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OVERVIEW
The QuantStudio™ 3D AnalysisSuite™ Software is compatible with imaging data generated by the QuantStudio™ 3D Digital PCR System. For each imaged QuantStudio™ 3D Digital PCR 20K Chip, the QuantStudio™ 3D Digital PCR Instrument generates a single experiment (.eds) file that contains the processed imaging data and the results from the preliminary analysis. Depending on the chosen data destination, the instrument transfers the imaging data directly to the cloud for immediate access by the software. Secondary analysis and post-processing is performed by the software to yield relative quantification or absolute quantification results from the imaging data. The software can be used to combine experiments into a project in order to visualize, manage, and troubleshoot the analyzed data. 
FEATURES
· Combine up to 100 experiments (chips) into a project
· Accurate Precise Quantification Results in copies per microliter
· Relative quantity of target to background expressed as a percent
· Data Quality metrics and visualizations to assist with troubleshooting experiment data
COMPATIBILITY
· Hardware Configuration is ad follows: Dell™ PowerEdge™ T110 II base unit with a 1.86TB capacity hard drive, 16GB RAM, single quadcore 2.4GHz processor, and RAID1 controller 
· The QuantStudio™ 3D AnalysisSuite™ Software may be accessed using the Mozilla® Firefox® or the Google® Chrome® browser.
RECOMMENDATIONS
1. Users must sign in to the cloud deployment of the software using a valid user account in order to create, edit, and save projects. To protect a project against edits from other users, Thermo Fisher Scientific recommends that multiple users do not sign in to the software using the same user name and password. 
2. Before performing any upgrade commands, it is recommended that you manually backup your data using “Backup QuantStudio™ 3D AnalysisSuite™ Data” on the desktop.
3. Upgrade Mozilla® Firefox® browser on the server to version 41.0.2 
4. Upgrade Google® Chrome® to 49.0.2 if using Google Chrome.
UPDATES
V3.1
Released: June 2016 
1. Poisson Plus is now the default quantification algorithm.
2. Added support for identifying a “task” for each chip, such as designated as a positive or negative control. Positive controls help with visual confirmation of auto-called results. Controls are visually distinguished from unknown samples by use of different symbols for plotting the data points.
3. When rare mutation analysis is enabled, chips identified as negative controls are used to estimate the rate of false positives observed for a given assay sample system. The observed false positive rate is further used to predict a theoretical lower limit of detection. Statistics on false positive rate, the lower limit of detection and sensitivity is provided in an additional table in the results section. 
4. An improved rare quantification algorithm has been introduced that is deployed when the rare mutation analysis option is enabled. It can accommodate a user adjustable threshold for rare calls, which defines the probability level at which a given data point is presumed to belong with neither the non-amplification, nor the wild type positive clusters. 
5. Copy number per genome is available as an additional output column when rare mutation analysis is enabled.
6. Definition of manual threshold is supported from cluster plot view
7. Count of points in each cluster is available from cluster plot view and as a table in the export the CSV format. 
8. Support for editing X and Y axis limits for cluster plots has been added.  
V3.0
Released: July 2015 
1. Merger of AQ (Absolute Quantification) and RQ (Relative Quantification) Modules
2. Review Data from Cluster Plots & Review Quality from chip heat map presented side by side
3. Synchronized histogram + cluster plot
4. Improved Replicate Management
5. Group by Assay and Sample as wells as Assays
6. View Results with Replicate Data
7. Improved underlying algorithms for replicate handling taking chip to chip variation into account (weighted average method)
8. Additional algorithms to account for well-volume variation
9. Additional Sorting and Filtering Capabilities
10. Apply manual threshold to all chips with the same assay
11. Export of raw data per chip (fluorescence values)
12. Zoom in for the heat map view
13. Modify point size, point opacity in scatter plot.
V2.0
Released: December 2014 
1. Additional demo projects 
2. Support multiple browsers: Chrome, Firefox, Safari, IE10, IE11
3. Fluorescence min and max settings persist and can be applied to all the chips..
4. Updated labeling and control for x-axis Min and Max settings in RQ
5. Reset button implemented in Review Quality tab of RQ
6. Improved thresholding algorithm
7. Ability to manually input a threshold value and copy threshold to all chips
8. Copy and paste from tables
9. Add sample name to the title bar of Review Quality page
10. Ability to remove outliers in histogram
V1.1
Released: October 2013 
1. Fixed error when user clicks help on the home page.
2. Added additional security features
KNOWN ISSUES
1. Define Chips tab
· If you edit a field and immediately navigate away from this tab, the software may not save your changes. Make sure to press Enter before navigating away from this tab to ensure the software saves your changes.
· Enter at least one character in a field to view a drop-down menu of items starting with that character.
· If an invalid dilution factor such as a number greater than unity, or a negative number is entered, the application will show an error but does not explain the cause. Upon refresh, application will restore the last valid entry.
2. Review Data tab 
· The call threshold from the preliminary analysis of some imported chips may not be optimal for the data selected using the quality threshold. Adjust the call threshold directly (in AQ), reassign calls directly (in RQ), or allow the software to generate a new call threshold by adjusting the quality threshold.
· The software automatically recalculates the call threshold if the quality threshold is changed and there are more that 5000 data points included in the analysis. The automatic override of a manually set call threshold will be addressed in a future release. 
· The thumbnails disappear when user toggles between group by assay and group by replicate. Please refresh to recover.
· The functionality to remove outlier is only accessible from the detail heat map view of the chip.
· Omitted chips are included in the overlay by the Group by Assay/Replicates action, only if last in the list. Unselect omitted chip to remove from overlay.
3. Import Data tab 
· Project import may fail, depending on the transfer time limit of your network. Try to import again at a time of reduced network use, or decrease the size of the project.
· Only one project can be imported at a time. Simultaneous import of multiple projects is planned for a future release.
· In v3.0, the grouping of data across chips is done by assay names where as, in v2.0, the grouping of data across chips was done by target names. For pre-existing AQ projects, the “assay name” in v3.0 is a newly created entry generated by combining the assigned target names from v2.0. If two distinct assays (with the same sample) have the same target name for either VIC or FAM, composite v3.0 results will be different from composite v2.0 results. This is due to the fact that the software is generating the composite based on “assay name” in v3.0 and “target name” in v2.0. Individual chip-level results will be unaffected. If this rare case occurs, the user will need to force a reanalysis by adjusting the QV thresholds. By default, reanalysis is not done when a pre-existing project is opened up in v3.0.
4. Miscellaneous 
· If the information on the page does not update, refresh the browser window.
· Tables and lists may scroll back to the top of the list following a selection. This will be corrected in a future release.
· User may need to wait for See Results to update with the effect of latest changes in Define Chips or Review Data sections. User may reload or refresh the See Results page to be sure that they get correct results.
5. Potential Upgrade-Related Issues (Server Configuration Only)
· Sometimes on double-click of upgrade.command, user will be presented with a dialog box with some lines of code. To perform the upgrade, there are 2 possible options: 
a. Make command executable: Right-click on upgrade.command and select Properties; Under the Permissions tab, check the checkbox for “Allow executing file as program”
b. Run command from command line: Open the terminal to the folder where upgrade.command is located and run the command using “sh upgrade.command”
· Upon execution of upgrade.command, user may be presented with some errors. Ignore all errors and proceed with the upgrade.
LICENSE
See accompanying End User License Agreement for details. Users must agree to the terms of the license before installing or using the software. 
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