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Other: undergraduate (2 instances), and the following with one instance each: bioinformatics support,
consultant, faculty, industry researcher, engineer, PhD graduate, project manager, research specialist, research
technician, retired faculty member / former principal investigator, scientist at an academic institution having a
short term independent grant, senior research scientist, academic staff scientist, biocurator, editor, non-profit
researcher, retired professor, staff scientist, undergraduate biology professor, unemployed as a geneticist /
bioinformaticist.

Other: wheat (13 instances), soybean (11 instances), Sorghum bicolor (7 instances), Nicotiana benthamiana (6 instances),
Marchantia polymorpha (5 instances), Physcomitrella patens (5 instances), all plants (4 instances), Brachypodium
distachyon (4 instances), Phaseolus spp. beans (4 instances), Solanum tuberosum - potato (4 instances), citrus (3
instances), Lotus japonicus (3 instances), Chlamydomonas reinhardtii (3 instances), Camelina sativa (2 instances), Vitis
species (2 instances), pea (2 instances), switchgrass (2 instances), and the following with one instance each: apple,
Boechera spp., Miscanthus spp., Cannabis sativa, Chara vulgaris, Chlamydomonas reinhardtii, coffee, Cucumis melo,
Cucurbitae, Cuscuta spp., Daucus carota / carrot, Fagopyrum esculentum, far relatives of Arabiopsis: Aethionema spp.,
flax, Gossypium hirsutum, grasses and brassicas, Humulus lupulus, Salix purpurea, kalanchoe, Lactuca spp., land plants in
general, lettuce, Betula pendula, microorganisms, Panicum virgatum, Papaver somniferum, Selaginella spp.,
Klebsormidium spp., Pinus sylvestris, Pinus taeda / loblolly pine, Eschscholzia californica, Prunus persica, Prunus spp.,
Malus / Rubus / Vaccinium / Humulus spp., Rosa arvensis, Solanum pennellii, Camptotheca acuminata, Solanum
sisymbriifolium, sesame, switchgrass, duckweed, Synechocystis spp., Toxicodendron radicans / poison ivy, Triticum spp.,
Aegilops tauschii, Turnera and Primula spp., Ulva / Tetraselmis / Micromonas spp., sugar beet, conifer projects, all crop
legumes, Annona squamosa, banana, yam, eucalyptus, flax, Homo sapiens, microbiome, Striga hermonthica, tobacco.

Individual single comments associated with above databases and tools with 3 or more mentions:
TAIR [1] Although becoming less useful at the same rate as its cost increases; strangely not AraPort; mainly for
functional annotation purposes - good collection of links; particularly the sequence viewer; very useful for
almost anything Arabidopsis; TAIR is always the first go-to; I can't live without it!!; the best Arabidopsis
database. BAR [2] Although basic display of Arabidopsis gene atlas leaf data needs revision; ePlant through BAR
provides great resources, but is very slow. Araport [3] getting better. Phytozome [4] I find this the easiest
website to look at sequence data; annotation updates seem poor; most of my bioinformatics work is with
Chlamydomonas and it is the best portal despite being pretty frustrating. SGN [5] but sometimes can't find what
I'm looking for.
Other databases and tools with 2 mentions each: AGRIS, BioGRID, CLC Genomics Workbench, Geneious, IGV,
IRRI, JASPAR, NASC, Omictools, OneKP, PlaNet, PubChem Project, Rice RAPdb, RSAT, Soybase.org, Spud DB, URGI
database for wheat genome, Web of Science.

Comments:
1.

2.
3.

4.
5.
6.
7.
8.
9.

Bioinformatics resources need to learn from the failings of scientific literature resources and must find a way to
disseminate these public resources without forcing researchers to pay for access to resources they are paying to
create.
Scientists in Politics
One problem with subscriptions is that we don't have a source of funds to pay them easily. I have been trying to get
our library to consider paying access charges for online resources instead of some of the less useful journals, but they
are reluctant to pay for something they don't get to "keep" and are also dealing with tighter budgets.
We don't so science for national governments.... Also, they need to be open source so we know they are doing the
right thing! Payware is one of the greatest evils of modern science.
Obviously I prefer the greater good model, but failing that I favor models that attempt to not disadvantage
smaller/starting researchers, thus the first two
Honestly this falls into infrastructure for science, it should be funded by the public
I think the subscription should not be an individual basis. Either the lab (PI), which allows ALL lab members to use, or
by Institution.
"Donation" of funds should be from research budget, but that may create difficulties at the institutional level.
It is important to keep fees low for those of us at small institutions, w/ small labs, and for using the sites for teaching

