Signal extraction per microchamber

1. Missing or invalid cell or signal images: please import raw isolight images

2. Missing alignment lane or analytes: please import analyte information

3. Missing cell types/stains: please input the analyzed cell samples and corresponding stains

Click the Cancel button if you wish to stop the analysis. Note that experiments in progress will 
continue running until the current analysis step (e.g., cell detection) is completed.

Use the Reset Analysis button if you wish to rerun the analysis of an experiments (for example, if 
you re-imported the raw data inputs and wish to restart the analysis from the beginning). 

Once data processing is completed, you can use the Data Overview, Data Visualization, and 
Biomarker Analysis tools to analyze the data in this project (see Chapter 4).

A progress bar indicates the current stage of the data processing. Analysis details will appear to 
the right of the progress bar. In case of the following error messages, please go back to the 
Project info module and re-input or re-import the correct experiment information:

The following automated analysis steps are performed for each selected experiment:
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Data Quality Control
As early adopters of our technology, 
IsoPlexis asks you to upload your 
processed project to the Citrix ShareFile 
folder created for you by IsoPlexis in 
order to further quality control your 
data and verify its integrity.

The QC’ed data will then be transferred 
back to ShareFile for you to download 
and analyze either on the provided 
IsoSpeak laptop or your own computer 
after installing IsoSpeak.

1. Clicking the           button at the bottom-right corner of the Windows Taskbar

2. Clicking the Citrix Files icon

3. Under Recent Files, you should see the zipped project file you just exported, and a progress bar. Once the
progress bar reaches 100%, the data will be uploaded to ShareFile and accessible by IsoPlexis.

Once data processing has completed, click the Export button at the top of the screen. In the subsequent popup, 
select Entire Project.

Export your project to the folder S:\Folders\[Your-Company-Name]\Data Requiring QC\ IsoSpeak will create a 
zip file of your project. This may take around 1-2 hours due to the project file size.

Once exporting is complete, Citrix Files will then automatically begin uploading your project to the ShareFile 
cloud repository.

Note: Uploading your project to the cloud may take several hours. Please do not turn off your laptop until it is 
completed. You can track the progress of this upload by:

IsoPlexis will send you an email notification once it has finished quality control of your data. Turnaround 
time is approximately 4 business days after the data was originally uploaded to 
ShareFile. 

The QC'ed data will be available under S:\Folders\[Your-Company-Name]\QCed Data and 
Reports\

To update your project with the QC'ed data, go to Data Processing and click the Import button at 
the top of the screen.

In the subsequent popup, click IsoSpeak Project, and click Yes in the next popup.

Select the QC'ed project .zip file using the file browser. IsoSpeak will then update your experiments 
accordingly.
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Note: If for any reason your project is not properly uploading to the cloud using Citrix Files, you can try to 
upload through sharefile.com:

1. Open your internet browser (e.g., Google Chrome)

2. Go to https://isoplexis-sharing.sharefile.com/Authentication/Login

3. Log in with your provided ShareFile account

4. Go to Folders, Shared Folders, [Your-Company-Name], Data Requiring QC

5. Click the           button at the top right, and select Upload

6. Click Browse Files, and locate your zipped project file under S:\Folders\[Your-Company-Name]\Data
Requiring QC\

7. You should see a progress bar appear. Once the progress bar reaches 100%, the data will be uploaded to
ShareFile and accessible by IsoPlexis.
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Analytics Interface
The general interface for the bioinformatics 
suite in IsoSpeak is very similar whether you 
are in Data Overview, Data Visualization, or 
Biomarker Analysis mode:

Once you have processed and obtained data for one or more 
experiments, you may use the data analysis tools provided in 
IsoSpeak to begin analyzing the experimental results. You have 
the option of looking at as many or as few samples as you 
want, and they can come from multiple projects.

The Main Toolbar at the top lets you go to 
different program stages, as well as go back 
to the Main Menu.

Chapter 4: Data Analysis
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You can also use the Export button in the Main Toolbar at any time to export 
the currently displayed graphs or table. Graphs are output as .png images, while 
tables can be output either as tab-delimited text files or as .csv files.

The Graph Type (or Table Type) toolbar at the top lets you select your desired 
visualization (or table), which will show up beneath this toolbar. The following 
sections describe the specific table and graph types available to you.

On the left, you can toggle between Filter Selection options, Graph/Table 
options, and Experiment Selection.

The Filter Selection options allow you to select specific subsets of the data 
from the loaded experiment(s). You can filter the experiments based on 
stimulation conditions, donor IDs, donor groups, number of cells, cell markers, 
and cytokines. Adjusting the filters will automatically recreate the displayed 
graph or table, only showing the samples and sample subsets meeting the 
criteria of the selected filters.

