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B. Document Scope, Findings, and Recommendations 

This document summarizes the results of the National Center for Genome Analysis Support 

(NCGAS) Annual User Assessment conducted among 1922 potential respondents from April 5 

through April 30, 2021. This assessment is conducted each year to determine the quality, 
appropriateness, and efficacy of NCGAS services, and to predict future trends and needs. This 

year, the content population surveyed has changed somewhat. In previous years, the survey 

population has been drawn from only users with NCGAS allocations; in other years, users of 
Trinity Galaxy and GenePattern have been included. This year, the population included 1077 

users with NCGAS allocations as well as 845 enrollees in NCGAS workshops. 

 

B.1 Findings 

Findings from the NCGAS Annual User Assessment include the following: 

• A significant majority of respondents (91%) are “somewhat satisfied” or “very satisfied” with 
their overall experience using NCGAS resources. 

• The most highly rated NCGAS services or aspects of its services are its Educational Materials 
(4.54/5.0), Talks and Guest Lectures (4.46/5.0), and Response Time (4.46/5.0). While still rated 
very highly, use of Indiana University-apportioned Carbonate Clusters (4.29) and Blogposts and 
Social Media (4.31/5.0) are the lowest rated among the items evaluated. 

• The resources and services most used by NCGAS users are the Carbonate cluster (15%) and 
Assistance with education and/or training (13%). 

• NCGAS users are most often graduate students (32%), university faculty or equivalent (29%), or 
postdoctoral fellows (20%). 

• Over 16% of respondents report that NCGAS resources are extremely important in carrying out 
their research programs; another 25% describe NCGAS resources as very important in 
conducting their research programs. 

• Thirty-five percent of respondents are affiliated with doctoral-granting institutions; just over 
two percent described their institution as a Minority-Serving Institution (MSI) and less than five 
percent indicated their institution is located in an EPSCoR state. 

• Twenty-four percent of respondents are located at institutions outside the US, with 15% of 
those at institutions in countries that have, historically, experienced economic disadvantages. 

• Thirty percent of respondents first heard of NCGAS from a colleague and/or word-of-mouth 
interactions. 

• Twenty percent of all respondents are affiliated with Indiana University, NCGAS’s host 
institution. 

• While nearly 40% of respondents report having used NCGAS services as a graduate student, only 
5% report having done so as an undergraduate. 

• Over half of respondents reporting are funded, at least in part, by two agencies: the National 
Science Foundation (24%) and/or the National Institutes of Health (27%). Another significant 
portion of users who indicated a funding source are funded by international agencies and/or 
government entities (13%). 

 

B.2 Recommendations 

• Building on increased participation by users from non-research-focused institutions and those 
in underserved areas, continue to increase outreach efforts to Minority-Serving Institutions 
(MSIs) and teaching-focused institutions (e.g., Associate’s, Bachelor’s, and Master’s degree-
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granting institutions), as well as those located in EPSCoR states. 

• Continue ongoing outreach and training efforts targeting undergraduate and graduate students. 

• Qualitative and quantitative data indicate that users are extremely satisfied with their overall 
NCGAS experience, especially in the area of user support. NCGAS should continue its emphasis 
on user support functions and user interactions to maintain its high-quality user experience. 

• Regarding the specifics of the annual user survey deployment, care should be taken to ensure 
that populations are clearly defined and differentiated so as to make the best use of data, and so 
that findings can be targeted to specific populations. Further, ensure that population members 
are active users who have interacted with NCGAS resources within the 12-month period 
preceding the data collection effort. 

• Participants in NCGAS-sponsored workshops and trainings are surveyed both before and after 
such sessions; these participants do not necessarily offer the best data for the project, as 
interaction with NCGAS may not extend past the workshop. Consider excluding workshop 
participants who do not interact with NCGAS in other capacities in future Annual User 
Satisfaction assessments. 

 

C. Survey Methodology and Results 
C.1 Collection Methodology 

The NCGAS Annual User Assessment was conducted from April 5 through April 30, 2021, and was 

available to all current and past users with active NCGAS accounts, which includes both allocated users 

and recent workshop participants, without regard to user status or institutional affiliation (the data 
collection instrument is included in Section D.1). NCGAS users were not required to participate and were 

able to opt out of the survey. Those who chose to participate were only eligible to do so once during the 
deployment period; the survey was accessed via a custom link specific to each member of the population 

and after completing the survey (or opting out), the survey was no longer accessible. 
 
The total number in the population was 1922, comprised of 1077 NCGAS users and 845 workshop 
participants, with 242 choosing to participate. Respondents were not required to answer any questions 

and were free leave the survey at any time or to skip questions they did not wish to answer; therefore, 
the N varies from question to question. After recoding some responses—where the respondent agreed 

to participate but did not provide any further responses—as implicit refusals, the effective rate of 
response for all respondents was 12.6%. The rate was 9.3% for users and 16.8% for workshop 

participants. This population was the largest to-date for the NCGAS Annual User Survey, which can be 
accounted for based on the inclusion of 845 participants in workshops in addition to the already large 

list of NCGAS users. 
 
The data collection instrument was submitted under protocol #1407478943A006 
to the Indiana University Institutional Review Board and was granted “exempt” status. As such, the 

resulting data may be published externally in reports, presentations, and other documents, so long as 
data are presented in aggregate form and no identifying information is divulged. While all identifying 

information is redacted for public consumption, please note that responses were initially associated 
with the respondent’s name, email address, and institution and cannot be considered anonymous; in 

some cases, this may have a bearing on the responses provided and should be considered when 
reviewing and analyzing the data. 
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C.2 Results 

In this survey, NCGAS users were asked to rate their level of satisfaction, ranging from “very dissatisfied” 

to “very satisfied,” with a number of NCGAS services, and with the entirety of their experience 
interacting with NCGAS. Overall, 91% of all respondents report they are either “somewhat satisfied” to 

“very satisfied” in their overall experience using NCGAS services. Applying a standard Likert scale to the 
responses provided, with “1” being “very dissatisfied” and “5” being “very satisfied,” the mean 

satisfaction with all services evaluated is well above 4.0 on a 5.0 scale. Educational Materials (4.54), 
Talks and Guest Lectures (4.46), and Response Time (for help requests) (4.46) are the most highly rated. 

Notably, mean satisfaction with users’ overall experience with NCGAS is 4.58 on a 5.0 scale. The 
satisfaction means and rating distributions are presented in Figure 1. 

 

 

Figure 1: Distribution and mean satisfaction with NCGAS services 
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Respondents were also asked to identify the NCGAS services and/or resources they have used, and were 

able to select all applicable answers. Of the resources and services offered, the three chosen most 
frequently are the Indiana University-apportioned Carbonate cluster (15%), NCGAS’s Assistance with 

Education and/or Training (13%), and the Help Desk or Technical Support (10%). Figure 2 represents 
use of NCGAS services, aspects of services, and resources by respondents. 

 

  
Figure 2: NCGAS resources and services used by respondents 

 

Survey respondents were asked how important NCGAS resources are to their research projects. Given 

Figures 3a-3c represent the degree of importance users, participants, and all respondents in aggregate 
afford to NCGAS resources and services. The mean for users was 3.09, and 2.90 for participants, with 

2.98 for all respondents. 
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Figures 3a, 3b: Importance of NCGAS resources and services (users and participants) 

 

 
Figure 3c: Importance of NCGAS resources and services (all respondents) 

 
 
Qualitative data underscores respondents’ high levels of usefulness, satisfaction, and criticality found in 
the quantitative data: 

• NCGAS resources facilitate large data analyses in order to explore unanswered questions in 
marine genomics and microbial ecology. Without access to these resources, the analyses needed 
to be performed in my projects would be extremely difficult, if not impossible, to get done. 

• Our lab uses multiple NCGAS resources including Research Desktop, slate/project spaces, SDA to 
do bioinformatics analysis on next-generation sequencing data and archive big data projects. We 
recently increased our slate space utilization as our projects ramped up. Therefore, NCGAS 
resources are extremely important to the success of our lab and will result in many publications 
in the next few years. 

• As I do not have access through a powerful computer at my lab/university, I am using the 
NCGAS resources to assemble and annotate two transcriptomes based on RNA seq data. Without 
these transcriptomes, the analysis of this data would be impossible. 