10. There are tremendous benefits to having free access to plant databases for the entire scientific community and for
humanity itself. There needs to be some formula to see full free access to critical databases. This is something that
governments and perhaps international organizations like the United Nations should recognize as an important aspect
to our well-being. The plant data is critical for developing sustainable agriculture that is needed to feed people
around the world.
11. A surcharge for ordered items will be more palatable for most scientists, especially those poorly funded because they
are not doing "hot" topics.
12. We should still pressure and submit proposals to fund greater good projects, perhaps by proving the support for such
initiatives with signatures from as many groups and scientists as possible.
13. Important these resources are freely available to the scientific/ educational communities. Grant agencies should
support this, ideally at international level.
14. Funding is a major problem in the plant community. Many of us are running on empty
15. Getting a PO for a donation would be difficult; stock centres are viable, possibly a subscription model where an
institution pays a large some for a reasonable unlimited access MTA.
16. I support the greater good model, in spite of the political success of the concentration of benefits to the 1%
17. I still feel that if the community can develop a reasonable white paper that can be used by each region to outline
funds allocated in an area (e.g. Arabidopsis), could develop arguments to fund centralized resources e.g. $5k-$50k.
From multiple funders could add up.
18. Crowd funding, philanthropy
19. Granting agencies alongside private for-profit companies providing the funding would be a good model. To ask for
grant funded researchers to pay fees is getting the granting agencies to pay indirectly.
20. The problem will still be that access fees for many different resources could add up to a prohibitive level.
21. Ideally, I think the payments should be as consistent and predictable as possible to allow maintenance and encourage
growth of these resources.
22. No funding, no databases, no progress! After working >20 years in this db business I'm finally somewhat fed
up/frustrated by the altruistic approach we've been running for decades.
23. However, reality may dictate that users contribute- institutional subscriptions or fees could be supported using funds
collected through overhead costs. Small users should not have to pay, or the institutional access fees are on a sliding
scale based on size.
24. The solution would be a combination of several options.
25. Whilst I like the donation model, I do wonder how that would work in practice in terms of using lab funds. It seems
like a nightmare to me (our procurement office would have kittens). The institutional subscription model (like TAIR) is
easier to organize here.
26. Have universities contribute to funding
27. I don't mind a small subscription fee on a yearly basis for sites I use regularly...this is problematic though for sites I
only occasionally access
28. Institutional subscriptions similar to the model for journals
29. In most cases I have to pay from my own money (university does not reimburse). This is a problem of my country and
reason why I prefer free resources
30. Willingness to support stock centre surcharge might depend on level of charge
31. There is probably a need for multiple strategies depending on the resource and the demand.
32. As a grad student I don't have a lot of extra money to help fund resources
33. I think smaller centres could pay something, but perhaps less. Should be based on funding level of centre rather than
"size"
34. Funding for cyberinfrastructure.
35. I fully support that the costs should be somehow shared by the researchers, yet some basic funding should be
provided by grants given to the bioinformatic resource centers, e.g by EU funding in Europe or NSF/USDA/... in USA,
etc. I also like the idea to pay a surcharge to materials ordered from the stock centers.
36. Public funds --> public research = public data. No exceptions.
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A login would not deter me, it's not a big deal (not one of the choices)
browsers save login information, so requiring it each time is not really a big problem
Depending on the site, a login wouldn't really bother me.
hassle of having to log in and remember yet ANOTHER password
I am missing the option "I would prefer it" (which is my case for version 2).
I don't have a problem with login, especially if remembered
I don't mind logging in, I think it's fine.
I don't see why it's necessary to log in. As an option to save certain settings it's fine but as a default it seems like the
only reason is to track the user.
I have no problem with logins in general provided my saved items are secure
I have so many passwords and hate to ask each time for a new password
I need a pretty compelling reason to log in to a site; e.g. stored analysis, custom data access/deposit
I probably would not need to use it enough to get really frustrated by the log in requirement
I would happily use if log in once
I would not be concerned to login every time, my usage of a site will only depend on the value of the side not on the
login details
I'd be quite happy with logins as long as the resources can still be accessed programmatically.
If the second were true I'd have no qualms and use all the time. Why is this not an option?
If the system can save me some headache by saving something for me, then I prefer to use it! And of course that
requires a login. But if the system is not saving anything for me, or if I don't want to use that feature, then I will spend
about 5 minutes seeking out an alternative to avoid having to create a login for no apparent gain.
I'm quite happy to login every time, but this option isn't available above!
Login is a hassle when using sites for class teaching.
Login is not a big deal.
log-in is not an issue for me
login is OK and helps
login when move to a site from link at another site is painful
Logins are saved in browsers. Not a problem.
Logins are supremely annoying. Who wants to remember another password? Just gimme the freakin’ data.
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NCBI saves searches without requiring a login
No worries
None of these were positive options. I wouldn't mind at all.
Not really sure what the sense of the question is
not sure how this would work with different computers
Not sure your categories are correct up there.... I don't care if I have to log in or not!
Question has an error, I like the long in once and be remembered set up
Regular logins would not likely deter me at all.
remembering never really works
Saved searches is a great idea but not priority
Saving searches is unnecessary, but being able to save a stable link or query manually should work best.
Seems that there should be some response of 'I'd use it regularly/always'?
The firewall at my institute would prevent the site from recognizing me twice.
the simpler the better
There is no category for I'd use it frequently
This implies the use of cookies. What else would a cookie track?
This is a very strange question....
This isn't a problem for me
This question doesn't allow my preferred answer - If the site is worth it, I don't mine logging in.
well I/we use our searches locally on our machines and avoid any web based searches
where is the last option - login is not a problem
Why no option for "I would use it happily"?
xcms now has a log in requirement which frustrates me but I use it anyway because of the quality of the services
provided.
49. You did not provide the option that says I really don't care, especially with the remembered login.

Comment:
1.

The authors of the unfunded resource, should deposit said data in larger, possibly more generic repository
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"Perusing" many sites is fine, as long as a 'standardized' linking system could be employed.
A central spot is not going to happen. What about Trump?
A central spot like Araport or TAIR is useful, at least links should be provided as in these sites to also access other
sources
And adhere to common standards.
As said above I/we run things locally rather than web-based
But should still be fast
Common APIs, such as BrAPI to create the best of both worlds. Separate resources and centralised aggregators.
Crosslinking!!!
Each site has different areas of expertise, if they could be centralized and still run well, I would favor that, but it may
not work well. Somewhat related is an example, the decision to combine EST and TSA data sets for mRNAs was a
mistake, they have different classes of errors and short comings and strengths, it would have been better to keep
them separate
Easier for users. May be a headache for organizers.
For occasional users and for training students a central site is far more useful
I love SGD
Ideally the principal sites would maintain current links with brief descriptions to the others
Integration is a significant issue, especially with crop genomes, where there are multiple representations with
different gene annotations and sometimes even different linkage groups names. I am not sure how we resolve this.
Integration of some resources makes sense and should be pursued. However, it is not always practical.
It's important to know where info came from, and whether it was derived from real evidence vs. prediction
More and easier to access public API would be nice, although it is time-consuming and difficult to maintain so not
expecting much from that

