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StORe interview No1  FLS list, personal interview      

 

 

Position/Role:   University academic staff 

Institution:    FLS 

Discipline:    Cell Biology 

 

 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? 

I would not share information at any point because of competition. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? When we work with 

recombinant proteins, we generate many pictures. These are tif and jpeg files. 

 

3. Do you currently share access to your data? Why would you want to control 

access to your data? My researchers write everything in their lab book (not in 

electronic format) and also stick the picture printouts in there. If they use 

computer programs, they store the results on their lab tops and take the lab tops to 

group meetings. We are not publishing this information. I would give out 

information to personal contacts, in a face-to-face situation. 

 

Metadata generation – in source repositories or when you send an article off for 

publishing 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

The researchers do those themselves. 

 

5. Who assigns metadata to your data? See above. 

 

You may know that there are plans to create an institutional repository for the 

FLS. Would you want somebody assign the metadata for anything on the 

institutional RP for you (for example the library)? I think JRUL or the faculty 

should set up their own on-line journal with peer review, so that for example 10 

people at the faculty (or also from the outside) would review a paper and give it a 

mark. That exists at other univerisities and it could be a faculty or JRUL on-line 

journal. 
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This could work in that way that a manuscript would be send around an extended 

faculty around the world. The peer review process can be anonymously or not. 

The on-line faculty would have the opportunity to reveal themselves or not. The 

articles would then be on-line.  

The measure for quality could then be how often an article is downloaded and 

how often it is cited. The quality would be ensured by a large community peer 

review.  

 

Output repositories 

 

6. Which output repositories do you use? How do you access them? I use PubMed 

and access it directly, not via the library web site. I also read the Faculty 1000 

articles (web page with publications and direct comments by over 1000 selected 

researchers.) which give you an indication of the quality of the papers when they 

get approved by the experts in the field. The reviewing process is a mark of 

quality. I’m afraid I don’t use the university library.  

 

I occasionally read the ISI Web of Knowledge. This contains abstracts and no 

citations, which makes it less useful for me.  

 

7. How do you search for relevant information (keyword search, advanced search, 

author search) I use simple keyword and author searches. 

 

8. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? Pub Med is very user-friendly and 

there is no help needed with using the service. 

 

9.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? I am not sure 

about the open publications system. You have to think of the career structure of 

the scientists. We are depending on our results, so we have to keep ownership of 

everything until after publication. 

The metric system to assess the capabilities of a scientist is where they publish, 

e.g. in a journal with some standing and a good peer-review system. 

 

If a link is not reviewed, I would have less confidence in it. The whole process of 

reviewing is a mark of quality since the reviewers are your competitors. They 

might even try to turn a publication down and then you have to make your 

argument strong so it will hold. This increases the confidence in your own work 

and in the work of others which has gone through the same process.  

 

10.  What are the data formats that you are interested in? We access gene data, 

images, and protein data bases.  

 

11. Do you access source data from publications in other disciplines, such as 

chemistry, physics, or mathematics? What is your experience with this, do you 
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find that easy?  I read the journals electronically. Sometimes the information in a 

journal is wrong and that can be detrimental. There is also information on web 

sites which is referring to courses, but I found that teaching notes often contain 

errors. 

 

12.  What would you think about a common standard for access to repositories in 

different disciplines? I would change the format that articles are in away from the 

traditional layout, shorter introductions and links to reviews in the introduction 

instead. 

 

13. Would you find something like an interface (with an on-line help facility and user 

ratings or FAQs) helpful?  

 

14.  What are your experiences with on-line help? What would you like to see with an 

on-line help?  

 

15.  just for the statistics: did you receive the questionnaire information? Yes but did 

not fill it in due to time constraints. 
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StORe interview No2   StORe questionnaire list, personal interview   

  

Position/Role:   University academic staff 

Institution:    Pharmacy 

Discipline:   The biological effect of secondary plant metabolites 

 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? 