• [They] allow me doing all my work virtually and all the necessary packages have been installed 
with all the dependencies. Very good job allocation pipeline and I usually can run jobs in the 
same week. Awesome service. 

• My institution is a small research institution, with little research infrastructure. There are no 
HPC resources at all available at my institution. It is not possible to do the most important part 
of my work (metagenomic assembly) without any of the NCGAS resources. I am grateful that I 
have been given the opportunity to use these resources. Without them, I would not know where 
to even begin analyzing my data. 
 

All qualitative comments are included in Section D.4-6. 
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Respondents were also asked about future workshops they would be interested in attending. Twenty-
two percent of respondents report interest in Python for Biologists, with Machine Learning for 
Biologists following closely with twenty-one percent. Genome Assembly and Annotation also has a high-
level of interest, with nineteen percent of respondents choosing it. Two percent chose other; associated 
full text responses are included in Section D8. Figure 4 presents the full range of respondent interest in 
workshops NCGAS might consider holding in the future. 
 

 

  
Figure 4: Workshops respondents would be interested in attending 
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D. Appendix 
D.1 Informed Consent and Questionnaire 

NCGAS Annual User Survey – 2021 
 

Start of Block: Informed Consent Block 

Q1 National Center for Genome Analysis Support User Survey 
INFORMED CONSENT: 
 You are invited to participate in a research study conducted by the principal investigator of the National 
Science Foundation-funded National Center for Genome Analysis Support (NCGAS) project. We ask that 
you read this statement and ask any questions you may have before agreeing to take part in the survey. 
This study is administered on behalf of the NCGAS project by the Indiana University Pervasive 
Technology Institute and is funded, in part, by the National Science Foundation.   

 
STUDY PURPOSE: 
 The purpose of the NCGAS User Survey is to assess current and future computational needs of the 
biological research community, as well as additional services we can provide to help your 
research/analysis. Survey information will be used to guide NCGAS personnel in (1) assessing and 
addressing current and future needs, (2) focusing outreach and training efforts, (3) making decisions 
related to resource provisioning, and (4) informing plans for future expansion of resources and services. 
Further, this study inquiries about training methods, research tools, institutional characteristics, users' 
funding agencies, etc., and informs research publications, grant and supplemental solicitations, agency 
reporting requirements, best practice theories, and conference presentations.   
  

PROCEDURES FOR THE STUDY: 
 If you agree to take part in the study, you will complete an online survey in which you will not be 
required to provide any identifying information. You will be asked if members of the research team may 
contact you for additional follow-up (i.e., to gain further insight about your experiences or concerns, to 
invite your participation in case studies, etc.) but you may decline to consent. If you consent to further 
contact, you will be asked to provide your name and contact information. You will also be given the 
opportunity to associate your comments with your contact information for the purpose of facilitating 
further contact. The survey will remain confidential, and survey responses will not be associated with 
any identifying information, unless you specifically grant permission to do so. 
  
 You will receive an initial letter of invitation via email, followed by up to three (3) reminder messages. 
After the initial letter of invitation, only those who have not responded will receive subsequent 
messages. You will have the opportunity to opt out of all future communications upon receipt of the 
initial letter of invitation. The survey should not take more than 10 minutes to complete, with an 
average time for completion in the eight- to ten-minute range.  
  
 CONFIDENTIALITY: 
 Efforts will be made to keep any personal information that you might inadvertently disclose 
confidential. We cannot guarantee absolute confidentiality. Your personal information may be disclosed 
if required by law. Your identity will be held in confidence in reports in which the survey results may be 
published and/or databases in which results may be stored. 
  
 Organizations that may inspect and/or copy survey records for quality assurance and data analysis 
include groups such as the study investigator and research associates, the Indiana University 
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Institutional Review Board or its designees, the study sponsor, the National Science Foundation, and (as 
allowed by law) state or federal agencies, specifically the Office for Human Research Protections 
(OHRP). 
  
 CONTACTS FOR QUESTIONS OR PROBLEMS: 
 For questions about the study, contact Indiana University Information Manager Julie Wernert at (812) 
856-5517 or jwernert@iu.edu. For questions about your rights as a participant or to discuss problems, 
complaints, or concerns about a research study, to obtain information, or to offer input, please contact 
the IU Human Subjects Office at (812) 856-4242 or by email at irb@iu.edu. 
  

VOLUNTARY NATURE OF STUDY: 
 Taking part in this study is voluntary. You may choose not to take part or may leave the survey at any 
time. Leaving the survey will not result in any penalty. Your decision whether or not to participate in 
this survey will not affect your current or future relations with the Indiana University Pervasive 
Technology Institute, the NCGAS project, or the National Science Foundation.   
 This study was approved by the Indiana University Institutional Review Board on April 1, 2021. Please 
reference study #1407478943A006/Exempt when inquiring.     Do you agree to participate? 

o I agree  (1)  

o I disagree  (2)  

 

Skip To: End of Survey If National Center for Genome Analysis Support User Survey   INFORMED 
CONSENT:You are invited to par... = I disagree 

End of Block: Informed Consent Block 

 

Start of Block: Screener block 

Q36 You have received this assessment because you are listed among NCGAS users and/or workshop 
participants. Whether or not you have used NCGAS resources or were able to attend a workshop within 
the last year, we are soliciting your feedback. 
 
Would you like to continue?  

o Yes  (1)  

o No  (3)  

Skip To: End of Survey If You have received this assessment because you are listed among NCGAS users 
and/or workshop partic... = No 

End of Block: Screener block 

 

Start of Block: Services, Research Block 
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Q31 Which NCGAS services and/or resources have you (or a member of your group) used? Select all that 
apply. 

▢ Short-term bioinformatics consulting  (1)  

▢ Long-term bioinformatics consulting  (2)  

▢ Help desk and/or technical support for using NCGAS computing resources  (3)  

▢ Assistance with education and/or training  (4)  

▢ Carbonate  (5)  

▢ XSEDE Bridges  (14)  

▢ Project or scratch space  (7)  

▢ Scholarly Data Archive  (8)  

▢ NCGAS genome browsers  (11)  

▢ XSEDE Jetstream (IU/TACC)  (18)  

▢ Big Red III  (17)  

▢ Karst  (15)  

▢ Research Desktop (RED)  (19)  

▢ Other local institutional resources  (20)  

▢ Not sure  (12)  

▢ Other  (21) ________________________________________________ 

▢ None of the above  (22)  
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Q30 Please tell us which of the following your research involves. Select all that apply. 

▢ Genome assembly  (4)  

▢ RNA-Seq approaches  (1)  

▢ Microbiome/metagenomic assembly and analysis  (2)  

▢ Metatranscriptome assembly and analysis  (12)  

▢ Whole genome structural analysis, i.e., nucleosome mapping, high-resolution DNase sensitivity, 
transposon insertion sequencing, etc.  (3)  

▢ Protein-DNA interactions with ChIP-seq  (5)  

▢ Methylation studies  (6)  

▢ Proteomics/mass spectrometry  (8)  

▢ Genome annotation/ortholog discovery  (9)  

▢ SNPs/variant analysis  (7)  

▢ Variant discovery/population genomics  (11)  

▢ Other:  (10) ________________________________________________  

End of Block: Services, Research Block 

 

Start of Block: Usage, Importance Block 
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Q2 How did you learn about NCGAS? Select all that apply. 

▢ Conference or workshop  (1)  

▢ Academic journal, paper, or website  (2)  

▢ Course lecture or class presentation  (3)  

▢ Press coverage  (4)  

▢ Newsletter, email solicitation, or survey  (5)  

▢ From a colleague (word of mouth)  (6)  

▢ Social media  (8)  

▢ NCGAS website and blog  (9)  

▢ Other:  (7) ________________________________________________  

 

 

Q3 What percentage of your bioinformatics computation is done using NCGAS resources? 