19. No central repository can serve all needs - I like the ePlant model of providing an overview and linking to proper
resources
20. often data access can be lost when move to different resources
21. Options 1-3 would all work for me
22. The differences between TAIR10 versions at Araport, TAIR, and Ensembl (such as transcript numbering) have caused
issues in my analyses. I assumed this info was shared across these resources. This problem needs to be solved.
23. Would it not be cheaper/more efficient to have one central site that is well funded rather than try to maintain
multiple sites that have overlap in the information provided?
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A) Educational resources bring individuals with fear of computational/quantitative disciplines up to speed; B)
Resources for educating individuals beyond "canned" analysis (e.g. RNA-seq), to close the gap between biology
and computational science. C) Rid of the "oh-these-are-just-computational" mentality in plant biology from
individual researchers to editorial boards.
A) Convince funding agencies that bioinformatics is part of the research, not a drain on limited funds. B) convince
researchers that they need to budget bioinformatics into their grants. Free bioinformatics is an illusion.
A must, also a struggle. Sorry not terribly upbeat!
Accessibility of raw data is still a major issue; the SRA (for example) is horribly user-unfriendly network speeds are
limiting for cloud applications given the size of biological datasets, so more widely distributed clouds would be
better, maybe by collaborating with a global partner such as Amazon
Araport does an excellent job of bringing together multiple datasets, which is really useful for first pass data
exploration. It's also gotten better and export options, which are important. It has a model I like.
As indicated previously, we have an international group (MASC), not clear why we are not better using country
representatives to argue to support centralized resources. Collectively we could come up with arguments and
outline $$$ committed by a nation on Arabidopsis, hits to current resources by nation and attempt to leverage
national funds to contribute. It only has to work sporadically over multiple funders to at least get $100k+ into a
well maintained resource. Maybe it’s not enough given effort.
Automatize what can be automatized but stay flexible ("one size fits all" will never be sufficient); importantly, tools
should not prevent users from using their own minds (danger of superficial, blackbox usage); regarding public
resources, as a bioinformatician I am more concerned about easy download availability of bulk data (annotations,
evidence etc.) than ready analysis tools
Bioinformatic tools are essential and excellent to understand biological processes by both creating new hypothesis
and supporting lab results. More integrative databases and tools with robust computing algorithms (for
standardization) that collides several OMICs data, developmental stages, between many other important factors,
would be useful to understand biological systems behaviour. For instance, integrating data from gene expression,
protein abundance, transcription regulators, cis-elements enrichment (etc.) in response to environmental stress
would be interesting to understand more efficiently how organisms react against stress.
Bioinformatics journals are often not the best source of new bioinformatics tools or resources. Typically the
advanced biology labs create the newest bioinformatics concepts. Then bioinformatics labs apply it to every
system and publish a new paper each time. For example, the GWAS websites are not new approaches to GWAS
and as such we don't use them.
Bioinformatics resources need to be seen as a set of tools to be accessed programmatically first and foremost
rather than as a web site to be accessed by humans.
Centralise it, make it easy for everybody to use. Some sites are great (T-DNA express for example). Others are
impossible for an outsider to use (barley sites for example)
Centralized services as much as possible, or at least lists of programs and functions available at one place.
Cloud based deep learning applications that facilitate advances in synthetic biology, phenomics and agriculture.
Computing platform access is lacking. CyVerse is not reliable, has too many outages, and does not allow enough
space/RAM/nodes to be functional for research (while I have been using it extensively for teaching). Nonetheless,
the many outages make it unreliable for classroom use so that our school is moving to paying for AWS access in
classes that need reliable access to computing platforms.
Consolidation, unification and crosstalk between resources.
Continue as they do, putting efforts in enabling easy data mining and assembly of different data with graphical
illustration. In my view this will become more and more important. So many experiments have been done and I
think the largest amount of data generated has not been explored deep enough.
Creating resources to establish standard accepted 'pipelines' for data analysis and interpretation that (a)
everyone can generally live with (consensus on what 'best' is seems unlikely) (b) easy to use so that folks who are
not coding-proficient can use them too.

18. Creation of core center is an ideal choice; however, we cannot anticipate the continuous supports from
governmental funds. Therefore bioinformatics data should be stored and utilized through the network of several
institutions.
19. Crowd-funding? Frequent users may be more generous about financing the projects.
20. Data and analysis should go together, adding value to the data and ensuring quality, then I'd have no problem to
pay.
21. Data storage will be the major issue.
22. Dated and/or variable annotation between sites is a pet peeve. We need to encourage more training in plant
bioinformatics- not enough people in the pipeline to take advantage of the growing databases.
23. Easier access to NGS data and evaluation software - similar to the BAR initiative, description of methods - even
videos how to do - or Youtube links. Maybe integration of research gate links to find other scientists with
addresses/e-mails, integation/links to/of open source software
24. Easy access to all data for all is the best model. NCBI killed a very useful program BLINK and nothing came in its
place. I realize all this costs money, so subscription is probably the best model for users. Perhaps an
"institutional" subscription should also be part of the model where there are multiple users at one site.
25. Greater integration and accessibility needed.
26. Groups generating large amounts of useful data should include funds to archive their data in a relevant db - sort of
like publication charges
27. I am afraid we are losing the window where everyone will be able to see public data.
28. I dislike the TAIR model. I prefer a model by which the primary benefactors of all of our publications (the agbiotech companies) contribute heavily to the maintenance of free computational resources from the community.
These companies use our data to make products, but don't contribute enough to the production of the
discoveries.
29. I fear I've been doing this business for too long and I have these reoccurring frustrations on the obvious lack of
interest and funding
30. I feel it is very important that different providers coordinate their efforts and integrate and centralize resources.
Sites like PUBMED/NCBI and arguably TAIR have been extremely useful and magical because they functioned longterm, and the web design is super simple and robust. Creative funding? It is fair to have users pay for services.
One could distinguish between Tier I = access to raw data or data that were curated a year ago = Free OA model.
Tier II = access to actively being curated data or computational services = Fee-based. Overall this is a complex
issue and needs deeper discussion than possible in a small textbox.
31. I fully support TAIR but realize that their resources are still limited. Whatever changes are coming down the road, I
genuinely hope that TAIR efforts are not overlooked or bypassed, and that manual literature (and gene function)
curation remain at the forefront of Arabidopsis research.
32. I love TAIR, but I have found the transition to other organisms (driven by the funding agencies, not the science) a
challenge since the resources are often fragmented, or not maintained. As we move to non-model crops, it would
be interesting to see whether commercial entities would support long term maintenance of central resources e.g.
Checkoff Foundation for sorghum
33. I think a central resource would be very useful. For those of us who only seldom use these tools, it can be difficult
to find out what is available.
34. I think global connections between groups should be extended and funding lobbied for that is supplied by a
collective of countries.
35. I think it has a huge potential for use in non-model crops and plants whose uniqueness is yet to be explored. Thus
free web based resources that encourage training should be strongly supported.
36. I think we need more text and data mining sites or so and things that allow better literature surveys etc. Fundingwise, I think still national / international funding should fund such resources and if certain countries don't want,
others will have to do it.
37. I would appreciate a workshop for plant bioinformatics - comparative genomics in plants and whatnot. If this could
be provided online that would still be great.
38. I would like additional and simple ways to compare sets of genes from different organisms --Say I'm looking at a
region with 100+ genes in Arabidopsis. l would like to know the homologous genes in other species for all of the
genes at once rather than finding it for just a single gene at a time, I would like to make multiple sequence
alignments with other genes for each gene in the region, I would like to create divergence scores (What is the
average difference in the scores for two genomes to identify genes whose scores are more different than
predicted by chance.)
39. I'd like a registry of bioinformatics services.
40. I'd like to see a consistent, logical user interface.