I am currently writing a book about neutraceuticals. I use information from web 

pages for this book. When I am looking for new literature I use Scifinder Scholar 

(bibliographic database, accesses Chemical Abstracts Service and Medline) to get 

an overview about the latest literature. I access it through the JRUL web site. I 

then access the journal through the JRUL web site. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? 

My researchers keep the experimental data on the computer. The GC-MS data is 

stored on the machine or printed out. From the printout or the spectrogram we 

keep the numerical values.  In fact, the raw data is not really what we want to 

keep, but rather the retention times.  

 

3. Do you currently share access to your data? Why would you want to control 

access to your data? I keep photograph of plants which I share with contacts. This 

is done via e-mail. I also contact people by e-mail to ask for information. 

 

Metadata generation – in source repositories or when you send an article off for 

publishing 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

See below. 

 

5. Who assigns metadata to your data? I do that. The researchers write this 

information themselves. 

 

 

 

 

 

Output repositories 
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6. How do you access output repositories? (Which RP do you use?) I mainly use 

Scifinder. I also access Medline and google for anything that is commercially 

available. I also use Froogle to search for any products.  

7.  

8. How do you search for relevant information (keyword search, advanced search, 

author search)? Simple search in Scifinder. 

 

9. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? I am not too sure about Cambridge 

Scientific Abstracts, which give you 2 sorts of results: web sites and articles. The 

links in there doe not always seem to work. This is however rare, it occurs only in 

about 1 of 100 articles. 

Apart from this, the search in output repositories works fine. 

 

10.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? I don’t look 

at the institutional repository or something. I rather contact the researchers. 

A direct link would be o.k. In fact, it would really be great. 

 

11.  What are the data formats that you are interested in? It is no raw data, I would 

definitely not want any raw data. It is usually in text format. I am also interested 

in samples of chemicals and I tend to request them from the research group. 

 

12. Do you access source data from publications in other disciplines, such as 

chemistry, medicine, or biology? What is your experience with this, do you find 

that easy? I do access information from chemistry, medicine and biology. It may 

be less obvious, but I also access information from sport or veterinary sciences. In 

fact, the field of sport gives me quite a lot of information. I tend to access 

professional journals or even trade magazines in the field. Older issues are often 

freely accessible. I also subscribe to several free news services, such as for 

example from the US soy board to keep up to date with recent findings and 

developments. They supply news alerts with clickable news items in it. 

 

13.  What would you think about a common standard for access to repositories in 

different disciplines? Good idea. 

 

14. Would you find something like an interface (with an on-line help facility and user 

ratings or FAQs) helpful? I have no time to read the on-line helps. I really don’t 

use them. 

 

15.  What are your experiences with on-line help? What would you like to see with an 

on-line help? Not applicable. 
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StORe interview No3    StORe Q, personal interview 

 

Position/Role:   University academic staff 

Institution:    Faculty of Life Sciences 

Discipline:    Molecular Biology 

Your field of interest?  Vaccine development 

 

 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? 

I will access information continually. I also scan the structure databases 

continually, to check for new developments. About 1 week prior to publication we 

would deposit a structure in a database. I share information with our collaborating 

groups, of which some are based overseas, for example microbiology groups. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? Our data is mainly text data. 

We generate large text files from x-ray experiments. From those experiments, we 

generate reflection files. These contain reflection, intensity, and error. There 

might be as much as 150 000 such observations in a single file, which will be 

deposited. 

 

Some researchers would store smaller files on their lap tops. The researchers have 

50 gigabytes each on a shared drive, anything larger is unfeasible. Data will be 

stored on DLT (digital linear tape, a type of magnetic storage device). These are 

more robust than CDs. We use them for archiving. We go back to the files on 

them if we want to check something or when we want to send off a whole dataset. 

  

Once the data is in the public domain, we do not keep a copy of it. 

 

3. Do you currently share access to your data? Why would you want to control 

access to your data? 

I exchange information with our collaborating groups, of which some are based 

overseas, for example microbiology groups. We use a shared drive. 