 0 10 20 30 40 50 60 70 80 90 100 

 

Percentage of bioinformatics computation using 
NCGAS resources ()  
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Q4 On a scale of 1-5, with "1" being "not important at all" and "5" being "extremely important," how 
important are NCGAS resources to the execution of your research project(s)? 

o 1 - Not at all important  (43)  

o 2 - Slightly important  (44)  

o 3 - Moderately important  (45)  

o 4 - Very important  (46)  

o 5 - Extremely important  (47)  

 

 

Display This Question: 

If On a scale of 1-5, with "1" being "not important at all" and "5" being "extremely important," how... != 
1 - Not at all important 

 

Q5 Please elaborate on how NCGAS resources are important to your work. Please do not include any 
identifying  information in your comments. 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

 

 

Page Break  
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Q13 On a 1-5 scale, with "1" being "very dissatisfied" and "5" being "very satisfied", please rate your 
satisfaction with the following NCGAS services. If you have no basis for evaluation, please select not 
applicable. 

 
Very 

dissatisfie
d (58) 

Somewhat 
dissatisfie

d (59) 

Neither 
satisfied 

nor 
dissatisfie

d (61) 

Somewha
t satisfied 

(62) 

Very 
satisfie
d (63) 

Not 
applicabl

e (64) 

Genome 
analysis/bioinformatic

s consulting (1)  o  o  o  o  o  o  
Use of software 

community tools 
deployed by NCGAS 

(e.g., JBrowse, etc.) (2)  
o  o  o  o  o  o  

Use of the Carbonate 
clusters (3)  o  o  o  o  o  o  

Educational materials 
(e.g., courses, tutorials) 

(4)  o  o  o  o  o  o  

Talks and guest 
lectures (5)  o  o  o  o  o  o  

Response time (6)  o  o  o  o  o  o  
Overall satisfaction 

with NCGAS (7)  o  o  o  o  o  o  
Blogposts and social 

media (9)  o  o  o  o  o  o  
NCGAS RNAseq 

pipeline (10)  o  o  o  o  o  o  
 

 

 

Page Break  
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Q14 What do you like about NCGAS resources? Please do not include any identifying information in your 
comments. 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

 

 

 

Q15 How can we improve our support of your research needs? Please do not include any 
identifying  information in your comments. If you have specific comments or requests, please contact 
help@ncgas.org. 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

 

End of Block: Usage, Importance Block 

 

Start of Block: Benefits, Interest Block 
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Q8 Which of the following resources offer the greatest benefit to your research? Select your top three (3) 
choices. 

▢ Short-term storage of raw data  (1)  

▢ Long-term storage of finished data sets  (2)  

▢ Memory during computations  (3)  

▢ CPU speed/number of available cores  (4)  

▢ GPU  (5)  

▢ Labor/personnel  (6)  

▢ Bandwidth/moving big data  (7)  

▢ Long-term web hosting  (8)  

▢ Access to reference data  (9)  

▢ Assistance with education and/or training  (12)  

▢ Consultation time  (13)  

▢ Install/curated bioinformatic applications  (11)  

▢ Cloud computing  (15)  

▢ Other:  (10) ________________________________________________  
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Q37 We are developing the following workshops; which would you be interested in attending? Select all 
that apply. 

▢ Genome assembly and annotation  (3)  

▢ Python for Biologists  (4)  

▢ Data management and collaboration in HPC  (5)  

▢ Epigenetics (methylomics and other methods)  (6)  

▢ RAD-seq analysis  (1)  

▢ Machine Learning for Biologists  (2)  

▢ Other:  (7) ________________________________________________  

End of Block: Benefits, Interest Block 

 

Start of Block: Products Block 
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Q56 Please tell us about any products you have produced that have benefited in some way from use of 
NCGAS resources. Select all that apply. 

▢ ⊗Not applicable  (1)  

▢ Journal articles  (2)  

▢ Books  (3)  

▢ Book Chapters  (4)  

▢ Thesis/Dissertations  (5)  

▢ Conference Papers and Presentations  (6)  

▢ Other Publications  (7)  

▢ Technologies or Techniques  (8)  

▢ Patents  (9)  

▢ Inventions  (10)  

▢ Licenses  (11)  

▢ Datasets  (14)  

▢ Websites  (12)  

▢ Software  (15)  

▢ Other:  (13) ________________________________________________  

Skip To: End of Block If Please tell us about any products you have produced that have benefited in some 
way from use of N... = Not applicable 
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Q59 Please provide citations for the products (including theses, dissertations, and conference 
presentations) that you indicated have benefited from the use of NCGAS, including title, authors, 
publication, publication date, when and where presented, URL, and/or digital object identifier (DOI). 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

________________________________________________________________ 

 

End of Block: Products Block 

 

Start of Block: Demographic block 

 

Q60 To help us contextualize your responses, please answer the following demographic questions. To 
ensure your survey responses remains confidential, please do not include any identifying information in 
your comments. If you have questions or concerns and would like to be contacted by NCGAS staff, please 
email us at help@ncgas.org. 

 

 

 

Q18 Have you used NCGAS services as an undergraduate and/or as a student at a two-year college? 

o Yes  (1)  

o No  (2)  

 

 

 

Q19 Have you used NCGAS services as a graduate and/or PhD student? 

o Yes  (1)  

o No  (2)  
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Q22 Are you a member of the Indiana University community? 

o Yes  (1)  

o No  (2)  

 

 

 

Q47 What is your primary research field or field of study? 

▼ Arts and Humanities (1) ... Not applicable (22) 

 

 

 

Q26 From which of the following agencies do you have funding? Select all that apply. 

▢ National Science Foundation  (1)  

▢ National Institutes of Health  (2)  

▢ Department of Energy  (3)  

▢ US Department of Agriculture  (4)  

▢ Department of Defense  (5)  

▢ Environmental Protection Agency  (6)  

▢ National Oceanic and Atmospheric Administration  (8)  

▢ Department of the Interior  (10)  

▢ Other:  (7) ________________________________________________  
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Q28 What is your status as a user of NCGAS services and resources? 

o I am the owner of an NCGAS allocation.  (1)  

o I am on someone else's allocation.  (2)  

o I am not associated with an NCGAS allocation.  (3)  

Q43 Which of the following describe your institution? Select all that apply. 

▢ Institution located in an EPSCoR state  (1)  

▢ Minority-serving institution (MSI)  (2)  

▢ Associate's college (all degrees are at the associate level)  (3)  

▢ Baccalaureate college/university  (4)  

▢ Master's college/university  (5)  

▢ Doctorate-granting University  (6)  

▢ Teaching-focused institution  (7)  

▢ Research-focused institution  (8)  

▢ Government lab or center  (9)  

▢ High performance computing resource provider (e.g., NCSA, TACC, etc.)  (10)  

▢ Non-profit organization (non-academic)  (11)  

▢ Corporate/industrial organization  (12)  

▢ I don't know  (13)   
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Display This Question: 

If Which of the following describe your institution? Select all that apply. = Institution located in an 
EPSCoR state 

Or Which of the following describe your institution? Select all that apply. = Minority-serving institution 
(MSI) 

Or Which of the following describe your institution? Select all that apply. = Associate's college (all 
degrees are at the associate level) 

Or Which of the following describe your institution? Select all that apply. = Baccalaureate 
college/university 

Or Which of the following describe your institution? Select all that apply. = Master's college/university 

Or Which of the following describe your institution? Select all that apply. = Doctorate-granting 
University 

Or Which of the following describe your institution? Select all that apply. = Teaching-focused 
institution 

Or Which of the following describe your institution? Select all that apply. = Research-focused 
institution 

 

Q42 What is the size of your academic institution? 

o Small (fewer than 3,000 degree-seeking students)  (1)  

o Medium (3,000 - 10,000 degree-seeking students)  (2)  

o Large (more than 10,000 degree-seeking students)  (3)  

o Not applicable  (4)  

 

 

 

Q53 What is your primary institutional affiliation? 

________________________________________________________________ 

 

 

 

Q49 Considering your primary institutional affiliation, indicate the country in which that institution is 
located. 

▼ United States (1) ... Other (253) 
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Display This Question: 

If Considering your primary institutional affiliation, indicate the country in which that institutio... = 
United States 

 

Q54 In which state is your institution located? 

▼ Alabama (1) ... Wyoming (50) 
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Q46 Select your primary role. 

o Executive leadership (e.g., director, CIO, etc.)  (1)  

o University faculty or equivalent  (2)  

o University/center research staff or equivalent (non-postdoctoral)  (3)  

o University/center non-research support staff (or equivalent)  (4)  

o Postdoctoral fellow  (5)  

o Graduate student  (6)  

o Undergraduate student  (7)  

o Other (please specify):  (8) ________________________________________________ 

Q45 What is your race? Select all that apply. 

