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 Abstract 
The Sciome Workbench for Interactive Computer-Facilitated Text-mining (SWIFT) was designed to 
allow users to more easily navigate, search, organize, visualize, prioritize and extract information 

from the large sets of citations that are typically produced during a comprehensive literature 
search. This document describes the SWIFT-Review User Interface and provides examples of 

common tasks and use cases.  

Desktop Version (1.21) 

 

Tutorial and User’s Guide 



Page 1 of 27 

1. Getting Started 

System Requirements 
Operating System: 

64-bit Windows 7, 8, 10   

64-bit Mac OS X, version 10.8+ 

Hardware: 

8 GB RAM is recommended.   

More may be required for very large projects. 

 

 

Installation 
SWIFT-Review for Desktop is available for download at the following URL: 

https://user.sciome.com/usermanagement/ 

When you browse to this location, you will be prompted to log on to the Sciome applications portal.  If you 

have already created an account, simply enter your user name and password.  Otherwise, you can click the 

"Sign up" link to create a free user account. 

 

 

 

  

https://user.sciome.com/usermanagement/
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The Windows and Mac OS installers for SWIFT-Review for Desktop are available for download under the 

"Downloads" section: 

 

After downloading the appropriate installer, simply run it and follow the on screen instructions.  You will need 

administrative access to your computer to complete the installation.  In most cases the process should be self-

explanatory, and it should usually be reasonable to accept all of the default choices during installation. 

Updates 
From time to time, the SWIFT-Review software will be updated to add new features and functionality.   

You can check the current version of the software at any time by clicking Help > About from the SWIFT-Review 

menu: 
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SWIFT-Review software updates are made available automatically using the following complementary 

mechanisms: 

 Minor Updates: In most cases, SWIFT-Review updates will happen automatically and will not require 

any user action. 

 Major Updates: Occasionally, a more comprehensive update may be offered.  In these cases, SWIFT-

Review will prompt you after start-up to let you know that a major update is available.  The upgrade 

will be optional, but if you choose to install it, you will need administrative privileges on your computer 

in order to run the installation package. 

More Information 
For more information about SWIFT-Review, and other Sciome products and services please contact us at: 

swift-review@sciome.com 

The methods underlying SWIFT-Review are described in detail in (Howard et al., 2016).  You can also find  more 

information about SWIFT-Review, including a complete release history with additional information on the 

latest new features, at the following web address: http://swift.sciome.com/. 

2. Introduction and Overview 

Introduction 
Here we introduce “SWIFT-Review” (SWIFT is an acronym for “Sciome Workbench for Interactive computer-

Facilitated Text-mining”), a freely available interactive workbench which provides numerous tools to assist with 

problem formulation and literature prioritization. SWIFT-Review puts the systematic review expert in the 

driver’s seat by providing several features that can be used to search, categorize, and prioritize large (or small) 

bodies of literature in an interactive manner. SWIFT-Review utilizes newly developed statistical modeling and 

machine learning methods that allow users to uncover over-represented topics within the literature corpus 

and to rank order documents for manual screening.  The following tutorial is designed to get you up and running 

as quickly as possible using brief, hands-on exercises.   

 

mailto:swift-review@sciome.com
http://systematicreviewsjournal.biomedcentral.com/articles/10.1186/s13643-016-0263-z
https://swift.sciome.com/SWIFTupdates/Tutorial/SWIFT-Review%20Release%20History.pdf
http://swift.sciome.com/
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GUI Orientation 
The SWIFT-Review user interface, shown below, consists of three distinct panels, which are explained in the 

following sections.  

 

Document List (Bottom Panel) 
The bottom panel is the document list.  The document list includes information (e.g. PubMed ID, title, 

publication year, etc.) for each citation imported into SWIFT-Review. The exact information shown may differ 

depending on which of the navigation views is currently active.  You can select citations in the document by 

clicking with your mouse; multiple items can be selected by clicking and dragging or by clicking while holding 

the control (command) and/or shift keys.  You can also re-sort the document list by clicking the header of the 

column by which you would like to sort.  Columns can be resized by clicking and dragging their boundaries in 

the column header.  You can change the column order by dragging with the mouse. 
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Navigation Pane (Top Left Panel) 
The navigation pane contains a tabbed set of navigation views including Tag Browser, Search, Browse MeSH 

Tree, and Prioritized Lists.  Each of these views provides a different way to explore your document set.  For 

example, the Search view allows you to use a powerful query syntax to quickly find specific documents, while 

the Browse MeSH Tree view allows you to view subsets of your documents labeled with specific MeSH terms. 