41. If there is a current focus, I am missing what that is. I wonder if we have lost the community drive to certain
objectives that once existed in the Arabidopsis community. I realise this might be partly my fault, but
communication of priorities is challenging but crucial
42. If you have an institutional charging mechanism, these charges need to be quite small for places with few plant
scientists. Often the institution has no mechanism to pay these costs (i.e. it’s not in any of their expenditure
categories) and it falls on individuals to try and sort it out between them. This is difficult if no funds available but
also administratively complicated for each individual site.
43. Increase public awareness try crowdfunding more communications with public on outcomes
44. Integration and linking individual efforts/ resources to allow integrative data analysis. However, still "simple"
issues like information regarding individual genes about mutant alleles, literature, expression patterns will be
necessary also in the future.
45. It is here to stay. Labs that create useful tools for searching particular questions could make the tool available to
the public.
46. Japan government resources still support rice as model plant?
47. Many of us non-bioinformaticians are sitting on mountains of data. Perhaps a speed dating type of website to
connect those with data to those with tools to analyze may be useful.
48. Many sites have poor (limited) options for exporting data in ready-use, high-quality image formats. I'd like to see
this improve.
49. Maybe this is a very idiotic idea and haven't thought much about it, but include publicity, shampoo and chocolate
companies will not be interested but probably many biotech companies will.
50. More comprehensive gene expression data compilation would be very helpful. Arabidopsis has been pretty good,
it is needed in other species. We need to continue to improve gene annotations. Incorporation of QTL data into
genome annotations would be useful. Comparative genomics should grow.
51. More solid training needed.
52. Most of my information about new bioinformatics resources comes from talking with fellow researchers.
Bioinformatics-based social events, workshops, hackathons, etc. seem to be pretty good ways to get new info out
in this field.
53. Most tools are created by expert that only expert can understand. It should be more user friendly and everything
should be centralize on a single website
54. network interpretation to apply knowledge; link networks to function
55. Open resources with fee for access
56. Pet peeve #1: Prediction info not clearly differentiated from evidence-backed info. EXAMPLE #1: mRNA
sequences based on annotation, vs. actual sequencing. EXAMPLE #2 #1: Protein ID/ontology info - When dealing
with little-studied genes/proteins, info on predicted functions, relationships to known proteins, orthology, etc. can
be very tentative or very rigorous -and its usually not clear which. In both of these examples, it would be v helpful
to know what the info based on
57. PI's are generally not great for these surveys; students and postdocs routinely work with these resources. I mostly
write grants, papers, and progress reports and sit on countless committees. Plant bioinformatics should not be
separate from other organisms but follow what works in better funded communities; ideally by riding their coat
tails both conceptually and financially. There is nothing distinctive in the challenges facing omics data in plants.
58. Should all be done with sequencing for a small fee.
59. Should blend with interdisciplinary research for better comprehensibility of the results
60. The exchange and centralisation of information is paramount; there is now often too much raw data for one
person to know of or use even in small fields. Some efficient way of compiling the data into central models or
databases is needed, and while this is obviously under way, increasing the efforts can only benefit the community I
think.
61. The followings are not specific to plants. 1. I do not have a good idea about what will be the best solution to really
huge data to be shared: for example, once single cell omics become a common place. Who should maintain (and
fund) the public database and, in addition to raw data, what kind of processed data should be kept in public
database, so that non-bioinformaticians can use the data? 2. Not only omics data, but all raw data should be made
public once the study using the data is published: this would be important from the reproducibility viewpoint and
for the utility of the data in different studies. Then what should be the data formats that are easy to automate the
search? What should be done to have researchers to record as much metadata as possible? - this is an
enforcement issue and a format issue. To make this easier, should we as a community move to have a public
platform for electronic labnotes? 3. Can we make the literature database easier to automatically mine for the
content of papers? I don't think that AI can get to the point it can correctly grab the information very soon. What
about making a webtool to aid authors write a computer-friendly abstract and encourage/enforce authors to
provide a computer-friendly abstract?