▢ Alaskan Native  (1)  

▢ American Indian  (2)  

▢ Asian or Asian-American  (3)  

▢ Black or African-American  (4)  

▢ Native Hawaiian or other Pacific Islander  (5)  

▢ White  (6)  

▢ Other:  (7) ________________________________________________ 

▢ Prefer not to disclose  (8)   
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Q44 What is your gender? 

o Female  (1)  

o Male  (2)  

o Nonbinary  (3)  

o Other:  (4) ________________________________________________ 

o Prefer not to disclose  (5)  

 

End of Block: Demographic block 

 

Start of Block: Contact info block 

 

Q35 May we contact you regarding your responses? 

o Yes  (5)  

o No  (6)  

 

 

Display This Question: 

If May we contact you regarding your responses? = Yes 

 

Q48 You have granted consent for additional contact. Please provide your name and preferred contact 
information. 

o Name  (7) ________________________________________________ 

o Email  (8) ________________________________________________ 

o Phone Number  (9) ________________________________________________ 

 

End of Block: Contact info block 
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D.2 Open Text Responses: Which NCGAS services and/or resources have you (or a 
member of your group) used?  

• I attended one of your workshop on using High Power Computing 
• Attended workshop; course on R; metagenomics workshop 
• NGS free online course 
• NCGAS hosts NCBI in the cloud workshop 
• R programming 
• NCGAS training 
• Coding courses 
• R for Biologists 
• Introduction to R workshop 
• Trinity 
• Genepattern 
• bioinformatics classes on R 
• supercomputing for everyone series 
• trinity 
• indiana trinity galaxy portal 
• bioinformatics training workshops 
• NCGAS – TRINITY 
• Workshop - Intro to R for Biologists 

 

D.3 Open Text Responses: How did you learn about NCGAS?  
• I work at Indiana University.  
• XSEDE Campus Champions Program 
• From my advisor 
• Through online searching for available resources for transcriptome assembly 
• Workshop in methods 
• Google 
• Google 
• Mailing list (evolution directory) 
• Graduate student 
• Can't remember - somehow from my NSF funded affiliation 
• I was directed there because the Broad server was running out of space 
• Broad institute genepattern website 
• don't remember 
• don't recall 
• Professor 
• Colleague 
• Irene Newton  
• CEWiT 
• Trinity Github 

 

D.4 Open Text Responses: Please elaborate on how NCGAS resources are important to 
your work. 

• Any academic can access, even those with no funding can try this kind of work. 
• For reliability and accuracy, due to support by knowledgeable and available staff 
• In fact, the skills I learned here are used in my research field which is economics. I work on big 

data. 
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• La cantidad de recursos presentes en NCGAS es de suma importancia debido a la facilidad de uso 
y disponibilidad. 

• Resources and help to conduct transcriptomics. 
• Consulting has been helpful along with pipelines to help navigate a workflow. 
• NCGAS resources facilitate large data analyses in order to explore unanswered questions in 

marine genomics and microbial ecology. Without access to these resources, the analyses needed 
to be performed in my projects would be extremely difficult, if not impossible, to get done. 

• Education and training of PI 
• The resources helped me get familiar with my research topic 
• We don’t have resources to accomplish this task 
• Our lab uses multiple NCGAS resources including Research Desktop, slate/project spaces, SDA to 

do bioinformatics analysis on next-generation sequencing data and archive big data projects. We 
recently increased our slate space utilization as our projects ramped up. Therefore, NCGAS 
resources are extremely important to the success of our lab and will result in many publications 
in the next few years. 

• Not very, have transition to using a more local supercomputer 
• As I do not have access through a powerful computer at my lab/university, I am using the 

NCGAS resources to assemble and annotate two transcriptomes based on RNA seq data. Without 
these transcriptomes, the analysis of this data would be impossible. 

• I guess I got training into some bioinformatics insights through NCGAS 
• Workshops 
• Publications, trainings, workshops 
• Even though I don’t work using the computing resources, I gained a lot of knowledge with the 

online workshop I attended. I got a grasp of what I can do with NCGAS resources and I'm 
confident I will use them in the future. For now, these are "very important" since my 
performance is due, in a great capacity, to the knowledge I acquire.   

• NCGAS allows me to have access to a computing cluster that maintains and easy access to the 
software I need for my analysis. 

• Workshop opportunities. Really like the one last year with NCBI resources on Google Cloud. 
• Allow me doing all my work virtually and all the necessary packages have been installed with all 

the dependencies. Very good job allocation pipeline and I usually can run jobs in the same week. 
Awesome service. 

• No comparable computing resources available at my small institution -- without a shared cluster 
like this, we wouldn't be able to do our work. 

• Improve my ability to discuss bioinformatic data with other professionals and perform the 
analysis when I have to. 

• NCGAS's resources are instrumental in helping my students learn, and carry out,  new 
bioinformatics methods that are pivotal to my lab's research. 

• It is important to understand the basics of work. 
• Training purposes 
• research needs: not required fully understanding but want to get familiar with genome analysis 
• I'm an investigator outside IU and have greatly benefitted from educational opportunities but 

have not used other NCGAS resources. 
• I support researchers, so knowing how to use the tools and where/what resources are available 

is a great benefit! 
• NCGAS is a great support in experiments that include RNAseq/genomics in our research. 

Discussion over analysis and inference of the data is a valuable resource in our research 
• My students used your resources. I am at a liberal arts college and would not have been able to 

do the project without the computational resources and terrific technical support of NCGAS 
• Sound advice is greatly appreciated.  As is training on how to do analyses.  Computational 

resources used to be more important, but my university got its act together recently. 
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• My institution is a small research institution, with little research infrastructure. There are no 
HPC resources at all available at my institution. It is not possible to do the most important part 
of my work (metagenomic assembly) without any of the NCGAS resources. I am grateful that I 
have been given the opportunity to use these resources. Without them, I would not know where 
to even begin analyzing my data. 

• The bioinformatic consultation provided the various workflows for handling different tasks and 
situations. 

• The HPCs are a beneficial resource. Unfortunately, my work is not inherently related to 
genomics, so other resources are not as directly pertinent.  

• I was able to run GISTIC analysis on TCGA data which is essential for my project. 
• NCGAS resources allow me to execute analyses that would be prohibitive to run (due to time and 

computing power limitations) on standard available workstations. 
• I used NCGAS resources a lot a few years ago, and got some crucial assistance from Carrie 

Ganote with some of the work I was doing. We now have a pretty good research computing 
cluster at my university, though, so for the past couple of years, I have been doing all of my 
bioinformatics work locally. 

• Providing resource for denovo assembly. 
• NCGAS offers a cluster compute system with attached multi-terabyte parallel storage suited 

genome informatics studies that use and create multi-terabyte data sets, need largish compute 
memory (200-500 Gb), and may need to run for weeks at a stretch, ie.  some genome assemblies.  
Many of the software tools commonly used in genomics are installed, along with important 
public genomics data sets, which enables work on genomics projects that often draw on scores 
of tools and data sets to reach today's standards in genomics. 

• I have used it for a class project. 
• I have to generate detailed head models which require a lot of computational support. 
• Workshop was useful in assembling/annotating a transcriptome. 
• I have used NCGAS’ genome annotation pipeline to annotate an algal genome. 
• Because the work I do relies heavily on the assembly and analysis of genomes and amplicons it 

is extremely helpful to have the supercomputers to process the reads and speed up my work. 
• Their IT technical support and domain scientist.  I am an HPC admin. So I help my student with 

connecting NCGAS expert. 
• My projects are really heavy in several different omics methods (RNA-seq (bulk and single cell) 

and WGS primarily), so using the supercomputer is essential to aligning and getting data to a 
place that it can be analyzed on a local system. 
 
I have also enjoyed being able to attend workshops and/or NCGAS tutorials--especially during 
the COVID shutdown--to be able to connect with a bioinformatics community and further my 
understanding and awareness of programs that are used/available for analysis. 

