This readme.txt file was generated on 2020/11/01 by Ezra Edgerton
GENERAL INFORMATION
1. Title of Dataset: Viral Outbreak Models Formatted 
2. File Information: 
   A. Filename: All files ending in _model.json at https://scholar.uc.edu/show/mc87pr82n including: 
10k_random_docs_model.json 
covid-19_q1_model.json
covid-19_q2_model.json 
covid-19_total_model.json
Ebola_model.json 
full_corpus_model.json 
H1N1_model.json 
HIV_model.json  
MERS_model.json 
SARS_model.json 
Zika_model.json

   B. Short description:
JSON file used for presenting visualization of created models, with the file’s prefix being the subcorpus of the viral outbreak that the model was trained on.
  
 C. Filename: All files ending in _model.json_special at https://scholar.uc.edu/show/mc87pr82n including:
Ebola_model_excl_covid19.json_special 
H1N1_model_excl_covid19.json_special 
HIV_model_excl_covid19.json_special
MERS_model_excl_covid19.json_special 
SARS_model_excl_covid19.json_special
Zika_model_excl_covid19.json_special

   D. Short description:
JSON file used for presenting visualization of created models, with the file’s prefix being the subcorpus of the viral outbreak that it was trained on. In this case the corpus was altered to exclude documents that also referenced COVID-19.
   
  G. If data set includes multiple files related to one another, include relationship here:
All files are structured identically, with each file representing a different viral outbreak. 

3. Principal Investigator Contact Information
   A. Name: James Lee
   B. Institution: University of Cincinnati Digital Scholarship Center
   C. Address: 911 Woodside Dr, Cincinnati Ohio
   D. Email: james.jlee@uc.edu
4. Associate or Co-investigator Contact Information
   A. Name: Danny Wu
   B. Institution: University of Cincinnati College of Medicine
   C. Address: 3230 Eden Ave, Cincinnati Ohio
   D. Email: wutz@ucmail.uc.edu

6. Date of data collection (single date, range, approximate date): 2020/07/14
7. Geographic location of data collection (where was data collected?): n/a
8. Date files were created: 2020/10/15
9. Are there multiple versions of the dataset? no
10. Information about funding sources that supported the collection of the data:
This data is a component to research supported by funding from the Andrew W. Mellon Foundation’s
Scholarly Communications Program awarded to the Digital Scholarship Center (AWMF 1708-04721).

METHODOLOGICAL INFORMATION
1. Description of methods used for collection/generation of data: 
Detailed description for all tools mentioned here are available on their sites, listed below:
Topic Coherence Measures: https://dl.acm.org/doi/10.1145/2684822.2685324
LDA Topic Models with Gensim: https://radimrehurek.com/gensim/models/ldamodel.html
Latent Dirichlet Allocation (LDA): https://www.di.ens.fr/~fbach/mdhnips2010.pdf
Machine Learning in Python: https://scikit-learn.org/stable/index.html
JavaScript library for manipulating documents: https://d3js.org/
Processing biomedical, scientific or clinical text in Python: https://allenai.github.io/scispacy/

2. Methods for processing the data: 
COVID-19 data was downloaded from https://ai2-semanticscholar-cord-19.s3-us-west-2.amazonaws.com/historical_releases.html on 14 July. All documents were cleaned and tokenized using the SciSpacy large pos-tagger as a dictionary. Six Gensim models were run for each subcorpus - SARS, MERS, H1N1, HIV, Zika, Ebola, COVID-19, COVID-19: Jan-Mar 2020, COVID-19 Apr-Jul 2020, as well as on the entire document set. For viruses outside of COVID-19, documents with fewer than 2 occurrences of the virus name were not included. For the model data files ending in _special models, we used only documents with more than two virus occurrences and excluded documents with any occurrences of COVID-19 terms. We then took the learned word distributions of all the topics in these models and clustered with Kmeans (K=number of topics in models) and then normalize and project with PCA each of the topics in each of the models run on the subcorpus. We use the Scikit-Learn Python library for clustering and projection. We then create links between the topics based on whether a document in the subcorpus is probable to occur in both of those topics. We store the count of the documents that occur in both topics as a weight to those links. We also generate a metadata csv string, linking each document in each topic with its ID and score, so it can easily be accessed through our Elasticsearch server. For the sake of size, we included only documents above .3 probability in these topic documents lists. 
3. Instrument-specific information needed to interpret the data: 
Follow included links to the visualization on the DSC platform. These are found in the section below, “SHARING/ACCESS INFORMATION : 3. Links to other publicly accessible locations of the data”. For example, to analyze and interpret the model for the first quarter of COVID-19 research, follow this link: https://skpn.themlmom.com/lda/vis?method=hdsr&model=severe_acute_respiratory_syndrome_coronavirus_2-OR-covid-19-OR-sars_cov_2_q1&num_topics=15&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=2,192&nodesize=docs
5. Environmental/experimental conditions:
Each model was run with one of the following random seeds 0, 100, 200, 300, 400, or 500.
6. Describe any quality-assurance procedures performed on the data:
We used topic coherence measures as well as human evaluation. In our case we used the context vector measure, Cv. 
8. People involved with sample collection, processing, analysis and/or submission:
Ezra Edgerton, Erin Mccabe, Suraj Kannayyagari