The selections made in the various navigation views determine which documents are shown in the document 

list.  Just above the document list is a line of text that tells you how many of the total loaded documents are 

currently visible. The various navigation modes will be explained in more detail later in the tutorial. 

Data Pane (Top Right Panel) 
The upper right panel contains the data pane, which contains a tabbed set of data views that display useful 

data and statistics about the set of currently visible and/or selected documents. 

- The Document Preview shows the full abstract, the list of MeSH and Supplementary Chemical terms, 

and various other useful information associated with the currently selected document. 

- The Pie Chart data view works in conjunction with the Tag Browser navigation view. It displays the 

distribution of the tags in the right-most tag category selection. 

- Similarly, the Bar Chart data view displays the counts of documents labeled with each tag in the right-

most tag category selection.  

3. Loading and Saving Data 
The menu option File > Load Text File… allows you to import a list of citations obtained from a search of a 

bibliographic database such as PubMed.  Note that there are three types of text file that can be imported into 

SWIFT-Review, depending on your selection in the “Files of Type” drop list.   

 

 

If you select the first choice “PMID List (*.csv, *.txt),” the input file should be a plain, comma-separated text 

file (.csv or .txt) file containing the PubMed identifiers (PMIDs) resulting from the search.  The first column 
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must contain the PMID.  The second column, which is optional, can contain the Inclusion/Exclusion status (i.e. 

"Included" or "Excluded") if this information is available for some or all of the records.  After you have provided 

the input file, SWIFT-Review will automatically download the associated citation data from the PubMed 

database using NLM’s Entrez e-Utilities interface. 

 

 

 
 

Choose "PubMed XML (*.xml)" to import citation data directly from the results of a PubMed search that you 

have "Sent to" an XML file using the PubMed web interface. 

 

If you already have data in another bibliographic management tool such as EndNote or Mendeley, you can 

export your data from that application in a standard file format called “RIS.” To upload the resulting RIS file 

into SWIFT-Review, simply choose the third option, “Research Information Systems Citation Format (*.ris),” 

from the file type drop list when importing into SWIFT-Review. 

Finally, it is also possible to load data from a previously created SWIFT Text-mining Project (.stp) file.  Project 

files are created by first loading the data from a text file as described above, then clicking File > Save Project…  

You can save your work at any time by saving the project file in this manner. 

Example 1: Loading SWIFT-Review Data 
Loading from a project file 

1. Download the example project, MercuryPMIDs_sample.stp from the following URL: 

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.stp 

This project contains a random subset of the PMIDs (about 5% of the total data set) from the full set 

of citations obtained during a preliminary literature search for articles that discuss various mercury 

compounds. 

2. To load the project, click File > Load Project… and browse to the location of the file you downloaded 

in step 1.  

3. Click Open. 

4. After a few moments you should see a progress bar indicating that the data is being loaded into SWIFT-

Review.  Depending on the size of your project and the speed of your computer this can take anywhere 

from a few seconds to several minutes. 

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.stp
https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.stp
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NOTE: Several of the remaining examples in this tutorial will use this project file as a running example. 

 

Loading from a PMID list 
1. Download the example file, MercuryPMIDs_sample.txt from the following URL: 

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.txt 

This a text file containing the same set of PMIDs as above.  If you want to see the PMIDs, you can 

open the file in Excel or a text editor. 

2. To load the data, click File > Load Text File… and browse to the location of the file you just downloaded.  

(PMID List is the default file type, so you do not need to change the selection in the file type drop list). 

3. Click Open. 

4. After a few moments you should see a progress bar indicating that the data is being loaded into 

SWIFT-Review.  Depending on the size of your project and the speed of your computer this can take 

anywhere from a few seconds to several minutes.  Loading data from a PMID list will usually take 

longer than opening data from a SWIFT-Review project file because, in this case, the application has 

to download and pre-process all of the associated bibliographical data from the PubMed website. 

Loading from a PubMed XML file 
1. Download the example file, MercuryPMIDs_sample.xml from the following URL: 

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.xml 

This an XML file containing the same dataset as above.  Alternatively, you can obtain this data directly 

from PubMed with the following procedure: 

a) In Excel, or some other spreadsheet program, open the file  

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.txt  

Select the first column, which contains the PMIDs and then copy the selected PMIDs to 

the clipboard. 

b) Browse to www.ncbi.nlm.nih.gov/pubmed and paste the PMIDs into the search box and 

click search.  The search results should contain 2000 records. 

c) Send the data from PubMed to an XML file: click “Send to,” choose destination "File" and 

format “XML”.  Click "Create File" and choose a location to store the resulting XML file. 