• It is an alternative computing environment that I have been exploring. 
• It allows me run test before implementation in real life. 
• Only web resource at that time. 
• For biology science that don’t know command line; it makes it more convenient. 
• We use Galaxy for our initial assemblies of reference sequences. 
• I have benefitted from the computational resources and training opportunities offered through 

NCGAS. 
• I am not using it now, but might in the future for RNA-seq analysis 
• While I am not currently using NCGAS resources, I would like to do so in the future for both 

resources and education. 
• NCGAS blog posts, Jetstream allocation, help form NCGAS consultants, workshops & courses, etc. 

For context, most of what I've learned in bioinformatics I attribute to NCGAS and I certainly take 
advantage of the variety of resources they make available from clusters to VM's, etc. 
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• Computational power to assemble whole transcriptomes of polyploid species. 
• I took part in the inspiring course, and I can still use the course resources in my work. The 

course was well-prepared. 
• The training was the most helpful, having an extra server in case I need it has helped with peace 

of mind. 
• NCGAS staff are key to helping me troubleshoot my RNA sequencing datasets. 
• Galaxy 
• I am new to this topic and having available resources is great. 
• Free services such as genomic analysis-related tools, bioinformatic software, packages, etc. are 

essential to my work and my colleagues work.  Trainings and Webinars have been helpful to 
update my knowledge in this area. 

• I use NCGAS resources for their de novo transcriptome assembly pipeline, which is very valuable 
to conduct our RNAseq analyses. 

• Helping me understand and utilize R to assemble RNAseq data 
• I wouldn’t have the resources to do the analysis without it (and also people to ask questions of) 
• I'm sorry, I'm not actually too familiar with NCGAS.  I participated in a workshop to begin 

learning R, which was a great workshop. 
• My only participation so far has been the R course (for biologists).  I think the course is a great 

resource available, and I would appreciate additional beginner courses intended for biologists.  I 
appreciate the NCGAS resources, but they have limited applications to my current projects.     

• The training was essential for me to learn to analyze the data I now collect. 
• I wouldn’t be able to quality assemble de novo genomes and transcriptomes with enough space 

and timely fashion. 
• We are not currently using NCGAS, but computational resources are absolutely essential to our 

work. 
• The computational resources are a requirement for the assembly of large amounts of DNA and 

RNA data. Without these resources, I would not be able to assemble the data. Also, the help desk 
has been very helpful for troubleshooting. 

• I can do all my biocomputational work. 
• Access to workshops and bigger infrastructure. 
• Easiest cluster to access. 
• I need the high throughput computing power and storage for transcriptome analysis and 

genome annotation. 
• Our access to computing resources are limited and we are totally dependent on Carbonate 
• Training and individual help 
• Took course on R 
• This platform is providing Bioinformatician and molecular biologist a workplace to expand their 

knowledge. 
• The resources are important for learning new ways to analyse data. 
• It was very important as it helped me learn basics about the programming language. 
• Easy access. 
• I used this platform for the finding of fusion transcripts in RNA seq data and it is very useful and 

easy to handle. 
• RNA transcripts assembly 
• NCGAS resources are very helpful for bioinformatics analysis. It is very easy to handle and 

understandable. 
• NCGAS resources are important to improve my R knowledge. 
• It was very helpful to have an implementation of Trinity that worked. 
• The HPC at NCGAS and their other resources are the engines driving our lab's bioinformatics 

endeavors.  Further, because we have been using NCGAS resources for so long, there is a level of 
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"corporate knowledge" that is valuable, both internally for our group and externally for us as a 
client of NCGAS. 

• I used a few training sessions from the NCGAS resources and found them very easy to follow. All 
instructors did a great job to make the learning effective. I haven't got time to explore the NCGAS 
resources for metagenomics/transcriptomics analyses but foresee it could be very helpful to my 
research. 

• Access to computing power is vital for some applications. 
• It provides a streamlined analysis space with computing power. 
• METAGenomic and transcriptome bacterial data 
• All computationally intensive elements of my research are conducted on the NCGAS Carbonate 

Cluster. 
• NCGAS resources allow me to manipulate and assemble datasets which would have been too 

large to work with using only my own computing resources. 
• Courses are amazing 
• I attended the course more to explore and see how I can use this for my future research. 
• Helping me in my research work. 
• Would like to use it for analysing 16s NGS DATA 
• Currently not at all, as I only these resources during workshops - but my prior intention was to 

help some of my wetlab colleagues access your Galaxy platform 
• Most RNAseq and genome assembly of our non-model systems require too much memory for 

local clusters to complete. The NCGAS helpdesk and module system are also much more 
comprehensive than the locally available one at our university, making it a much more user 
friendly and useful system. The staff are always willing to trouble shoot with me, which is 
incredibly helpful. 

• I could reach them if I need something related to my project and they are helpful. Also, the 
courses are highly valuable for anyone starting in the field. 

• It is great that they are available.  The direct influence has been the benefit of education and 
training so far. 

• To store data and carry out computations 
• I haven’t used NCGAS resources except the R workshop. I don’t use R frequently – it was 

something to learn. 
• NCGAS resources allow me to store large datasets and work on them remotely. 
• I couldn’t perform transcriptome assembly in my 32GB DELL server. Hence I took the help of 

galaxy to successfully assemble my transcriptomes. 
• I use NCGAS resources almost every day. The supercomputers are extremely important 

resources for me. 
• I have not used them yet, but it is incredibly valuable knowing these resources are available & I 

keep this under consideration when considering how to approach my research. 
• Transcriptome assembly is the primary data that is used in all downstream analyses. 
• To learn bioinformatic techniques 
• Introduction to R workshop was very helpful for the data analysis for my research. 
 

D.5 Open Text Responses: What do you like about NCGAS resources? 
• Thank you for being equitable and making this resource available to all biologists 
• N/A 
• The staff are great 
• Everything that I have had a question about, there has been either a pipeline or direct example 

that has helped me to figure out next steps. 
• Great documentation and support. 
• The workshop I attended (virtually) was very helpful and well done. 
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• Feasibility 
• Availability of many resources to meet computing needs. Great support. 
• Lots of programs already installed and updated. 
• I think these resources are great because they open up the opportunity to any researcher to use 

high computing facilities. This enables researchers like me to make progress in their projects, 
which would otherwise have been very costly or impossible. 

• Accessibility 
• Workshop and training 
• The course I took was amazing! 
• I think the Discord helpdesk is very useful, but I have yet to have the need for consultation. 
• Tutorials are concise and easy to find. 
• Very quick response time for any questions and always very kind and delicate to end users. 
• The blog posts about the RNAseq pipeline (especially transcriptome assembly) have been very 

helpful, since it's difficult for us to make it to the workshops. 
• It makes the resources open to everyone. 
• I’m impressed with the NCGAS staff’s willingness to help identify the best tool for the job and 

assist with the execution of the associated pipelines. My students are always explaining that 
NCGAS has a well curated library of software modules that remove the barrier of installation 
hassles and this allows them to proceed directly to producing data. 

• Really helpful for understanding the basics. 
• I liked how the courses were instructed and the interactive nature of the discussion boards. 
• Friendly and accessible and free for training. 
• I attended the workshop to expand my usual horizons beyond structural biology, perhaps to find 

new approaches. 
• I like that the ncgas is providing courses to the public. 
• Great workshops! 
• The educational components (via Supercomputing series) are outstanding and the staff who 

support these resources are extremely positive and responsive. 
• Staff are extremely helpful and responsive. Latest programs are provided. 
• Having a place to talk with people about things that are new to us. The mass of information 

available online & in the literature is overwhelming. 
• The ability to access HPC is very important and unique. I have also taken the courses online and 

these have been wonderful. I cannot thank Dr. Sanders enough for the personal attention she 
has provided to my project through my many emails. I am grateful to NCGAS for all their help to 
get me started. 

• Personalized assistance when needed. 
• The ability to run GISTIC. 
• Off-campus, remote accessibility to a large pool of computing resources. Great user support 

staff! 
• They enabled me to assemble some transcriptomes that were simply too big for my lab 

workstation. They also allowed me to produce an ortholog set for phylogenomics use; Carrie 
Ganote in particular was extremely helpful with the latter process. It is an excellent resource 
(computationally and in terms of bioinformatics help) for folks who do not have such resources 
at their home institution. 