An additional capability of the Filter Selection options is the ability to find 
average data across stimulations, donors, donor groups, etc. For example, if you 
profiled 5 donors with the same stimulation conditions and you wish to know 
the average profile of these donors, simply click the Average button under 
Donors, and the displayed table or graph will show the average profile. You 
can average across any number of criteria at once (for example, average across 
Donors and Cell Types simultaneously).

The Graph/Table options provide various options for fine-tuning the properties, 
layout, and look of the displayed graphs and tables. For example, you can select 
how samples are sorted, what get displayed as the sample title, and so on.

The Experiment Selection options let you load in additional experiments 
(either by selecting individual .spk files or an entire folder with experiments).

Additionally, you can use this interface as an alternative to the Filter Selection 
options to specify exactly which experiments you wish to view (by selecting 
from the pull-down list of available experiments). Note that going back and 
adjusting the Filter Selection options will clear the experiments you selected 
under Experiment Selection.

For any of the displayed graphs, you can use the scroll wheel on your mouse to 
zoom in an out. Alternatively, you can specify the zoom amount at the top right 
of the screen.
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Data Overview

From the Main Menu or the Main Toolbar, 
click the Data Overview button. You will 
see the following interface:

The Table Type toolbar at the top right has a selection of different tables that can 
be displayed, showing different information about the selected experiment(s) and 
the single cell data. In some cases, the table might give more specific information 
if only one experiment is selected, as opposed to multiple experiments.

The following table types are available in this module:

Experiment Info — Displays general metadata about the experiments, 
such as the donor IDs, the cell samples, the donor groups, and so on. 
Much of this is what was previously input under Project Info.

Raw Data — This table shows the raw single-cell data obtained for the 
selected experiment. Each row corresponds to a single cell from one of the 
experiments, and the columns indicate the signal intensity of each 
secreted cytokine by the cell.

Secretion Levels — This table shows the percentage of single cells in each 
sample (rows) that secrete each of the selected analytes (columns).

Signal Distribution — If a single experiment is selected, this displays each 
single-cell microchamber (rows) in the experiment, and the cell’s 
secretion intensity of each analyte (columns). If multiple experiments are 
selected, this table has one row per sample, showing the average single-
cell secretion intensities of each analyte (columns). Under Graph Options, 
you can choose whether the displayed data is Raw, Thresholded 
(background subtracted), Log Transformed, or Thresholded and Log 
Transformed.

Polyfunctional (PF) Overview – Shows the polyfunctionality of the 
selected samples (percentage of single cells secreting two or more 
analytes). The next columns show the percentage of single cells in each 
sample (rows) that are secreting exactly 0, 1, 2, 3, 4, and 5+ analytes.

Polyfunctional Strength Index (PSI) – Shows the PSI of the selected 
samples (an index combining polyfunctionality of the sample and the 
average intensity of the analytes secreted by polyfunctional single cells). 
The next columns show a breakdown of PSI per cytokine group (e.g, 
Effector, Stimulatory, Regulatory, Inflammatory, Chemoattractive).

PSI/Cytokine – Shows how much each analyte (columns) contributes to 
the overall PSI of each sample (rows). The sum of all the columns is equal 
to the PSI of the sample.

Polyfunctional (PF) Groups – Shows a breakdown of the functional and 
polyfunctional groups secreted by single cells of each sample. If a single 
experiment is selected, each row corresponds to a functional/
polyfunctional groups secreted by the sample (in decreasing frequency). 
The number of cells, frequency (percentage of the sample), and the exact 
analytes in the polyfunctional group are shown. If multiple experiments 
are selected, then each row corresponds to a sample, and each column 
corresponds to the secretion frequency of a single group (labeled by the 
analyte(s) in the group).
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Data Visualization

From the Main Menu or the Main Toolbar, 
click the Data Visualization button. You will 
see the following interface:

The Graph Type toolbar at the top right has a selection of different graph 
types that can be displayed, showing different information about the selected 
experiment(s) and the single cell data. In each cases, one graph is displayed 
per selected experiment, along with a single key specific to the graph type at 
the bottom of the display.

The order/sorting of the graphs/samples may be adjusted under Graph 
Options.

If any of the graphs are averages of multiple samples (see Filter Selection 
above), error bars will typically be shown by default to illustrate the 
variability across samples.
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The following graph types are available in this module:

Secretion Levels — This bar graph shows the percentage of single cells 
(y-axis) in each sample that secrete each of the selected analytes (x-ax-
is). The color-coding of the analytes corresponds to the functional group 
they are assigned to (Effector, Stimulatory, Inflammatory, Regulatory, 
or Chemoattractive). Bars that are gray correspond to analytes that 
were not significantly secreted by the sample (by default, less than 2% 
of single cells). This threshold can be adjusted under Graph Options, 
Min. Percent Secreting.