2. To load the data, click File > Load Text File…  

3. Choose “PubMed XML (*.xml)” from the File type drop down, and browse to the location of the file 

you just downloaded.   

4. Click Open. 

5. After a few moments you should see a progress bar indicating that the data is being loaded into SWIFT-

Review.  Depending on the size of your project and the speed of your computer this can take anywhere 

from a few seconds to several minutes.   

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.txt
https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.xml
https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.txt
http://www.ncbi.nlm.nih.gov/pubmed
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4. Tag Browser 
The SWIFT-Review tag browser view allows you to use various annotations, called tags, to filter the set of visible 

documents.  Tags can be computed automatically by SWIFT-Review, or they can be derived from an outside 

annotation source, like NCBI MeSH.  SWIFT-Review users can also create and assign their own custom tags.  

Tags are grouped into sets called tag categories.  Examples of tag categories computed automatically by SWIFT-

Review include “Health Outcomes”, “Exposure”, “Evidence Stream”, “Topic Models”, “Tox21 Chemicals”, and 

various MeSH annotations. See Box 1 for an overview of the various mechanisms used to assign tags in SWIFT-

Review. 

Example 2: Exploring a Corpus with the Tag Browser 
1. After loading the project MercuryPMIDs_sample.stp into SWIFT Review, open up the Tag Browser by 

clicking the “Tag Browser” tab in the upper left navigation pane.   

 

2. Select the “Health Outcomes” tag category from the dropdown list at the top of the tag browser. You 

should see a list of various health-related tags along with counts of the number of documents 

associated with each of those tags. 

 

3. Click the tag “Endocrine.”  Notice that the document list at the bottom of the screen has been filtered 

to show only the 584 documents tagged with the Endocrine category 

 

4. Add another “level” to the term browser.  Right-click the tag browser in the space to the right of the 

drop down list to bring up the context menu and choose “Add Level.”  There should now be two side-

by-side lists of tags in the tag browser.  In this way, you can add up to 4 different levels in the tag 

browser.  
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Box 1: Tags in SWIFT-Review 

SWIFT-Review tags are labels assigned to bibliographic documents.  Tags are organized into tag 

categories.  For example, the tag category “Evidence Stream” includes the following tags: “Human”, 

“Animal”, “In Vitro”, “Plant.”  A given document can be assigned to multiple tags, both from the same tag 

category and from different tag categories.  When used with the Tag Browser or Search functionalities in 

SWIFT-Review, tags can help you to quickly find the documents that you are interested in.  Tags can be 

assigned both manually and automatically using a variety of mechanisms: 

MeSH Terms and Bibliographic Data: Documents originating from PubMed bring along their associated 

Medline tags, including MeSH Terms, Supplementary Concept Records, Publication Type, Pharmacological 

Actions, etc. 

Queries and Filters: SWIFT-Review incorporates several pre-defined search filters.  These filters have been 

prepared by information scientists at NIEHS and EPA for various topics of relevance to environmental 

health scientists.  In general, these pre-defined filters emphasize recall at the expense of precision.  For 

details on these filters, click Help > Search Strategies in SWIFT-Review. You can also use SWIFT-Review 

queries to define your own tags, through either the Batch Query mechanism or by choosing “Tag Search 

Results…” from the context menu in the document list after conducting an ad hoc search.  

Topic Models: Topic modeling is a statistical method that can automatically discover interesting themes 

and concepts in a large set of documents.  SWIFT-Review uses Latent Dirichlet Allocation (LDA) to 

automatically compute topic models.  Each “topic” in a topic model gets its own tag. You can also build 

your own topic model on a subset of the documents by choosing Tools > Build Topic Model… 

Chemical Names: SWIFT-Review automatically tags documents that mention chemicals occurring in 

several chemical lists of relevance to environmental health researchers.  These lists include nearly 10,000 

Tox21 chemicals and a large set of more than 1,300 Endocrine Disruptors.  Curated chemical synonym lists 

from the ChemIDPlus database are used to identify chemical names in the documents.  

Ranked Lists: When documents are triaged in SWIFT-Review using the SWIFT-Review Prioritization 

Feature, the resulting ranked list is assigned a time-stamped tag under the tag category “Ranked Lists.” 