• Access to high computational tools 
• High mem is very useful for assembly projects 
• Long 2-week run-time for compute queues needed for some genomics, not available at some 

other shared systems.  Large set of useful genomics software, data that is installed and 
frequently updated. Helpful, knowledgeable consulting staff. 

• Many softwares/applications available in a single space 
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• They have support of different types of clusters and supercomputers for different types of 
research. 

• Detailed & helpful 
• I like the fact that NCGAS resources are freely available to research community. 
• Courses 
• I appreciate that they're provided freely to us and that it is always easy to get help with using 

any of them. 
• Prompt services from personnel. 
• I like that they are very accessible and that the knowledge base has a lot of articles explaining 

commands for working on the computers. 
• I would like to use it, but my time does not allow. 
• That is a cost-effective and documented alternative computing space for exploratory research. 
• Love the courses and instructors. the learning topics and materials are very helpful! 
• I only attended a workshop but I have not used resources in my research. 
• Easy to use 
• Easy to use 
• Open access and versatility of resources 
• Efforts to have centralized, openly available resources, and support to go along with it. 
• The physical resources wouldn't be helpful without the community and guidance from the 

NCGAS consultants. Always friendly, always helpful. 
• Well-prepared, useful, professional. I really like the resources. 
• How user-friendly they are 
• Personable knowledgeable staff 
• Availability and learning resources are very well done 
• Many resources are easy to use, they are accessible for everyone even without deep 

bioinformatic knowledge. 
• The availability to run the de novo transcriptome pipeline on Carbonate. 
• Pretty accessible and then there's someone to ask if there are issues. 
• Training events 
• Up to date, free, relevant 
• The guidelines of use of the resources is excellent. Also, the computing resources are amazing. 
• Friendly, knowledgeable people. 
• They are written for biologists trying to get the job done, not computer experts. 
• The long-term access to the support. The regular updates from the team. 
• Availability and friendly folks to ask questions. 
• Courses that are offered from the university are very helpful. 
• Easy access 
• are very useful and easy to handle. even a non-bioinformatician can handle and do a NGS data 

analysis. 
• Getting my data (huge files) to be processed. 
• Easy to handle, do not need to install various tools for doing a single job can do our work just by 

a single click. 
• Simplicity in communication. 
• The RNA seq pipeline was very helpful. 
• I like that it continues to adjust to new ways of being accessible and providing a steady stream of 

learning tools. 
• I like the training sessions. They are very effective. 
• Continuous engagement. 
• Availability of computing resources, help provided by knowledgeable people. 
• Courses are extremely well taught. 
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• Helpful, knowledgeable staff which respond quickly. Easily accessible software and manuals (or 
links to them) for most pipelines. 

• Courses are great. 
• I really enjoyed tak[ing] the R for Biologists short course. 
• There was no cost for the course. 
• Large availability of data space and computing time. 
• Again, I only completed the workshop, but I really enjoyed the format and content. 
• We have vast resources available to us through NCGAS, that speed up the research and make 

many tasks easier. 
• Generosity 
• Supercomputers and consulting service from NCGAS. 
• The wide variety of resources available & the offering of consistent educational workshops and 

training. 
• Ease of use, and availability of tools. Quick result turnaround time. 
• Cloud based performance is very good. 
• Trainings. 
 

D.6 Open Text Responses: How can we improve our support of your research needs? 
• N/A 
• Update scripts 
• I’m not sure at the moment. 
• Make it easier to maintain access as an outsider user. 
• I only have one suggestion for improvement: as a researcher that is not too experienced with 

coding myself, it would be very useful if there were example scripts available for commonly-
used packages, like trinity. These were available on Bridges, but are not (yet?) available on 
Bridges2. I feel like such example scripts would not only reduce the amount of time used by the 
researchers, but would also reduce the amount of questions submitted to the helpdesk and the 
amount of jobs that are started but are bound to fail. 

• N/A 
• I believer that you’re doing a great job already. 
• More webinars introducing the computational resources and tools? 
• So far you guys are awesome 
• Maybe have some more tutorials on different topics 
• Stop emailing me. 
• Nothing. 
• Include some practical based courses. 
• I understand that the course was designed around genomics, but I was disappointed that the 

course was ONLY about how to use R in relation to genomics. I may have been mistaken, but I 
thought the course would be more a primer course on how to program in R. Because the course 
focused so heavily on genomics and analyzing genomic data, I didn’t feel that I got a very 
translatable set of knowledge that I can apply to other types of research. 

• Easier access to outsourcing certain analyses 
• It was an excellent workshop. I really enjoyed it. 
• There is not much to improve. NCGAS has been wonderful. Adding additional intermediate level 

courses could also be useful. 
• Send lawyers, guns and money! – Warren Zevon 
• N/A 
• It would be nice to have a separate small set of nodes available to test and debug job scripts and 

software without having to submit those jobs to the general queue or to hijack the login nodes 
for testing. 
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• I have not used NCGAS resources recently, so I don't really have anything to say here. 
• Increase project-based free access. 
• Reduce cluster queue waits which are now extreme (i.e.,over 10 days waiting to run a program 

on carbonate).  Add more hardware as possible, possibly add short-term (i.e., 1-day) queues to 
help.  This may be in part my fault in not trying alternate IU/NCGAS compute clusters (i.e., Big 
Red). 

• I am not affiliated with Indiana University. I am from other university situated in Indiana. I was 
wondering it would have been really helpful if I could have access to these clusters for my 
research purpose. I could not find any detailed satisfying answer anywhere about this. 

• Unsure 
• I did not have experience working with computing clusters, and had a hard time understanding 

how it works. More detail tutorial/workshop on how to submit jobs and access data would be 
very helpful. 

• If you can do a personalized couple of hour workshop just for my university. 
• I would be interested in more workshops. It's easy to copy someone's code off of StackOverflow 

(and the like) or even the program manual, but there usually isn't much of an explanation as to 
what each step is doing. The NCGAS workshops that I have attended address more of the "why" 
behind the lines of code. 

• Regularly notify us of computing availability and application requirements. 
• Refining some course materials for workshops. 
• Clearer understanding of what computing resources I can use as a NCGAS user not at IU. 
• I only attended a workshop but I have not used resources in my research. 
• Maintain quality. 
• Give more user space. 
• Continue program of workshops, talks and tutorials. 
• I am fully satisfied. Now, I feel a bit exhausted with pandemia, and it’s difficult for me to be as 

involved as I want. 
• Having an interface for RNAseq analysis that doesn’t need to be pieced together. 
• It would be nice to have more Webinars and courses online. 
• More varied workshops? I’m not sure if you take requests? 
• Offered online courses and training events. 
• Keep it up! 
• I would be interested in additional beginner courses intended for biologists. 
• I'd like to join the courses on R or training for the analysis of RNAseq or annotation of plant 

transcriptomes. 
• By increasing data housing and volume 
• Keep the blogs and tutorials up to date for RNA-seq especially 
• Not sure 
• More publicity is required. 
• Very well planned presentations and videos are already in place. 
• Need some more literatures for more detailed information. 
• Annotation of transcript assembly. Have to go to JGI (it was in 2017). 
• By providing lecture and study material for each different resource that how can we use 

different tools and which type of file is needed to perform any task. 
• I was asked to remove all of my data and I don't know if I can still have access as an outside user. 
• Keep NCGAS alive and growing. 
• Availability of pdf teaching material 
• Questions submitted to the help email can have very varied response times and are sometimes 

not answered. 
• Continue what you are doing. 
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• A DE RNAseq pipeline would be nice, and blogs could include more specific details about 
software used in analyses. 

• I would be interested in attending more short courses that pertain to using R. 
• Perhaps continue to advertise what resources are available for use. 
• By increasing the amount of available data-storage space. 
• More workshops with R! Maybe a workshop only using ggplot2? 
• I have not gone far enough in my experiences with NCGAS to know. 
• Add more pipelines, and maybe an R console. 

 

D.7 Open Text Responses: Which of the following resources offer the greatest benefit to 
your research?  

• I have not used the facilities, so I don’t have experience on it. 
• Free workshops 
• “baked in” security as [redacted name] works with researchers at the CCSR 
• Not yet 
• None, but I was forced to choose 3. 
• Instruction materials 
• Don’t use the resources 
• Workshops 

 

D.8 Open Text Responses: We are developing the following workshops; which of the 
following would you be interested in attending? Other. 