Signal Distribution — This graph displays a vertical scatterplot of either 
the secretion intensity of each single-cell (y-axis) for each analyte (x-
axis), or if samples have been averaged, the average secretion intensity 
(y-axis) of each analyte (x-axis) by each sample. Under Graph Options, 
you can choose whether the displayed data is Raw, Thresh-olded 
(background subtracted), Log Transformed, or Thresholded and Log 
Transformed. The percentage above each analyte specifies the 
percentage of single cells secreting the corresponding analyte. You may 
also select Show Strong Signals, in which case the graph will show you 
what percentage of analyte readouts are above a specified intensity 
(1000 rfu by default). If enabled, this is what the percentage above each 
analyte refers to. The larger percentages at the top of the graph refers to 
the total percentage of readouts (across all analytes) that is above the 
specified intensity.

Polyfunctional (PF) Overview –  A pie chart showing the 
polyfunctionality of the selected samples (percentage of single cells 
secreting two or more analytes). The percentage in the middle of the 
pie chart corre-sponds to the polyfunctionality. The pie chart itself is 
broken down by the percentage of single cells in each sample (rows) 
that are secreting exactly 0, 1, 2, 3, 4, and 5+ analytes.

PSI/Cytokine – A bar graph showing how much each analyte (x-axis) 
contributes to the overall PSI of each sample (y-axis). PSI is an index 
combining polyfunctionality of the sample and the average intensity of 
the analytes secreted by polyfunctional single cells. The sum of all the 
columns is equal to the PSI of the sample. Similar to the Secretion 
Levels graph, the color-coding of the analytes corresponds to the 
functional group they are assigned to, and gray bars correspond to 
analytes that were not significantly secreted by the sample.

Polyfunctional (PF) Heat Map – A heat map showing each single cell’s 
secretions (column). The rows correspond to the selected analytes, and 
the shade of green corresponds to the secretion intensity of that 
analyte by the corresponding single cell. The columns are ordered by 
functional group (specific combinations of secreted analytes) – the 
most frequently occurring group is on the left, while the least frequently 
occurring group is on the right. The numbers at the top correspond to 
the number of analytes in the functional group, while the percentages 
at the bottom correspond to the frequency of the functional group.
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Biomarker Analysis

From the Main Menu or the Main Toolbar, 
click the Biomarker Analysis button. You 
will see the following interface:

The Graph Type toolbar at the top right has a selection of different graph 
types that can be displayed, showing different information about the selected 
experiment(s) and the single cell data. Unlike in the Data Visualization module, 
the Biomarker Analysis module creates one combined graph with results from 
all the selected experiments.

The order/sorting of the samples presented in each graph may be adjusted 
under Graph Options.

If any of the graphs are averages of multiple samples (see Filter Selection 
above), error bars will typically be shown by default to illustrate the variability 
across samples.
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average frequency of the group, the number of analytes in the group, or 
the average PSI of the group across all samples (depending on what how 
you are sorting the groups). By default, only the first 25 groups get 
displayed; this number can also be adjusted under Graph Options. You 
can also specify whether you only want to show groups that contain at 
least X number of analytes. Lastly, you can display clustered functional 
groups, which automatically clusters the full set of groups into a smaller 
set, based on similarity of the analytes in the groups.

Polyfunctional (PF) Heat Map – A heat map comparing the frequency 
at which various functional and polyfunctional groups are secreted by 
the samples. The displayed data and options are the same as in the 
Polyfunctional Groups graph. The difference is that instead of one 
bar per functional group per sample, each column corresponds to a 
functional group, and each square corresponds to the frequency at which 
it was secreted by the corresponding sample (row). The shade of orange 
of a square gets darker as the frequency increases.

Polyfunctional Activation Topology (PAT) PCA – A plot showing the 
functional and polyfunctional groups of the selected samples. Each circle/
bubble corresponds to a single functional group, with the label next to 
it showing you which analytes are in the group. The color-coded dots 
within each circle represent the frequency of single cells that secreted 
this group in each sample. The overall color of each group corresponds 
to color of the sample that secreted the group with highest frequency. 
The axes correspond to the principal components of the data, i.e., these 
variables account for as much of the variability in the data as possible. 
These variables are linear combinations of the specified analytes; the 
analytes most strongly present in each component are listed at the ends 
of the axes. If the value of a principal component is high for a particular 
group, it is more likely to contain those analytes. The same options are 
available under Graph Options as for the Polyfunctional Groups and 
Polyfunctional Heat Map graphs.