 

Metadata generation – in source repositories or when you send an article off for 

publishing 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 
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During the process of deposition, the sophisticated software does that, together 

with generating statistical data. The data is also automatically cross-checked. 

 

5. Who assigns metadata to your data? The deposition process can be complex, so it 

is best if one person is the interface for this. That’s currently me. 

 

6. You may know that there are plans to create an institutional repository for the 

FLS. Would you want somebody assign the metadata for anything on the 

institutional RP for you (for example the library)? I think that would be a good 

idea. I think the link through should be in quite a general format. There should be 

only a brief description of the item, which should be combined with the link 

through. 

 

Output repositories 

 

7. How do you access output repositories? (Which RP do you use?) I use the Web of 

Knowledge for information and access the files in pdf. I have it bookmarked. I 

also go through the ebi web site and use many of their repositories. 

 

8. How do you search for relevant information (keyword search, advanced search, 

author search)? That can be difficult sometimes. A gene can have so many 

different names, depending on the research group who is working with it. I would 

like to have a good web site for gene orthologues which lists them.  

 

 

9. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? The genome annotations contain a 4-

digit number. In theory, this should be a unique identifier and will be quoted by 

the research groups who are working with a particular gene. Sometimes the 

numbers are not in their work, or they are not always correct.  

 

 

10.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? The journals 

have very much tightened up their regulations.  

Sometimes you have to go back to the experimental results and re-calculate the 

data. It may not always successful to go back to the researchers because of their 

particular data interpretation, but rather do the re-calculation yourself. 

 

11.  What are the data formats that you are interested in? We generate mainly text 

files or html. 

 

 

12. Do you access source data from publications in other disciplines, such as 

chemistry, medicine, or biology? What is your experience with this, do you find 

that easy? Yes I do sometimes. I remember the last one or two occasions. The 
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structural biology and molecular biology information is very well organised – no 

problems with that.  

 

13.  What would you think about a common standard for access to repositories in 

different disciplines? That would be rather difficult. The data will be published 

when the work is published and that standard should really be adhered to. 

 

14. Would you find something like an interface (with an on-line help facility and user 

ratings or FAQs) helpful? I’ve used on-line help in the past and found it useful. 

 

15.  What are your experiences with on-line help? What would you like to see with an 

on-line help?  Something that is frustrating is when there is only an e-mail address 

given and you have to mail them for help. I’ve used web-based programs and they 

contain some basic instructions, which I find useful. They usually are quite user-

friendly. 

 

I might use tutorials and step-by-step guides but they tend to be quite lengthy. 

Often they don’t address my specific problem. 
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Glossary: 

 

Institutional repository: a ‘showcase’ for the institution, 

can include a summary of research projects,  

could be a central repository for otherwise scattered research, 

new ‘selected’ works, 

long CVs and biographies, 

personal scholarship records, 

statistics on readership, 

publications pre-or even post refereeing 

Benefit for readers is the institution’s intellectual output in a single, easily navigable 

source, with customized daily alerts. 

Example: 

Browse research material by 

 research unit, centre, or department  

 journals and peer-reviewed series  

 author  

Research Online is an open access digital archive promoting the scholarly output of the University of 
Wollongong, Australia. This site was created on 12 December 2005. For further information contact Michael 
Organ, Project Coordinator - Digital Services, 02 4221 3108 or Natalie Keene, Digital Services Officer, 02 
4221 4787. 15 March 2006 

Paper of the day feature, search facility for all institutional papers 

 

More information about our StORe project: 

http://www.library.manchester.ac.uk/projects/store/ 

http://www.jisc.ac.uk/index.cfm?name=project_store 

Source repositories: contain primary research information on which a publication is 

based. Examples are quantitative statistical data, data encoded in a scientific language, 

or graphical data, such as images of molecular structures 

Output repositories: contain research publications, either pre- or post-refereeing, or 

other publications such as working papers, research reports and PhD theses.  