This can help to organize your prioritized lists when you have several of them. 

Manual Tags: SWIFT-Review tags can also be assigned manually.  To add a tag to set of documents, simply 

highlight those documents in the document list and then choose “Add Tag to Selected…” from the context 

menu.  Conversely, to remove a tag from a set of documents, choose “Remove Tag from Selected…” 
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5. Choose the “Evidence Stream” tag category in the newly added level.  Making selections in the tag 

browser builds a filter which limits the documents shown in the document list.  When you select 

multiple tags within a single level, those terms are OR’d together.  Then, the sets of terms you select 

in the individual levels are AND’d together.  If you make a single selection in a given level, terms 

associated with that tag are highlighted in the document preview pane.  Each level has its own highlight 

color.  For example, in the figure below, 215 documents tagged with both the Health Outcome 

“Endocrine” AND the Evidence Stream tag “Human” are shown.  In the Document Preview pane, terms 

associated with the Endocrine tag are highlighted in blue and terms associated with the Human 

Evidence Stream are highlighted in yellow. (You can change the highlight colors by clicking the colored 

patch beside the corresponding tag category drop list). 

 

 

6. Click the “Pie Chart” tab on the right side your screen to open the pie chart data pane. The pie chart 

and bar chart views work in conjunction with the tag browser to show you the distribution of 

documents within the right-most tag browser level.  The pie chart and bar chart show similar but not 

identical information.  The pie chart shows the distribution of tags over documents, but since a 

document can belong to more than one tag in a tag category, the ratio is taken relative to all tagging 

instances, not all documents.  Hence if a corpus contains two documents and one is tagged 

‘Cardiovascular Diseases’ and the other is tagged ‘Virus Diseases’, each of these tags would both be 

allocated 50% of pie.  However, the pie chart would look the same if the corpus had two documents 

each labeled with both of these tags, or if one of the documents had both tags and the other document 

had no tags. 

 

7. Click the “Bar Chart” tab on the right side your screen to open the bar chart data pane.  While the pie 

chart is good for showing the relative percentage of the available evidence allocated to each tag, the 

bar chart gives a better picture of the actual number of documents in available in each category.  Its 
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interpretation is simpler.  For each tag, the bar chart simply shows number of documents associated 

with that tag.  Similar to the pie chart, the bar chart view always displays the distribution of documents 

within the right-most tag browser level.   

 

8. Add a custom tag to some documents. Select a set of documents in the document list.  Right click and 

choose “Add Tag to Selected…”  Choose “Add New Tag…” from the tag dropdown and enter a name, 

like “Common Cold” for a new Health Outcomes tag.  When you have done so, so the new tag will be 

added to the selected documents and the changes will be reflected in the tag browser.  You can also 

rename and delete tags after right clicking the tag name in the tag browser. 

5. Search 

Query Syntax 
SWIFT-Review indexes articles using the powerful Lucene search engine (http://lucene.apache.org/core/).  To 

quickly find documents of interest, you can execute queries from the Search navigation tab.  The Lucene 

search engine offers the following capabilities: 

- Boolean operators 

- Fielded search 

- Wildcard operators 

- Fuzzy search 

- Proximity search 

- Range search 

Example 3: Searching for Documents  
1. You can use Boolean operators to combine search terms. To find papers about human cancer, type the 

following into the Query box on the Search tab and press Execute.  (Note that the "AND" must be in 

all-caps): 

 

human AND cancer 

 

2. Use parentheses to group query subsections and define operator precedence.  Here we are looking for 

documents about cancer in either a human or mouse model: 

 

(human OR mouse) AND (cancer OR neoplasms OR tumor) 

 

Notice that the results are sorted by the quality of the match (score field) and that documents having 

the same score are sorted so that the most recently published citations are shown first. 

 

3. Use a fielded search to find all documents by authors with the name "Smith": 

 

author:smith 

 

http://lucene.apache.org/core/
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The following table lists the (case sensitive) terms available to use with fielded search: 

Search Term Document Section Example Search 

contents Entire Document (default) "estrogen receptor" 

id PubMed ID id:23276611 

title Title text title:"Third generation" 

abstract Abstract text abstract:"estrogen receptor" 

tiab Title OR abstract text tiab:"randomized" 

   

   

journal Journal name journal:"Medicina" 

pubyear Publication year pubyear:2013 

author Author name author:Coronado 

mesh_mh MeSH heading  mesh_mh:Adenocarcinoma 

mesh_mh_noexp MeSH heading (no explosion).  
Disables default behavior, 
which is to "explode" MeSH 
terms to retrieve citations that 
contain not only the requested 
term, but also MeSH terms 
below it in the hierarchy. 

mesh_mh_noexp:Adenocarcinoma 

mesh_sh MeSH subheading mesh_sh:("chemically 

induced") 

mesh_code MeSH numeric code mesh_code:("c04.557.470.200.