62. The JCVI Plant Bioinformatics workshop I attended to learn command line genomics skills was excellent. More of
this should be done, more Rstudio training, more usage of core bioinformatics tools and less reliance on Galaxy.
It's time for PhD students and postdocs using NGS approaches to take the training wheels off their bicycles and dig
deeply into their data like physicists and engineers. There is no substitute. Websites/Galaxy are useful but they
should be a gateway to more substantive skills for 21st century biologists.
63. Tools like TAIR, BAR, ARAPORT, PHYTOZOME needs to linked to a central HUB e.g. viz. PHYTOHUB in pubmed I
wish I have video tutorials for majority of them how to use them
64. Train researchers to analyze a large data set by coding (without relying on excel)
65. Training workshops would be useful- particularly cloud based analyses with the amount of NGS data produced.
66. Unclear the difference among similar data/sites, therefore I only use the site which have experience with my
colleagues.
67. We should finish up the hypothetical protein annotation? I don't really know.

1.
2.
3.
4.

5.
6.
7.
8.
9.

I would really like to be able to build protein models, with insert ligands (metabolites, pathogen effectors etc). Mimic
structure-function, i.e. mutations in the protein docking sites and be able to predict effects.
I would really like to be able to compare data across species so that I can use Arabidopsis data for oil crops
I would really like to be able to do functional classification, promoter analysis, network analysis
Genevestigator used to be entirely free (and was published in peer reviewed pubs as such), but lately now requires a
subscription for even the formerly free tools. This is a great disappointment, since in my opinion it was the best
transcriptomic tool out there for tissue specific (anatomy) expression analysis.
I would really like GO terms to be updated and consolidated. Why are there so many that overlap with one another?
I love the idea behind the upcoming PhyloGenes from TAIR
I'd like to be able to access publicly available plant RNA-Seq data to do my own analysis for research and to allow
undergrad and grad students to use this data to learn how to use it.
I would really like to be able to look for genetic diversity at a specified locus across all sequences available within a
species and also some comparative genomics
My lab has been doing lots of RNA-Seq - It amazes me how much unannotated (TAIR/RTD2/Araport) stuff we continue
to find.

10. As a bioinformatician I would really like to be able to gather phenotype data so that I can understand plant biology
11. As a bioinformatician I would really like to be able to get a list of most commonly and most reliable tools for a new
type of analysis I never did before so that I can gain time not having to do the complete bibliography research
12. As a biologist I would really like to be able to find out the set of genes that would explain the observed phenotype.
Also it would be excellent if novel pathways could be predicted based on animal model systems, so that I can I can
exactly determine the set of genes that get affected in a mutant line.
13. As a busy PI I would really like to be able to find all the data related to a given gene with a single click
14. As a computational biologist I would really like to be able to match up cis-regulatory regions with all known
transcription factors (in Arabidopsis, or other) so that I can computationally find putative transcription factor targets
15. As a data provider I would really like to be able to add data to eFP browser so that I can make this data available to the
community which loves the overview GUI
16. As a doctoral student I would really like to be able to link transcriptome, proteome and metabolome data so that I can
identify the likely functional modules that vary between conditions/genotypes
17. As a biology educator I would really like to be able to utilize resources/demonstrations/exercises provided by that
resource so that I can raise student awareness of the bioinformatic field, the online resources available and how they
can be used to answer biological questions.

18. As an educator I would really like to be able to have my undergraduate students follow an online tutorials to gain
quickly a simple bioinformatic skill, so that I can set up some problem solving activities where the students can use
their newly learned skill to solve a research problem or test an hypothesis.
19. As an educator I would really like to be able to teach students how to work with large dataset like an RNA-seq
experiment so that I can train, or at least expose, the next generation of biologists.
20. As a geneticist I would really like to be able to have better alternatives to JBrowse and GBrowse. I hate both, so that I
can visualize better SNPs/Genes.
21. As a geneticist I would really like to be able to less emphasis on coding and more of getting things done efficiently and
effectively so that I can actually interpret data/get things done rather than argue over what program to use
22. As a graduate student I would really like to be able to gather as many expression profiles by searching a keyword so
that I can use the expression data for generating hypothesis about the process I am studying.
23. As a graduate student I would really like to be able to scan omics data so that I can identify genes of interest
24. As a graduate student I would really like to be able to have tutorials on various types of analyses you can do on data
sets so that I can maximize the information I can collect from a single data set
25. As a graduate student/phylogeneticist I would really like to be able to change/shorten gene names in one fell swoop
from databases to be usable for phylogenetic software...sometimes GREPS make mistakes or are inflexible so that I
can save time
26. As a graduate student I would really like to be able to search genes sequences, protein structures, functions,
expression profiles so that I can predict gene biological functions
27. As a group leader, teacher and bench scientist I would really like to be able to Download diverse, well-curated GFF
files containing quality functional annotations from the community. so that I can Better contextualize my RNA-seq,
methylome and other NGS datasets after mapping
28. As an industry scientist I would really like to be able to mine transcriptomic and metabolomic data so that I can
identify and characterize interesting genes
29. As an instructor I would really like to be able to ask students to use databases and have the necessary help
information there so they could actually use it, so that I can ... get undergraduates to appreciate the functionality,
beauty and complexity of genetics.
30. As a lab PI and undergraduate educator I would really like to be able to have access to one-stop shopping for info on
individual gene/protein structure, expression, location, and function, with easy quick access to 1) gene/protein
alignment functions, 2) protein sequence analysis tools, and 3) easy-access to info on rigor/evidence for info on stuff
like protein localization, mRNA structure, and protein function. It is EASY to find such info in databases - but difficult to
know how rigorous/believable it is…so that I can better investigate the function/expression of previously
uncharacterized genes.
31. As a lecturer I would really like guided ChIP-seq analyses so that I can teach undergrads (a resource may exist for this maybe a Galaxy demo, but I haven't found it)
32. As a lecturer I would really like to be able to have students search for homologues of an Arabidopsis protein, do a
multiple alignment, draw an approximate tree so that I can have students identify the evolutionary origin of a
chloroplast protein
33. As a lipid person I would really like to be able to have a versatile tool that would accept a variety of types of mass spec
data and identify and quantify lipids accurately so that I can compare lipid levels as a function of genetics or
environment or use the metabolite (lipid) data as an input to GWAS
34. As a mass spectroscopist I would really like to be able to search a large database of thoroughly annotated, user
supplied, instrumentation specific data. so that I can Identify compounds that are present in untargeted metabolomic
experiments
35. As a metabolomics researcher I would really like to be able to to share raw chromatography data including metadata
so that I can to extract information on the metabolites I'm interested in but not investigated by the authors as well as
to cross check the annotation among investigators