• I will use these skills in economics which is my field of specialization. 
• R for biologists 
• Viral metagenomics 
• Microbial metagenomics 
• None; forced to choose 3. 
• Variant analysis in non model systems or basically all techniques in non model systems 
• R for genome analyses; annotation of transcriptomes 
• RNA-seq Analysis 
• Advanced R, ggplot2 in R, use of biological packages in R (phyloseq, DADA2 etc) 

 

D.9 Open Text Responses: Please provide citations for products (including theses, 
dissertations, and conference presentations) that you indicated have benefitted from the 
use of NCGAS, including title, authors, publication, publication date, when and where 
presented, URL, and/or digital object identifier (DOI). 

• I’m a new user. Eventually a publication! 
• Manuscript is in progress 
• We shall see 
• I am still working on analyzing my data and hope to produce several manuscripts 
• Knowledge & understanding for teaching 
• Course work 
• None of the above 
• Not yet published 
• TBD 
• Rivera-Garcia, L., Rivera-Vicons, R., Veglia, A.J., and Schizas, N.V. (2019). De novotranscriptome 

assembly of the soft octocoral Briareum asbestinum (digitate morphology) from southwest 
continental shelf of Puerto Rico. Marine Genomics. doi: 10.1016/j.margen.2019.04.001 
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• Veglia, A.J., Hammerman, N.M., Rivera-Vicons, R.E., and Schizas, N.V. (2018). De 
novotranscriptome assembly of the coral Agaricia lamarcki (Lamarck’s sheet coral) from 
mesophotic depths in southwest Puerto Rico. Marine Genomics. 41:6-11. doi: 
10.1016/j.margen.2018.08.003 

• Not published yet 
• A. Sridhar, SM. Ware. Increased burden of variants identified in laterality and cilia related genes 

in individuals with heterotaxy syndrome [Abstract]. Presented at the Weinstein Cardiovascular 
Development and Regeneration Meeting, May 2019, Indianapolis, IN. 

• Reich M, Liefeld T, Gould J, Lerner J, Tamayo P, Mesirov JP. GenePattern 2.0 Nature Genetics 38 
no. 5 (2006): pp500-501 Google Scholar | Endnote | RIS 

• SETAC North America 40th Annual Meeting, Assessment of the transcriptome in tree swallow 
(Tachycineta bicolor) nestlings from the Great Lakes Maumee River Area of Concern, Chi Yen 
Tseng 

• SETAC North America 38th Annual Meeting, Transcriptomics, contaminants, and other 
biomarkers in tree swallow (Tachycineta bicolor) nestlings on the Great Lakes and Maumee 
River, OH, Chi Yen Tseng 

• Data mining RNA-Sequencing for population structure and mitochondrial reads in Tachycineta 
bicolor (Tree swallow). 

• Charles M. Mansfield, Sheri Sanders, Thomas W. Custer, Christine M. Custer, Cole W. Matson 
• Poster, Society for Environmental Toxicology and Chemistry Annual Meeting, Sacramento, CA, 

2018 
• Genetic Diversity Comparison of Tree Swallow Populations in the Great Lakes Region using 

RNA-sequencing. Charles M. Mansfield, Sheri Sanders, Thomas W. Custer, Christine M. Custer, 
Cole W. Matson. Poster, Society for Environmental Toxicology and Chemistry Annual Meeting, 
Toronto, Ontario, Canada, 2019 

• Assessment of the transcriptome in tree swallow (Tachycineta bicolor) nestlings from Great 
Lakes Areas of Concern. C. Tseng, Baylor University / Environmental Science; T.W. Custer, C.M. 
Custer, P. Dummer, US Geological Survey / Upper Midwest Environmental Sciences Center; N.K. 
Karouna-Renier, USGS Patuxent Wildlife Research Center; C.W. Matson, Baylor University / 
Environmental Science Platform, Society for Environmental Toxicology and Chemistry Annual 
Meeting, Sacramento, CA, 2018 

• Assessment of the transcriptome in tree swallow (Tachycineta bicolor) nestlings from the Great 
Lakes/ Maumee River Area of Concern. C. Tseng, Baylor University / Environmental Science; 
T.W. Custer, C.M. Custer, P. Dummer, US Geological Survey / Upper Midwest Environmental 
Sciences Center; N.K. Karouna-Renier, USGS Patuxent Wildlife Research Center; C.W. Matson, 
Baylor University / Environmental Science. Platform, Society for Environmental Toxicology and 
Chemistry Annual Meeting, Toronto, Ontario, Canada, 2019. https://doi.org/10.2217/epi-2020-
0349 

• Na 
• E. B. Knox and C. Li. 2017. The East Asian origin of the giant lobelias. International Botanical 

Congress, Shenzhen, China. 
• C. Li and E. B. Knox. 2017. The diverse origins of Lobelia in China. International Botanical 

Congress, Shenzhen, China. 
• In preparation 
• Zattara EE, Macagno ALM, Busey HA, Moczek AP. 2017 Development of functional ectopic 

compound eyes in scarabaeid beetles by knockdown of orthodenticle. PNAS 114, 12021-12026. 
(doi:10.1073/pnas.1714895114) 

• Zattara EE, Hughes DST, Richards S, Kijimoto T, Moczek AP. 2016 Onthophagus taurus Genome 
Annotations v0.5.3. Ag Data Commons (doi:10.15482/USDA.ADC/1255153) 

• Thomas GWC et al. 2020 Gene content evolution in the arthropods. Genome Biology 21, 15. 
(doi:10.1186/s13059-019-1925-7) 

https://doi.org/10.2217/epi-2020-0349
https://doi.org/10.2217/epi-2020-0349
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• Leddón-Rettig CC, Zattara EE, Moczek AP. 2017 Asymmetric interactions between doublesex and 
tissue- and sex-specific target genes mediate sexual dimorphism in beetles. Nature 
Communications 8, 14593. (doi:10.1038/ncomms14593) 

• 5Casasa S, Zattara EE, Moczek AP. 2020 Nutrition-responsive gene expression and the 
developmental evolution of insect polyphenism. Nat Ecol Evol , 1‚Äì9. (doi:10.1038/s41559-020-
1202-x) 

• Anderson, F. E. and A. R. Lindgren. 2021. Phylogenomic analyses recover a clade of large-bodied 
decapodiform cephalopods. Molecular Phylogenetics and Evolution 156:107038. 

• Lindgren, A. R. and F. E. Anderson. 2018. Assessing the utility of transcriptome data for inferring 
phylogenetic relationships among coleoid cephalopods. Molecular Phylogenetics and Evolution 
118:330-342. 

• Gilbert, DG. (2019). Longest protein, longest transcript or most expression, for accurate gene 
reconstruction of transcriptomes? bioRxiv 829184; doi: 10.1101/829184 

• Gilbert, DG. (2019). Genes of the Pig, Sus scrofa, reconstructed with EvidentialGene. PeerJ 
7:e6374; doi: 10.7717/peerj.6374 

• Evidence Directed Gene Construction for Eukaryotes. http://eugenes.org/EvidentialGene/; 
• https://scholarworks.iu.edu/dspace/handle/2022/22394  ; long term repository for software & 

data sets 
• n/a 
• Coming soon! I am a new-ish user, and am working on prepping articles for publication. 
• Unpublished – in prep 
• Presentation at the 2020 Keystone Conference on the Global Virome: A widespread picornavirus 

discovered by visualizing zebrafish immune responses 
• Keir M. Balla, Marlen C. Rice, James A. Gagnon, Nels C. Elde, Department of Human Genetics; 

School of Biological Sciences, University of Utah, Salt Lake City, USA 
• N/A 
• I prepared a bioinformatics pipeline based on the knowledge from the course. I hope to publish 

a paper about this new method this year (writing in progress). 
• https://scholarscompass.vcu.edu/cgi/viewcontent.cgi?article=6469&context=etd 
• Thesis not yet completed 
• Weiler, J, G Zilio, N Zeballos, L Norgaard, WD Conce Alberto, S Krenek, O Kaltz, and L Bright. 