025") 

suppchem MeSH Supplementary 
chemical name 

suppchem:estrogens 

mesh_pubtype MeSH Publication type mesh_pubtype:review 

   

pharm_actions MeSH pharmacological actions pharm_actions:"Antineoplasti

c Agents" 

tox21 Tox21 Chemical name tox21:"ampicillin" 

Health_Outcomes Health outcomes tag set Health_Outcomes:Bacterial* 

Exposure Exposures tag set Exposure:Pesticides 

Evidence_Stream Evidence stream tag set Evidence_Stream:Human 

Topic_Models Topic models tag set Topic_Models:"Topic 1*" 

Tag_Name User tag set.  Search term is 
the name of the tag with 
spaces replaced by underscore 
character ("_") 

My_Tag:Favorites 

title_stemmed, 
abstract_stemmed, 
tiab_stemmed 

Adding "_stemmed" to the 
title, abstract, or tiab uses a 
computational algorithm to 
inflect words to their root 
forms before searching. Hence 
"investigate" would also match 
"investigation", 
"investigating", etc 

title_stemmed:investigate 
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4. Use a proximity search to find all documents where the word "exposure" appears within 5 words of 

the word "mercury" in the title field: 

 

title:"mercury exposure"~5 

 

Note that the result of this search includes the title "Neurobehavioral effects of combined prenatal 

exposure to low-level mercury vapor and methylmercury." 

 

5. Use the * wildcard to find articles that contain the words "optimize", "optimizing", "optimized," etc: 

 

abstract:optimiz* 

 

Similarly, the following search 

 

abstract:*ized 

  results in all abstracts contained words that end in "ized" 

 

6. Use the ? wildcard, which matches any single letter or number, to find articles that contain the words 

"nucleoside" or "nucleotide": 

 

tiab:nucleo?ide 

 

 

7. Use the ~ fuzzy match operator to find articles that contain words that are similar in spelling to 

"exposure": 

 

tiab:exposure~ 

 

You can specify a number between 0 and 1 after the ~ to specify how similar the words have to be.  To 

find documents containing words with only a few letters different from "breast", try the following 

search: 

 

tiab:breast~0.7 

 

The search  

 

tiab:breast~0.1 

 

allows more dissimilar matches and thus returns more documents (e.g. "yeast" and "areas" ) 

 

8. Use a ranged query to find documents published between 2010 and 2014: 

 

pubyear:[ 2010 TO 2014 ] 
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(Note that the keyword "TO" is in all-caps). 

 

Example 4: Batch Queries 

SWIFT-Review includes a powerful batch query utility which allows you to reuse complex search strategies 

between projects and employ them to automatically classify documents into useful categories.  The following 

example illustrates this feature. 

1. The input to the Batch Query tool is a set text files located in a single folder of your computer.  Each 

text file should contain a single SWIFT-Review query and the name of the file should be the name of a 

new tag you would like to add to your project.  You can download an example file set here: 

 

https://api.sciome.com/SWIFTupdates/Tutorial/Mercury Filters.zip 

 

Unzip this filter set to a folder in your computer.  The contents of the zip file are shown below 

 

Filename SWIFT-Review Query 

Elemental Mercury (7439-97-6).txt tiab: ( "7439-97-6" OR "metallic mercury" OR "quick silver" OR 
"quecksilber" OR "mercure" OR "mercurio" OR "liquid silver" OR 
"colloidal mercury" OR "mercury vapor" OR "mercury" ) 

MeHg(22967-92-6).txt tiab: ( "22967-92-6" OR "methylmercury" OR "methylmercury(1+)" 
OR "methylmercury ion" OR "methylmercury(ii) cation" OR 
"methylmercury ii" OR "MeHg" ) OR 
 suppchem: ("methylmercury ii" OR "methylmercury compounds" ) 
OR 
mesh_mh:( "methylmercury compounds" ) 