 

Purpose and benefits of our project 

As a part of the StORe project, we will conduct a survey to investigate how researchers 

currently make use of source and output repositories. The results will then be used to 

improve the linkage between both types of repositories. We are especially interested in 

improving the search facilities, which is why we really want to investigate researcher’s 

views first. 
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StORe interview No4  StORe questionnaire list, telephone interview  

 

Position/Role:   University academic staff 

Institution:    University of Liverpool 

Discipline:    General Morphology and Taxonomy 

 

 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? 

I am teaching general morphology at the University of Liverpool. My own work 

is mainly in chromosome counting and taxonomy. I count chromosomes after 

using specific staining method on plant tissue and then looking through the 

microscope. The results are written in my results book.  

 

If I want to get an overview over a new field, I use a Google search with the name 

of a plant. This is very useful and my experience with this information search is 

good. I use Google very often. One keyword is usually enough. I then print the 

article from the pdf.. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? 

I don’t normally generate statistical data. Other conversationalists do that. I make 

up cell preparations and count the chromosomes through the microscope. I then 

draw a picture of the chromosomes and file these. The chromosome numbers I 

store in an Excel file. I don’t take pictures through a microscopic camera, because 

I am interested in several optical planes. I prefer manual drawings. 

 

3. Do you currently share access to your data? Why would you want to control 

access to your data? I exchange what I have though mail and e-mail. I have 

colleagues in the whole world and they have different preferred contact routes. 

One example is an Armenian fellow scientist with whom I keep contact via letters 

(and not electronically).  

 

Metadata generation – in source repositories or when you send an article off for 

publishing 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched?  

I write all the experimental data down together with the experiment. I follow the 

journal’s requirements for publications. 
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5. Who assigns metadata to your data? I do that myself, mainly handwritten or for an 

article submission for a journal. 

 

Output repositories 

 

How do you access output repositories? (Which RP do you use?) I sometimes use 

the Web of Science to check for publications. I keep an eye out on specific 

journals, through our library web site, to see what’s new out there. I am also a 

very good library customer. I often need older publications, as old as from the 

1800s, and they are generally not on the web. I check the paper copies. 

 

I read quite specialised journals and I can’t expect the library to stock paper 

copies just for me alone. These journals are for example American Journal of 

Botany, Canadian Journal of Botany, or Paleobotany. I request paper copies of 

these articles through the library. They do however have the electronic version of 

Molecular Ecology and I read that through the university library web site.  

 

The university library web site is very good to use, typing in one keyword on the 

journal homepage facility is usually sufficient. I don’t use their on-line help 

facility. 

 

6. How do you search for relevant information (keyword search, advanced search, 

author search) see above 

 

7. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? No as they are very good to use. See 

above. 

8.  

 Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? I contact the 

scientists if there is any interesting information in the literature.  

I don’t think there would be any use for me to do this electronically. I am used to 

and I do prefer personal contact. The scientific community in my field is also 

rather small and I already have a very good network of established contacts and 

ways of contacting them. 

 

9.  What are the data formats that you are interested in? I access the articles in pdf, 

and I print them out in order to read them. 

 

10. Do you access source data from publications in other disciplines, such as 

chemistry, medicine, or biology? What is your experience with this, do you find 

that easy? I am especially interested in polyploidy and philogeography (=study 

where species have overwintered the glaciations and how they migrated back). 

This process leads to the genetic biodiversity within a species. 
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To find out more about philogeography, I also read bird papers. To access this 

information I occasionally check zoology journals in paper, because the 

geographical distribution of a bird and a tree might be the same. 

 

I also work in the medical field as a plant identifier, for example I collaborate 

with hospitals and identify poisonous plants for them. I am then of course 

interested on the chemical structure of these plant poisons, so I check the 

toxicology literature, or Google.  

 

11.  What would you think about a common standard for access to repositories in 

different disciplines? Google works fine for me if I need something from 

medicine for example. I generally find the information easy accessible, easy to 

find, and easy to read. Edu sites tend to have the best quality, they usually have 

good information and the summaries are very good. 