(2020). Among-strain variation in resistance of Paramecium caudatum to the endonuclear 
parasite Holospora undulata: geographic and lineage-specific patterns. Frontiers in 
Microbiology, DOI: 10.3389/fmicb.2020.603046. 

• https://doi.org/10.1038/s41467-019-11377-5 
• https://doi.org/10.3390/molecules26040883 
• http://hdl.handle.net/11858/00-1735-0000-002E-E3AF-3 
• Bushman BS, Robbins MD, Robins JG, Thorsted K, Harris P, Johnson PG (2020) Response to salt 

stress imposed on cultivars of three turfgrass species: Poa pratensis, Lolium perenne, and 
Puccinellia distans. Crop Sci 60:1648‚Äì1659 https://doi.org/10.1002/csc2.20014 

• Not finished yet 
• N/A 
• Garcia LE, AA Edera, JD Palmer, HA Sato & MV Sanchez-Puerta. 2021. Horizontal gene transfers 

dominate the functional mitochondrial gene space of a holoparasitic plant. New Phytol. 
229:1701-1714. doi: 10.1111/nph.16926. 

• Roulet ME, LE Garcia, CL Gandini, H Sato, G Ponce, & MV Sanchez-Puerta. 2020. 
Multichromosomal structure and foreign tracts in the Ombrophytum subterraneum 
(Balanophoraceae) mitochondrial genome. Plant Mol Biol. 103: 623-638. 
https://doi.org/10.1007/s11103-020-01014-x. 

• Sanchez-Puerta, MV, AA Edera, CL Gandini, AV Williams, K Howell, PG Nevill & I Small. 2019. 
Genome-scale transfer of mitochondrial DNA from legume hosts to the holoparasite 

https://scholarscompass.vcu.edu/cgi/viewcontent.cgi?article=6469&context=etd
http://hdl.handle.net/11858/00-1735-0000-002E-E3AF-3
https://doi.org/10.1002/csc2.20014
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Lophophytum mirabile (Balanophoraceae). Mol. Phylogenet. Evol. 132: 243-250. doi: 
10.1016/j.ympev.2018.12.006. 

• Sanchez-Puerta, MV, LE Garcia, J Wohlfeiler & LF Ceriotti. 2017. Unparalleled replacement of 
native mitochondrial genes by foreign homologs in a holoparasitic plant. New Phytol. 214: 376-
387. doi: 10.1111/nph.14361. 

• https://doi.org/10.1002/alz.046532 
• FDG-PET Brain Metabolic Changes in A-/T-/N- Early- and Late-onset Cognitively Impaired 

Subjects, Submitted as an abstract to the International Conference on Alzheimer’s and 
Parkinson’s Diseases 2021. 

• Sly, N.D., A.E. Henschen, C.R. Freeman-Gallant, L.A. Whittingham 
• P.O. Dunn. 2020 Genomic underpinnings of honest signaling in sexually selected plumage traits.  

North American Ornithological Congress. Virtual conference. 14Aug 2020. 
• This is a difficult question - all of our publications depend on de novo transcriptomes that were 

generated using NCGAS resources, however, the same de novo transcriptome may be used 
multiple publications that may not have required additional NCGAS resources (i.e., Roncalli et al 
in press). 

• Lenz, P. H., Lieberman, B., Cieslak, M. C., Roncalli, V., and Hartline, D. K. Transcriptomics and 
Metatranscriptomics in Zooplankton: Wave of the Future? Journal of Plankton Research, 43(1): 
3-9. 

• Lenz, P. H., Roncalli, V., Cieslak, M. C., Tarrant, A. M., Castelfranco, A. M., Hartline, D. K. Diapause 
vs. reproductive programs: transcriptional phenotypes in a keystone copepod. Communications 
Biology, 4(1): 1-13. 

• Roncalli, V., Cieslak, M. C., Castelfranco, A. M., Hopcroft, R. R., Hartline, D. K. & Lenz, P. H. (2020). 
Post-diapause transcriptomic restarts: Insight from a high-latitude copepod. BMC Genomics (in 
press) 

• Web Page - Ocean ZOOP - under construction 
• None 
• My datasets are not published. 
• Will provide directly, as I would need to update this list. 
• doi:10.3390/plants9111566 
•  https://doi.org/10.3390/plants9060713 
• doi.org/10.1111/nph.15970 
• Opsin expression during development in Gonodactylaceus falcatus: Investigating the role of 

ultraviolet sensitivity in stomatopod larvae. SICB conference, Washington DC (virtual), January 
2021 

• N/A 
• Leuthner, TC, RN Keith, SR Kennedy, JR Shaw, J Wernegreen, C Jackson, SP Glaholt,, R Di Giulio, 

JN Meyer. Next-generation sequencing approaches to investigate the effect of Superfund 
chemicals on mitochondrial DNA mutagenesis across multiple model organisms. Superfund 
Research Program Annual Meeting. (November 2019). Seattle, WA. Platform Presentation.  

• Leuthner, TC, RN Keith, C Jackson, SP Glaholt, JN Meyer, JR Shaw. Variation in Signatures of 
Cadmium-induced Mitochondrial DNA Mutations Reveal Evolutionary Effects of Pollution.  
Environmental Mutagenesis and Genomics Society. (September 2019). Washington D.C. Poster 
Presentation. 

• Leuthner, T.C., R. N. Keith, C. Jackson, J. N. Meyer, J. R. Shaw. Investigating the role of population 
history and environment on germline mitochondrial mutagenesis. Population, Evolutionary, and 
Quantitative Genetics Conference (May 2018). Madison, WI, USA. Poster presentation. 

• Leuthner, T.C., R. N. Keith, J. N. Meyer, J. R. Shaw. Adaptation to cadmium in Daphnia pulex 
reveals variation in mitochondrial DNA mutations. Superfund Research Program Annual 
Meeting (December 2017). Philadelphia, PA, USA. Platform presentation. 
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• Leuthner, T.C., R. N. Keith, J. N. Meyer, J. R. Shaw. Adaptation to cadmium reveals variation in 
mitochondrial DNA mutations. North American Society of Environmental Toxicology and 
Chemistry (November 2017). Minneapolis, MN, USA. Platform presentation. 

• https://doi.org/10.3920/JIFF2019.0057 
• Lynch, M., Haubold, B., Pfaffelhuber, P. and Maruki, T., (2020) Inference of historical population-

size changes with allele-frequency data. G3: Genes | Genomes | Genetics 10: 211-223 
• Maruki, T., and Lynch, M., (2017) Genotype calling from population-genomic sequencing data. 

G3: Genes | Genomes | Genetics 7: 1393-1404 
• Lynch, M., Gutenkunst, R., Ackerman, M. S., Spitze, K., Ye, Z., Maruki, T., and Jia, Z., (2017) 

Population genomics of Daphnia pulex. Genetics 206: 315-332 
• Maruki, T., and Lynch, M., (2015) Genotype-frequency estimation from high-throughput 

sequencing data. Genetics 201: 473-486. 
• Lynch, M., Xu, S., Maruki, T., Jiang, X., Pfaffelhuber, P., and Haubold, B., (2014) Genome-wide 

linkage-disequilibrium profiles from single individuals. Genetics 198: 269-281. 
• Maruki, T., and Lynch, M., (2014) Genome-wide estimation of linkage disequilibrium from 

population-level high-throughput sequencing data. Genetics 197: 1303-1313. 
• Lynch, M., Bost, D., Wilson, S., Maruki, T., and Harrison, S., (2014) Population-genetic inference 

from pooled-sequencing data. Genome Biol. Evol. 6: 1210-1218. 
• Chytrid fungus transcriptomic signatures indicate different infection strategies in salamanders - 

Maria Torres-Sanchez, Sarah McGrath-Blaser, Jennifer Villate, and Ana V. Longo; University of 
Florida, Department of Biology, Gainesville, FL 326011; 

• mtorressanchez@ufl.edu - Society for Integrative and Comparative Biology: Host, parasites & 
pathogens: ecology and evolution, Oral communication 

• https://scholar.google.com.ph/citations?user=m0Ks560AAAAJ&hl=en 
 
 

https://doi.org/10.3920/JIFF2019.0057
https://scholar.google.com.ph/citations?user=m0Ks560AAAAJ&hl=en
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