DATA-SPECIFIC INFORMATION
1. Parameters and/or variables used in the data set: Each json file is structured as follows:

TOP LEVEL: a dict with the following keys: ‘formatted’- object, ‘formatted_proj’- an array, and ‘metadata’-a csv
‘formatted’:
Nodes: empty list
Links: an array of link objects with “id”, “source”, “target” and “weight” scores. 
Source and target link to node id’s that will be created from the “formatted_proj” arrays. The format for these id’s is “m” + model_number + “:” + topic_number
Id combines both source and target id’s for quick removal
Weight is the number of documents above the .3 threshold occurring in both topics.

“formatted_proj”: an array of six objects, each of them storing one model’s topic-doc data. Array indexes correspond to topic information across the model, where each array’s first element is  one topic in the model.
Each object has the following attributes:
Clusters: An array of ints storing the cluster number for each topic
Docs: An array of two item arrays storing the document metadata indexes and scores for each document in each topic
Level: 1, a value
Locations: An array of x, y locations for each topic, calculated from the 2d pca
Top_words: An array of strings storing the top words and their scores for each topic.
Topic_weights: An array of floats, scoring the sum of the word scores in each topic
In our tool this information is used to create a nested tree structure for clusters and topics and words, as well as to create the nodes for our topic projection.

“metadata”: csv formatted string with no header. Each row represents one document and has 9 columns, storing the following information by index:
[0] - blank
[1]-document title
[2]-authors list
[3]-blank
[4]-blank
[5]-blank
[6]-date YYY-MM-DD
[7]-blank
[8]-article id (used for Elasticsearch)
   

5. Additional related data collected that was not included in the current data package:
Within the site, each article’s id is linked with the full text of that article in Elasticsearch.
SHARING/ACCESS INFORMATION 
1. Licenses/restrictions placed on the data:
CC0 1.0 Universal
2. Links to publications that cite or use the data: Forthcoming