36. As a novel genome sequencer I would really like to be able to annotate a new genome so that I can get it done more
quickly
37. As a PhD graduate student I would really like to be able to phylogenetic analysis comparative genomics evolutionary
genetics analysis
38. As a PhD scholar I would really like an end to end analysis so that I can map sequence level changes to transcriptome
to metabolome (and now phenome)
39. As a PI I would really like to be able to RNA-seq, CRISPR indel detection using next gen sequencing, DNA methylation
profiling, small RNA seq so that I can do genome editing and expression analysis.
40. As a PI & educator I would really like to be able to show how mutations in DNA could affect mRNA and then protein
structure, function and their interaction network, so that I can help students in class and research understand the
ramifications of mutations and the context in biology.
41. As a PI and educator I would really like to be able to easily accessible training modules that are written simply so that
students without advanced computer training can learn how to navigate and interpret results of database searches, so
that I can use these to train students for research in my lab and in an advanced undergraduate course that includes
plant genomics topics. Some interfaces change frequently so people in the lab don't fully exploit what is available
because they are unaware of the increased power.
42. As a PI and researcher I would really like to be able to compare data from many different sources so that I can make
sure that old and new data sources are integrated to get maximum benefit
43. As a PI I would really like to be able to 1) screen genes/ genomic regions from Ath accessions (and in the future also
from other species) for polymorphisms in an easy manner. It is in part possible for the 1001 Ath genomes, but still not
so easy to do. 2. Use algorithms like BBH, etc. to identify candidate orthologs in other plant species (again there are
tools out there, but maybe I am too ignorant of them: in fact, we usually collaborate with genome experts in such
cases) so that I can as indicated above: i.e. 1. search for genetic variability in a given gene and 2. identify candidates
for orthologous genes
44. As a PI I would really like to be able to an updated PLACE facility so that I can use easily on nr species for cis-elements
45. As a PI I would really like to be able to annotate RNA-Seq data with little expertise so that I can have the data without
relying on others to analyse it for me because I do not do this kind of research often enough to warrant learning how
to do it from scratch.
46. As a PI I would really like to be able to characterize crop genome info similar to Arabidopsis so that I can go crop
genomics
47. As a PI I would really like to be able to compare NGS data in a simpler way than now so that I can avoid repeating
experiments
48. As a PI I would really like to be able to compare WGS i.e. mapping snips so that I can find relevant point mutations
49. As a PI I would really like to be able to comparative genomics that provide users an idea for the function of genes from
various plants so that I can work on a translational research that transfers research results from model plants to
agricultural research.
50. As a PI I would really like to be able to easier expression RNA-Seq data analyses with tool to incorporate own data
phenotyping software such as http://bioweb.supagro.inra.fr/phenopsis/Accueil.php picture database for example
phenotypes method database - ev. even videos for teaching so that I can introduce better new lab members to
methods and phenotypic evaluations for teaching and staying up to date with new methods
51. As a PI I would really like to be able to enter a locus ID (or similar ID) and with a single link get an output of
consolidated transcriptomic and proteomic and targetting, etc data (TAIR has gotten better at this) rather than have
to visit a range of sites for this info, so that I can save time rather than visit specialized sites.
52. As a PI I would really like to be able to explore RNA-seq data more effectively so that I can figure out what the heck is
going on with our mutants
53. As a PI I would really like to be able to get a set of genes from a statistical analysis and get an overview of what might
be over-represented in that list (from biological functions to metabolic processes, TF binding sites in promoters, etc.)
so that I can get an overview and a starting point for deeper analyses
54. As a PI I would really like to be able to get a virtual machine with enough storage, memory, and nodes so that I can do
RNA-seq, SNP analysis etc. and other genome analyses
55. As a PI I would really like to be able to go to one website and see/link to all the info for a gene I am interested in (like
TAIR does) so that I can quickly see what all is known without missing something in an obscure database I did not
know about.
56. As a PI I would really like to be able to have an accessible, easy-to-follow "manual" that takes trainees through
different levels of bioinformatics/biocomputing, with the option to "stop" at the level they are most comfortable with
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for their work and abilities, so that I can guide trainees from different disciplines and points in their careers to make
the most efficient use of computational tools in their work.
As a PI I would really like to be able to I would like to integrate in a tool (for Arabidopsis only) metabolomic,
transcriptomic and proteomic data so that I can get in an easy way get a network model!
As a PI I would really like to be able to identify structural domains and motifs in all Arabidopsis proteins and filter
those easily, so that I can sort protein families according to their domain architecture.
As a PI I would really like to be able to learn and have my students learn simple programing tools such as R or Python.
For students I would like a go to place for them to learn about resources. Now they learn quite a bit by talking to their
peers, but a more comprehensive set of tools and directions to resources would be useful with text to explain the field
rather than learning by clicking links so that I can select candidate genes related to signalling with a more
comprehensive knowledge of what is known, and to have better annotations for gene families when data is available
about known function. Gene ontologies are useless with global terms that are somewhat misleading for young
scientists.
As a PI I would really like to be able to link together expression and metabolic data - and additional data to make
better predictions on gene function so that I can make better predictions on gene function
As a PI I would really like to be able to literature mining, access to all sorts of raw data so that I can efficiently use
published information
As a PI I would really like to be able to look at a model of tissue expression for my gene and in my organism AND its
orthologs in others, and find every pub on those orthologs, so that I can make a good guess at what a "gene of
unknown function" or one that has one random known domain does
As a PI I would really like to be able to look for changes in gene expression (transcripts as well as protein) in different
mutants under various conditions, so that I can generate hypotheses for processes affected by the protein/gene,
which I am interested in
As a PI I would really like to be able to make pictures showing how gene sets of interest behave in different
treatments. Also, how my mutant's transcriptome compares to other mutants/treatments of interest. Also,
visualization of protein abundance based on quantitative MS analysis would be great, so that I can visualize and
demonstrate changes in mRNA and protein abundance.
As a PI I would really like to be able to manipulate and visualise data more efficiently, so that I can interpret data
accurately. To be honest however, I think it requires my finding time to dedicate to this - most of the tools are out
there, just getting to grips with the best ones is the tricky part.
As a PI I would really like to be able to model the behaviour of ions and nutrients within plants, taking into account
most of the important transport systems, so that I can improve nutrient uptake and accumulation in seeds to increase
yield and alleviate nutritional issues.
As a PI I would really like online software for analyses of large data including genomics and proteomics that is
friendlier to inexperienced users, so that I can more easily get students and staff to analyse straight forward large
data.
As a PI I would really like ortholog tables so that I can integrate them into my tools
As a PI, our real need is increased local bioinformatics support, currently limited by difficulties funding personnel on
grants
As a PI I would really like proteomics so that I can do functional analysis, interaction
As a PI I would really like to be able to relationship between structure of small molecule and bioinformatics data so
that I can that helps identification of target protein of small molecules
As a PI I would really like to be able to screen all DNA sequences in plants to locate tryptophan rich domains in which
proteins, so that I can design new antifungal proteins
As a PI I would really like to be able to search gene function, or gene orthologs, or GO category so that I can determine
potential regulation from RNA-seq transcriptome sets
As a PI I would really like to be able to study expression patterns plus functional analysis so that I can figure out if
genes that are differentially expressed in my transcriptome study are linked to a specific phenotype.
As a PI I would really like to be able to get all the information available for a single gene in one place so that I can
easily review candidate genes
As a PI I would really like to be able to transcriptome analysis, alternative splicing so that I can identify differentially
expressed genes, novel splicing isoforms
As a PI I would really like to be able to transcriptome assembly, annotation and analysis of differential expression so
that I can identify genes specific to certain samples as a prelude to understanding their functions
As a PI I would really like a tutorial PPT so that I can pass on to students
As a PI I would really like to be able to understand my RNA-seq data (and other big data) and easily visualize that data
without needing a programmer by my side so that I can find interesting genes to study in my mutant lines.