The following graph types are available in this module:

Secretion Levels — This bar graph shows the percentage of single cells 
(y-axis) in each sample that secrete each of the selected analytes (x-axis). 
The bars are color coded based on the sample.

Signal Distribution — This graph displays a vertical scatterplot of the 
secretion intensity of each single-cell (y-axis) for each analyte (x-axis). 
Under Graph Options, you can choose whether the displayed data is Raw, 
Thresholded (background subtracted), Log Transformed, or Thresholded 
and Log Transformed

Polyfunctional (PF) Overview –A bar graph showing the polyfunctionality 
of the selected samples (percentage of single cells secreting two or 
more analytes). The height of each bar (y-axis) corresponds to the 
polyfunctionality of the corresponding sample (x-axis). The bars are 
broken down by the percentage of single cells secreting exactly 2, 3, 4, and 
5+ analytes (different shades of orange).

Polyfunctional Strength Index (PSI) – A bar graph showing the PSI of 
the selected samples (an index combining polyfunctionality of the sample 
and the average intensity of the analytes secreted by polyfunctional 
single cells). The height of each bar (y-axis) corresponds to the PSI of the 
corresponding sample (x-axis). The bars are broken down by the PSI of 
each cytokine group (e.g, Effector, Stimulatory, Regulatory, Inflammatory, 
Chemoattractive).

Polyfunctional (PF) Groups – A bar graph comparing the frequency 
at which various functional and polyfunctional groups are secreted by 
the samples. The bars correspond to the frequency of secretion of the 
functional/polyfunctional group specified by the dots below it (the dots 
specify which analytes are present in the group). The frequency is the 
percentage of single cells secreting exactly the corresponding functional 
group in the corresponding sample. The bars are color coded by sample. 
The functional groups are ordered from left to right in decreasing order of 
frequency (average across all selected samples). The functional groups 
may also be sorted by number of cytokines or by PSI under Graph 
Options. The number at the top of the graph corresponds to either the 
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IsoSpeak Project File Structure

Creating and saving a project TestProject will create a TestProject.spkpro file, along with a TestProject folder 
containing (1) each IsoSpeak experiment file of the project and (2) the corresponding raw data generated by the 
IsoLight for each experiment. An example of the full file structure is as follows:

Chapter 5: Additional Information

You can open a project directly through your file browser by double clicking the project (.spkpro) file.

If you move the project file to a different location, please ensure that you also move the associated folder.

Using the Import button, raw data from the IsoLight (one folder per experiment) will be copied to the 
TestProject_Images folder of a project. You may also copy these files yourself to this folder using File Explorer.

Individual IsoSpeak experiment files (.spk) are stored in TestProject_Experiments. 

TestProject.spkpro
TestProject\

TestProject_Experiments\ 
IM100001.spk

IM100001\ 

IM100002.spk 

IM100002\ 

IM100003.spk 

IM100003\

TestProject_Images\ 
ASSAY_IM100001\ 

ASSAY_IM100002\ 

ASSAY_IM100003\
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1. Click the     button at the bottom-right corner of the Windows Taskbar

2. Click the Citrix Files icon.

3. Click the           button at the top right of the popup window, and click Settings

Citrix ShareFile for IsoSpeak Updates and Data QC

In order to automatically receive updates to IsoSpeak and to allow IsoPlexis to quality control your data, you will 
receive a Citrix ShareFile account, giving you access to an online cloud repository. 

In order to facilitate automatic software updates, uploading data for QC to ShareFile, and downloading QC'ed 
data from ShareFile (see Chapter 3, Data Quality Control), we also strongly recommend installing and logging in 
to the Citrix Files application on your IsoSpeak laptop.

To check if Citrix Files is installed on your laptop and you are logged in with your ShareFile credentials:

4. Verify that your ShareFile account credentials (name and email address) are visible.

If you do not see the Citrix Files icon in step 2, you likely do not have Citrix Files installed. You may download it at 
https://isoplexis-sharing.sharefile.com/apps/win. You may need to log in with your ShareFile credentials.

If you do not know your ShareFile account information, or have forgotten it, please contact 
support@isoplexis.com.

If Citrix Files is installed and you are logged in, IsoSpeak will check for updates on program startup. You will be 
notified if there are updates available. 

You may also check to see if there are updates, or obtain the latest version of IsoSpeak by going to S:\Folders
\IsoSpeak Updates and running the installer with the highest version number (e.g., IsoSpeak 1.2.3.msi).

As described in Chapter 3, Data Quality Control, Citrix Files and the ShareFile cloud repository is used to transfer 
data to/from IsoPlexis for quality control.