I also access geological maps, because the geology determines the soil and thus 

the flora, but very often these are really old maps, for example from the 1880s. I 

find these maps on the internet and they are easy to use. More often I will see the 

original map or a paper copy of it. They are not all on the internet. 

In scientific publications, at the end of an article there is often a species list, in the 

appendix. I can then simply click on this and it opens. These are easy to read and 

need no electronic help. 

 

12. Would you find something like an interface (with an on-line help facility and user 

ratings or FAQs) helpful? No need. I do help other people though. One example is 

my contact to an Iranian student, who wanted to do some investigations about the 

growth and cultivation of non-bloating legumes in Iran. I simply typed this into 

Google and then copied and pasted the information into an e-mail to the student.  

 

13.  What are your experiences with on-line help? What would you like to see with an 

on-line help? Don’t use any help from library staff with my searches because my 

subject is so specialised. 
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StORe interview No5  Store Q, personal interview     

 

Position/Role:   University academic staff 

Institution:    FLS 

Discipline:    Development and remodelling of tissues 

 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? I access information to 

come up with ideas, for grant applications, to scan the literature, when strange 

things happen during experiments and we are looking for explanations, and to 

check back on things. For random mutation information I check the NCBI site, 

which is very good in picking up homonyms. They give them a weight according 

to how often they are used. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? Our information is stored on 

CDs, individual lap tops and P:drives, with randomly generated file numbers 

(rather than names). When we make a plasmid and its corresponding data turns 

out to be meaningful, we give it a number, which is then stored with the plasmid 

information in a special file on my computer. We also produce images and 

quantify the data from those images in Excel files. 

We generate image data and will publish the good ones, but also keep pictures 

with faults in them (a tear or so) since they might still have some biological 

information in them. The production of our microarray data is extremely 

expensive and we will try to make the most of it. 

 

3. Do you currently share access to your data? Why would you want to control 

access to your data? I am perfectly happy to give my data to everybody. We don’t 

actually get any requests for source data, but for processed data.  

 

Metadata generation – in source repositories or when you send an article off for 

publishing 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

The folders will have some meaningful names, and subfolders with the dates of 

the experiments. Within these are the subfolders with the series numbers. In the 

folders there will be a document containing data references, why the experimenter 

did this experiment and so on. 
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5. Who assigns metadata to your data? The scientists themselves. 

 

6. You may know that there are plans to create an institutional repository for the 

FLS. Would you want somebody assign the metadata for anything on the 

institutional RP for you (for example the library)? The data we generate is 

visually striking – it makes a good picture to give to students. We could also put 

more teaching materials on there. I would like to make 2 good pictures of 

everything: one for the publication and one to put on a web site.  

 

I would generally back up the plan for a generally accessible university web site, 

which contains pre-refereeing material. 

 

Output repositories 

 

7. Which output repositories do you use? How do you access them? I search 

PubMed for literature and Google Scholar when I’m looking for technical points. 

 

8. How do you search for relevant information (keyword search, advanced search, 

author search)? I use a combination of keywords. The journals are now getting 

away from accepting gene names since they can be ambiguous, and require 

accession numbers instead. That makes life easier.  

 

9. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? PubMed is fine, but can be a bit 

elective. The links in Pub Med Central are great. I also use genepaint.org and that 

is very good and the information easy to access. 

 

10.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? I would find 

that very convenient. I would use links through to similar data to ours in order to 

check the raw data. I would be interested in links through to pictures as well. 

 

11.  What are the data formats that you are interested in? Mainly text files, jpeg, pdf, 

Excel. 

 

12. Do you access source data from publications in other disciplines, such as 

chemistry, physics, or mathematics? What is your experience with this, do you 

find that easy? I don’t search other disciplines. 

 

13.  What would you think about a common standard for access to repositories in 

different disciplines? No opinion – too little experience. 