80. As a PI/researcher I would really like to be able to 1) Compile published data without digging into supplements and/or
asking individual labs. 2) Resources that I can direct students to so they can do self-paced learning, so that I can 1)
Conduct meta-analysis more efficiently. 2) Get students in the lab up-to-speed on basic bioinformatic tasks so I can get
them work on more complicated things.
81. As a plant breeder I would really like to be able to I map a gene to a region of the genome. I would then like tools that
allow me to compare that region with the genes of other species that express the trait and don't express the trait of
interest, so that I can identify a minimal number of candidates in the region controlling the trait in which I am
interested.
82. As a plant scientist involved in genomics I would really like to be able to recover all information about a gene, compare
it with orthologues in other species, find about gene ontology and cellular localisation of product so that I can write
meaningful papers identifying genes working together and perform network analysis
83. As a Post doc I would really like to be able to have a MapMan like mask in R for Aracyc data so that I can quickly
analyze biochemical pathways without switching platforms
84. As a post doc I would really like an RNA-seq pipeline so that I can easily assemble/analyze my transcriptome and
compare to existing transcriptomes
85. As a post-doc fellow I would really like to be able to finding gene expression patterns and related mutants so that I can
move forward my research without stopping
86. As a post-doc I would really like to be able to access regularly updated libraries of annotated DNA sequence
motifs/transcription factor binding sites so that I can look for potential regulatory interactions for my genes of interest
87. As a post-doc I would really like to be able to BLAST-type search a protein sequence to find putative orthologs but also
overlay this with putative secondary structural information and recognition of interesting motifs (e.g. a possible signal
peptide), modification (e.g. myristolyation site) or binding sites. Sort of like a protein annotation tool saying “here’s a
possible transmembrane domain”, “this protein could be mytistolyated”, “looks like this protein is secreted”, “this
protein has a nuclear-localisation signal” etc etc. It could very much be a 'maybe/possible' type list (possibly with
some sort of confidence indication) with the caveat that it would need experimental verification, so that I can see if a
protein physically looks like or may function like another known protein / provides extra 'clues' about a proteins
function or mechanism of action that I may not have considered or even been aware of.
88. As a postdoc (soon to be PI) I would really like to be able to identify relevant publicly available datasets (short read
files, images, etc), download files in an efficient manner, and have associated informative metadata available in an
organized form (e.g. a spreadsheet). In theory, this should be possible with NCBI SRA, but in practice, the metadata is
often times incomplete, the file download process can be tedious, and the data quality is highly variable. For image
data, the issues are much larger, as there seems to be no central repository for this data type. It would also be useful
to have better tools for making cross species genomics comparisons. The current methodology is built around each
research group identifying their own orthologous gene set (typically with CoGe) and then performing comparisons
across orthologs (e.g. - DOI: https://doi.org/10.1105/tpc.17.00581). It would be useful to have one tool that allows
users to identify putative orthologs across species, and analyze their short read data (gene expression, epigenetic
marks) with the same tool, so that I can perform sequence analyses (e.g. - gene expression, DNA Me-Seq, etc) or put
images through an image processing pipeline (e.g. PlantCV)
89. As a postdoc I would really like to be able to comparison of gene expression between plant mutants (similar and
opposite expression patterns) so that I can dissect genetic pathways of regulation
90. As a postdoc I would really like to be able to data/textmining so that I can screen easily new literature and datasets for
connections
91. As a postdoc I would really like to be able to extract data, collate gene info, create a protein network and expression
pattern so that I can understand a certain gene/protein at multiple levels
92. As a postdoc I would really like to be able to more easily search SRA so that I can analyse existing data
93. As a postdoctoral fellow I would really like to be able to I would like to see a tool that allows explore the local
environment of the full-sequenced 1,001 accessions in Arabidopsis so that I can explore the environmental variability
of the specie the same way that other existing tools allows to explore its genetic and phenotypic variability
94. As a Principal Investigator I would really like to be able to analyze sequence variation associated with traits of interest,
so that I can discover genes controlling biological phenomena
95. As a Principal investigator I would really like to be able to train biologists to understand bioinformatics and vice versa
in order to improve communication and understand advantages as well as limitations so that I can train students to
provide feedback to bioinformatics resources (for example corrections of gene models and improve prediction
programmes)
96. As a Professor I would really like to be able to download, reformat, visualize, and mine large (gene expression + multiscale) data sets, so that I can address all the intriguing questions that bubble up in my head when I can put some