Mercuric Chloride (7487-94-7).txt tiab: ( "7487-94-7" OR "dichloromercury" OR "fungchex" OR 
"mercury perchloride" OR "mercury(ii) chloride" OR "mercuric 
bichloride" OR "mercury bichloride" OR "corrosive sublimate" OR 
"mercuric chloride" OR "mercury chloride (hgcl2)" OR "bichloride of 
mercury" OR "mercury dichloride" OR "sublimat" OR "calochlor" OR 
"hgcl2" ) OR 
 mesh_mh: ("mercuric chloride") OR  
suppchem:( "mercuric chloride" ) 

Mercuric Oxide (21908-53-2).txt tiab: ( "21908-53-2" OR "yellow mercuric oxide" OR "mercury oxide" 
OR "mercuric oxide" OR "red precipitate" OR "yellow precipitate") 
OR 
 suppchem: ("mercuric oxide") 

Mercurous Chloride (7546-30-7).txt tiab: ( "7546-30-7" OR "mercurous chloride" OR "mercury(i) 
chloride" OR "mercury chloride" OR "cyclosan") 

 

2. Browse to the Search tab in SWIFT-Review and press the “Batch Query…” button.  Fill in the resulting 

dialog box as follows (substituting the directory containing the unzipped files in the table above), and 

press Execute.    

https://api.sciome.com/SWIFTupdates/Tutorial/Mercury%20Filters.zip
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3. In the Tag Browser, choose the newly created “Mercury Compounds” tag category to view the results. 

 

4. Suppose we want to modify our new tag category to include an additional tag called “Other” which 

contains the following query: 

 
mesh_mh:( mercury OR "mercury poisoning" OR "mercury compounds" OR "organomercury 

compounds" ) OR 



Page 16 of 27 

suppchem:( "mercury" OR "mercury compounds" OR "methylmercuric chloride" OR 

"mercury isotopes" OR "organomercury compounds" OR "mercury radioisotopes" OR 

"thimersoal" OR "ethylmercury compounds" ) OR 

tiab:( hg OR mercury OR hgcl2 ) 

Simply paste the above query into the Query window in SWIFT-Review and click Execute.  Then 

choose “Tag Search Results…” from the context menu, to add the results to a new tag within the 

Mercury Compounds tag category.  

6. Browsing Documents using MeSH Terms 

The Browse MeSH Tree navigation view allows you to explore your documents using the National Library of 

Medicine’s Medical Subject Headings, a controlled vocabulary which is used to tag PubMed articles according 

to their subject matter (http://www.nlm.nih.gov/pubs/factsheets/mesh.html).  The figure below, for example 

illustrates how a user has selected to view only those articles that have been labeled with the MeSH Disease 

code "A08 – Nervous System."  The MeSH subject headings are hierarchical, making it possible to "drill down" 

into more and more specific subject headings.  For example, the code "A08 – Nervous System" has several 

children including "A08.186 – Central Nervous System", "A08.713 – Nerurosecretory System", and "A08.800 – 

Peripheral Nervous System."   

http://www.nlm.nih.gov/pubs/factsheets/mesh.html
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It is possible to select more than one MeSH code in SWIFT-Review.  Simply hold the Control (Command) key 

while clicking to select multiple codes.  SWIFT-Review will show all articles containing at least one of the 

selected codes. 

7. Prioritization 
If you are able to manually annotate a small subset of your documents as "Included" or "Excluded" documents, 

SWIFT-Review can help you triage the remaining documents.  The following example illustrates this feature. 

Example 5: Automatically Triaging your Documents 
1. Load the Transgenerational project. For this exercise, we will use a SWIFT-Review Project that includes 

documents that have previously been screened for inclusion in a systematic review.  Download the 

example project, Transgenerational_small.stp from the following URL: 

https://api.sciome.com/SWIFTupdates/Tutorial/Transgenerational_small.stp 

 

This project contains a random subset of the PMIDs (about 1/10 of the data) from the full set of 

citations obtained during a preliminary literature search for studies pertaining to the transgenerational 

effects of various environmental exposures. 

 

2. Load a human curated training set.  From the File menu, choose File > Load Training Documents.  

Download and choose the file https://api.sciome.com/SWIFTupdates/Tutorial/Seed-

Transgenerational.csv.  This file is a comma-separated text (.csv) file which contains 50 of the 

project’s PMIDs marked as "Included" and 50 PMIDs marked as "Excluded." 

 

3. Sort the document list by the "Training Item?" column (descending) to see all the training documents 

at the top of the list. 