3. Links to other publicly accessible locations of the data:
· Total the whole corpus (85,663 documents):
https://skpn.themlmom.com/lda/vis?method=hdsr&model=full_corpus&num_topics=30&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=85,663&nodesize=docs
· SARS OR "Severe Acute Respiratory Syndrome" (30,382 documents)
https://skpn.themlmom.com/lda/vis?method=hdsr&model=SARS-OR-Severe_Acute_Respiratory_Syndrome_m2&num_topics=45&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=30,382&nodesize=docs
·     SARS OR "Severe Acute Respiratory Syndrome" excluding COVID-19
https://skpn.themlmom.com/lda/vis?method=hdsr&model=SARS-OR-Severe_Acute_Respiratory_Syndrome_m2_special&num_topics=45&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=13,762&nodesize=docs
· MERS OR "Middle East Respiratory Syndrome", (8,755 documents)
https://skpn.themlmom.com/lda/vis?method=hdsr&model=MERS-OR-Middle_East_Respiratory_Syndrome_m2&num_topics=45&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=8,855&nodesize=docs
·   MERS OR "Middle East Respiratory Syndrome" excluding COVID-19:
https://skpn.themlmom.com/lda/vis?method=hdsr&model=MERS-OR-Middle_East_Respiratory_Syndrome_m2_special&num_topics=45&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=4,566&nodesize=docs
· HIV OR "human immunodeficiency virus" OR AIDS OR "acquired immunodeficiency syndrome" (12,024 documents)
https://skpn.themlmom.com/lda/vis?method=hdsr&model=HIV-OR-human_immunodeficiency_virus-OR-AIDS-OR-acquired_immunodeficiency_syndrome_m2&num_topics=55&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=12,024&nodesize=docs
· HIV OR "human immunodeficiency virus" OR AIDS OR "acquired immunodeficiency syndrome" excluding COVID-19
https://skpn.themlmom.com/lda/vis?method=hdsr&model=HIV-OR-human_immunodeficiency_virus-OR-AIDS-OR-acquired_immunodeficiency_syndrome_m2_special&num_topics=55&nodesize=docs&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=10,236&nodesize=docs
· “severe acute respiratory syndrome coronavirus 2" OR "covid-19" OR "sars-cov-2",
· Total: 31,818 documents 
https://skpn.themlmom.com/lda/vis?method=hdsr&model=severe_acute_respiratory_syndrome_coronavirus_2-OR-covid-19-OR-sars_cov_2&num_topics=40&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=31,818&nodesize=docs
· January – March 2020
https://skpn.themlmom.com/lda/vis?method=hdsr&model=severe_acute_respiratory_syndrome_coronavirus_2-OR-covid-19-OR-sars_cov_2_q1&num_topics=15&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=2,192&nodesize=docs
· April – June 2020
https://skpn.themlmom.com/lda/vis?method=hdsr&model=severe_acute_respiratory_syndrome_coronavirus_2-OR-covid-19-OR-sars_cov_2_q2&num_topics=35&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=25,169&nodesize=docs
· Zika (1,096 documents)
https://skpn.themlmom.com/lda/vis?method=hdsr&model=Zika_m2&num_topics=15&tfidf=False&passes=40&corpus=Covid&level_select=article&dn=1,096&nodesize=docs
· Zika excluding COVID-19 
https://skpn.themlmom.com/lda/vis?method=hdsr&model=Zika_m2_special&num_topics=20&tfidf=False&passes=40&corpus=Covid&level_select=article&dn=872&nodesize=docs
· H1N1 OR "Influenza A" (12,720 documents)
https://skpn.themlmom.com/lda/vis?method=hdsr&model=H1N1-OR-Influenza_A_m2&num_topics=45&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=12,720&nodesize=docs
· H1N1 OR "Influenza A" excluding COVID-19
https://skpn.themlmom.com/lda/vis?method=hdsr&model=H1N1-OR-Influenza_A_m2_special&num_topics=45&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=10,469&nodesize=docs
· Ebola OR EVD OR "Ebola Virus Disease" (4,089 documents)
https://skpn.themlmom.com/lda/vis?method=hdsr&model=Ebola-OR-EVD-OR-Ebola_Virus_Disease_m2&num_topics=15&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=4,089&nodesize=docs
· Ebola OR EVD OR "Ebola Virus Disease" excluding COVID-19
https://skpn.themlmom.com/lda/vis?method=hdsr&model=Ebola-OR-EVD-OR-Ebola_Virus_Disease_m2_special&num_topics=15&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=3,115&nodesize=docs
9. 10k_rand
    https://skpn.themlmom.com/lda/vis?method=hdsr&model=10k_rand&num_topics=30&tfidf=False&passes=20&corpus=Covid&level_select=article&dn=10,000&nodesize=docs

4. Links/relationships to ancillary data sets:
· COVID-19 data was downloaded from https://ai2-semanticscholar-cord-19.s3-us-west-2.amazonaws.com/historical_releases.html on 14 July. 
· Related model data is found as part of this Scholar collection under the dataset titled, Viral Outbreak Model Centrality Files.

5. Was data derived from another source?
   A. List source(s):
COVID-19 data was downloaded from https://ai2-semanticscholar-cord-19.s3-us-west-2.amazonaws.com/historical_releases.html on 14 July.

6. Recommended citation for the data:
Edgerton, E. J. (2020, October 20). Viral Outbreak models formatted [.csv]. Cincinnati.


Credits: Template provided by the University of Minnesota Libraries, http://lib.umn.edu/datamanagement
https://drive.google.com/file/d/0B5Dm3XFQloc4RDY4VEM4OFJobUk/view