distance between me and the tedious paperwork that I need to do every day. I want to be able to show my students
how it is done. I know what it would take: a one-year sabbatical to learn Python, R etc. but I am not able to thread
that needle and make it happen.
97. As a professor I would really like to be able to show students how to compare SNP data so that I can better explain
how map based cloning works
98. As a professor/instructor I would really like to be able to show a class how RNA-seq data can be mapped to a genome.
I have been to workshops but when I tried it it , I could not get it to work
99. As a research associate I would really like to be able to compare SNPs between different rice accessions for any gene
so that I can identify SNPs behind a certain trait
100. As a research fellow I would really like to be able to access a link of plant orthologue to my gene of interest so that I
can design experiments for translating my research
101. As a research scientist I would really like to be able to upload the results of large scale phenotype - genotype mapping
studies so that I can share and get more utility out of well-designed experiments
102. As a research technician I would really like to be able to search for useful primer sets easily so that I can be more
efficient with primer design and therefore my time
103. As a researcher I would really like to be able to Input an alignment and tree and perform tests of selection so that I can
identify rates of evolution on various branches. (Lots of different tests are available in PAML, but there are no good
websites for doing this yet.)
104. As a researcher I would really like to be able to access any genome-wide dataset so that I can process easily to ask
question of interest
105. As a researcher I would really like to be able to access gene and protein data easily with access to expression,
interactions and literature resources (a bit more in-depth than in current Araport - especially in case of the
interactions data) so that I can efficiently obtain information relevant for data interpretation and experiment planning
106. As a researcher I would really like to be able to analyze genomics, proteomics and metabolomics data easily so that I
can interpret the results more efficiently
107. As a researcher I would really like to be able to analyzing the Illumina sequenced data so that I can find the essential
information
108. As a researcher I would really like to be able to blast non-Arabidopsis sequences and retrieve gene identifiers that can
help access sequence and location information of the gene so that I can clone genes or find genes associated with
markers and QTLs to identify genes of interest and syntenic or homologous genes
109. As a researcher I would really like to be able to convert to a update genome sequence, annotation, gene ids so that I
can use it as the old ones.
110. As a researcher I would really like to be able to curate the most updated information on genes and pathways. Connect
publications-->genome databases, reciprocal is available, so that I can get the most updated information and be able
to synthesize the information for answering meaningful questions.
111. As a researcher I would really like epigenomic bioinformatic resources so that I can incoporate these tools in teaching
112. As a researcher I would really like to be able to extract data from the field / farmers data so that I can compare these
data to my lab results
113. As a researcher I would really like to be able to gene expression analysis so that I can look for interested genes easily
114. As a researcher I would really like to be able to genome comparisons, phylogenies, protein structure, co-expression
networks so that I can understand the function of particular genes and developmental pathways.
115. As a researcher I would really like to be able to get all linked information on a given gene or protein in a given plant so
that I can get what I need and also stumble across stuff that will stimulate new ideas
116. As a researcher I would really like to be able to I would like to "verbally" ask the datasets questions so that I can focus
on formulating the question not the wringing of data.
117. As a researcher I would really like to be able to network and cluster analysis for time course data so that I can identify
key regulators
118. As a researcher I would really like to be able to pull all publicly available information (transcriptomics, papers,
proteomics, genetics, structure, evolution, allusions and illusions) about a subset of genes to populate a graphical
structure database, so that I can understand my set of genes better than any GO analysis or independent analysis
could ever do
119. As a researcher I would really like to be able to search for genes, match sequences for DNA and protein, design
primers compare and align sequences, search for potential proteins/domains, produce phylogenetic trees to compare
different regions of DNA/protein, create open reading frames for sequences… A friendly version of GenBank, so that I

can create molecular tools from genes of interest; compare phylogenetic trees to predict possible genes of interest;
compare genic regions and predict gene motif for future research of interest; compare gene families to work on
downstream gene function and pathways
120. As a researcher on any level I would really like to be able to analyze and deconvolve multiple alleles in my sequencing
data of CrispR/CAS9 mutants so that I can easily evaluate my mutants
121. As a student I would really like to be able to get processed expression data from a web service so that I can code easy
visualization tools
122. As a teacher of molecular biology I would really like to be able to use a combined website to teach students how to
look for gene expression patterns and search for promoter elements and known transcription factor targets so that I
can so that they can learn how to work from large transcriptomic datasets to predict transcription factor binding sites.
123. As a trainer I would really like to be able to run Bio-Linux in cloud VMs so that students who have old/feeble laptops
can do real bioinformatics

124. As a young researcher I would really like to be able to to clearly understand what I can do which each tool so that I can
do what I want without having to dig days and days into the tutorials to understand if the defaults parameters are
really the ones I need