 

 

https://api.sciome.com/SWIFTupdates/Tutorial/Transgenerational_small.stp
https://api.sciome.com/SWIFTupdates/Tutorial/Seed-Transgenerational.csv
https://api.sciome.com/SWIFTupdates/Tutorial/Seed-Transgenerational.csv
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4. To triage the documents, simply click Tools > Prioritize.  SWIFT-Review uses a machine learning 

algorithm to compute a score which attempts to prioritize the unlabeled documents such that the 

documents similar to the "Included" documents are ranked near the top of the list.   

 

5. The Prioritized Lists view displays the percentage of the included documents (blue line) occurring in each 

quantile of the ranked list.  For example, we can see that in this case, nearly 80% of the Included documents 

occur in the top 10% of the ranked list and virtually all the Included documents occur in the top 50% of the 

ranked list.  Be cautioned, however, that the ranking performance on the training documents will typically 

exceed the performance on the unlabeled document set.  

 

The yellow line shows the baseline performance we should expect if the ranking score had been generated 

completely at random such that the included documents were uniformly distributed in the ranked list. 
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The green line shows the performance for items in your “test set” (if you have one).  The test set is defined 

by checking “Included?” for a set of known relevant items, but not checking the “Training Item?” box for 

those same items. The test set performance can provide a more realistic estimate of the expected 

performance on the remaining unlabeled items. 

 

6. The prioritization operation only computes scores for the set of visible documents.  It is possible to 

compute more than one prioritized list.  For example, you may wish to compute distinct sets of scores for 

several separate subsets of your documents.  In this case, you can switch between these lists by making 

different selections in the dropdown list at the top of the Ranked Lists view.  By default, ranked lists are 

named using the date and time they were created. 

Sending Documents to SWIFT Active-Screener for Screening 
SWIFT-Active Screener is a web-based, collaborative screening application for systematic review. Active 

screener was designed to be easy-to-use, incorporating a simple, but powerful, graphical user interface with 

rich project status updates. As screening proceeds, reviewers include or exclude articles while an underlying 

statistical model automatically computes which of the remaining unscreened documents are most likely to be 

relevant. This “Active Learning” model is continuously updated during screening, improving its performance 

with each article reviewed. Meanwhile, a separate statistical model estimates the number of relevant articles 

remaining in the unscreened document list. Together, the combination of the two models allows users to 

screen relevant documents sooner and provides them with accurate feedback about their progress. Using 

this approach, the vast majority of relevant articles can often be discovered after reviewing only a fraction of 

the total number of articles. This can result in a significant time and cost savings for you and your team, 

especially for large projects.   

If you have an Active Screener account, you can send documents from SWIFT-Review directly to Active 

Screener for screening.  Simply select the articles you would like to send and choose “Send to Active 

Screener…” from the context menu. 

https://www.sciome.com/swift-activescreener/


Page 20 of 27 

 

When the operation has completed, you will be able to log in to Active Screener and screen your documents. 
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8. Word Clouds and Fingerprints 
SWIFT-Review includes a convenient feature that can automatically identify over-represented words and 

phrases in your corpus.  Simply select some documents of interest in the document list and then choose the 

right-click option “Compute Fingerprint from Selected…” to compute over-represented terms within the 

selected documents.  The results are displayed in the form of a Word Cloud and a tabular “Fingerprint.” The 

fingerprint table displays a score that quantifies the salience of terms in the selected documents as compared 

to the rest of the corpus.  In the Word Cloud, the sizes of the words correspond to the scores shown in the 

fingerprint panel.  Word Cloud terms are suffix with (T) for title words, (A) for abstract words, (M) for MeSH 

terms and (S) for Supplementary Chemical terms. 

Example 6: Finding over-represented terms 
1. Load the Mercury project. For this exercise, we will once again use the SWIFT-Review Project 

MercuryPMIDs_sample.stp.  If you have not already obtained this project, it is available for download 

here: 

 

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.stp 

 

Load the project by choosing File > Load Project… from the menu. 

 

2. In the Tag Browser view, select the tag category “Characteristics of Cancer” and choose “Induces 

Oxidative Stress.”   Select all 188 documents and choose “Compute Fingerprint from Selected…”   

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.stp
https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.stp
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3. SWIFT-Review computes a modified term frequency/inverse document frequency (tf-idf) score for 

each term found in the selected documents.  High scoring terms are more frequent in the selected 

documents than in the remaining documents.  Using this feature can be a convenient way to identify 

additional search terms to use when designing new queries and filters.  As shown in the diagram, 

high scoring terms for the documents we selected include “Glutathione”, “oxid”, “Oxidation-

Reduction (MeSH)”, “Superoxide Dismutase (SuppChem)”, “Antioxidants(SuppChem)”, “Hydrogen 

Peroxide (SuppChem)”, “Oxidative Stress (MeSH)”, and “Methylmercury Compounds (SuppChem).” 

 

Note that title and abstract words are “stemmed” using the Porter stemmer.  When stemming, 

SWIFT-Review uses a computational algorithm to inflect words to their root forms. Hence 

"investigate" would also match "investigation", "investigating", etc. 
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4. To copy the entire word list to Excel, simply right-click and choose “Copy Fingerprint.”  Then paste 

the data into an excel spreadsheet. 

9. Getting data out of SWIFT-Review 

Copy/Paste Functionality 
Many of the screens within SWIFT-Review offer right-click options which allow you to copy text and/or data 

which can then be pasted into other applications.  Screens which support this functionality include the 

document list, tag browser, pie and bar charts, document preview, tag browser, and word cloud views. 

Data Export 
You can also export your data from SWIFT-Review using the command File > Export Data...   
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Simply choose a directory and click Save: 

 

After the export, you should find a directory with a name like “SWIFT-Review Export NNNNNNNN-NNNNNN” 

(where the N’s are numbers derived from the current data and time.)  The top level of this output directory 

will contain a text file with the list of all documents in your project.  In addition, you will find a subdirectory for 

each tag set. Each of these subdirectories will contain: a) a text file with pie chart data summarizing the 

proportion of documents associated with each tag, b) lists of documents for each tag.  All files are tab-delimited 

text files that can be easily imported into Excel. 

Alternatively, you can also select any subset of the documents visible in the document list and export it to a 

file by right-clicking and choosing "Export Selected…"  Using this method, it is possible to export documents in 

the form of an Excel Workbook, as RIS citation files or as plain tab-delimited text.  The type of file exported 

depends upon your choice in the “Files of type” dropdown filter in the export dialog. 

Reports 
SWIFT-Review includes the ability to export data to Excel, allowing you to create detailed reports customized 

for your topic.  Additional report types will be integrated into future versions of SWIFT-Review. Example 7 

provides an example of this reporting functionality. 

Example 7: Compile a SWIFT-Review Report 
1. Load the Mercury project. For this exercise, we will once again use the SWIFT-Review Project 

MercuryPMIDs_sample.stp.  If you have not already obtained this project, it is available for download 

here: 

 

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.stp 

 

Load the project by choosing File > Load Project… from the menu. 

 

2. In the Tag Browser view, make the following selections: 

 

Level 1: Article Type = Research Articles 

https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.stp
https://api.sciome.com/SWIFTupdates/Tutorial/MercuryPMIDs_sample.stp
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Level 2: Evidence Stream = Human, Animal, and In Vitro 

Level 3: Health Outcomes (no selection) 

 

3. Choose Reports > Publish Current Tag Browser Selection…  Type in a file name, check all the boxes, 

and click OK. 

 

 

4. Open the resulting Microsoft Excel spreadsheet.  You should see an accurate reflection of the Tag 

Browser selections made in step 2. 
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5. Now create a new sheet called “Review Articles.”  Let’s compile a list of all the Review articles about 

our topic.  In the Tag Browser, choose the “MeSH Publication” Type tag category in level 1, and select 

“Review”.  Clear all selections in any subsequent levels.  This will filter and show the 81 review articles 

in this project.  In the document list, select all articles and then choose “Copy Selected” from the 

context menu.  Paste the Articles into your Excel Spreadsheet.  You may want to re-arrange the 

columns and provide column headers.  Save your Excel file and close it. 
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6. It can be useful to export a matrix of document counts associated with various pairs of SWIFT-Review 

tag categories.  For example, to create a matrix of document counts for tags in the Health Outcomes 

and Exposure categories, select Tools > Export Tag Heatmap… and fill in the resulting dialog as shown 

below.  You can either create a new file to store these results, or you can choose the same Excel file 

used in previous steps of this exercise. 

 

When you click “OK”, an Excel report will be created, with rows and columns named according to the 

tags in the chosen categories.  Each cell in the grid will contain the count of documents having the pair 

of tags designated by the intersection of that cell’s row and column labels.  Combinations of tags with 

large counts are colored in red and indicate potentially information-rich “pockets” of the literature; 

conversely, light blue and white cells indicate information poor topics.  