 

14. Would you find something like an interface (with an on-line help facility and user 

ratings or FAQs) helpful? No, I would definitely not find that helpful. I think self-

explanatory information on web sites is really best. Entrez for example is self-

explanatory. 
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15.  What are your experiences with on-line help? What would you like to see with an 

on-line help? see above 
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Glossary: 

 

Institutional repository: a ‘showcase’ for the institution, 

can include a summary of research projects,  

could be a central repository for otherwise scattered research, 

new ‘selected’ works, 

long CVs and biographies, 

personal scholarship records, 

statistics on readership, 

publications pre-or even post refereeing 

Benefit for readers is the institution’s intellectual output in a single, easily navigable 

source, with customized daily alerts. 

Example: 

Browse research material by 

 research unit, centre, or department  

 journals and peer-reviewed series  

 author  

Research Online is an open access digital archive promoting the scholarly output of the University of 
Wollongong, Australia. This site was created on 12 December 2005. For further information contact Michael 
Organ, Project Coordinator - Digital Services, 02 4221 3108 or Natalie Keene, Digital Services Officer, 02 
4221 4787. 15 March 2006 

Paper of the day feature, search facility for all institutional papers 

 

More information about our StORe project: 

http://www.library.manchester.ac.uk/projects/store/ 

http://www.jisc.ac.uk/index.cfm?name=project_store 

Source repositories: contain primary research information on which a publication is 

based. Examples are quantitative statistical data, data encoded in a scientific language, 

or graphical data, such as images of molecular structures 

Output repositories: contain research publications, either pre- or post-refereeing, or 

other publications such as working papers, research reports and PhD theses.  

 

Purpose and benefits of our project 

As a part of the StORe project, we will conduct a survey to investigate how researchers 

currently make use of source and output repositories. The results will then be used to 

improve the linkage between both types of repositories. We are especially interested in 

improving the search facilities, which is why we really want to investigate researcher’s 

views first. 
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StORe interview No 6  FLS list, personal interview      

 

Position/Role:   University academic staff 

Institution:    FLS 

Discipline:    Bioinformatics, Protein sequence analysis 

Your field of interest?:  managing databases, developing novel visualization 

tools for protein sequence alignment 

 

The University of Manchester has been funded by the Wellcome Trust to manage and 

curate A. fumigatus genomic data. In addition, The University of Manchester has also 

been funded (as part of the same grant) to enable comparative studies by gathering 

genomic data from other Aspergillus species into a central data repository. To this end, 

CADRE (the Central Aspergillus Data REpository) was initiated.  

 

CADRE provides: 

   Easy access to sequence data. 

   For all genes, predicted structure and location in the genome sequence. 

   Annotation of features in the genome. 

 

Database of protein fingerprints (PRINTS), which is accessible for searching via the 

Web and available for local installation via anonymous ftp. PRINTS is a companion 

resource to PROSITE, providing both a detailed annotation resource for protein families, 

and a diagnostic tool for newly-determined sequences (it therefore has particular 

relevance in the current drive to analyse, and functionally annotate, data from the 

various genome projects). 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? 

Researchers do continually use their web access to search for information and 

their data is stored locally on our computer cluster. The students usually develop 

their own relational databases in order to structure their information. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? We generate text data and 

for example protein alignments are in text format. I am curator for many different 

databases and have also produced documentation describing the use of the 

specific query languages. We have just set up a text-mining database and a third 

database for repetitive regions, but we do not have formal links between our 

different databases. These were independently funded projects. Other, European 

(EBI) projects were concerned with interoperability, such as EMBRACE and 

UTOPIA, which produced software as results.  
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In the bioinformatics field, databases are normally freely available. There have 

been start-up companies who had databases as assets but they were not doing 

well. If you are a bioinformatician and have the choice between a commercial 

product and a free option you will always choose the free option. 

 

3. Do you currently share access to your data? Why would you want to control 

access to your data? I share access to all my research information. My students 

usually have a demo on their computer or leave their data on the web. During the 

first year of their research project they do not normally put their work on the web, 

because they will be receiving too much feed-back. Later on, they put everything 

in the public domain because at that stage they are interested in some feed-back. 

If they did not have any feed-back chances are that e.g. a program will still 

contain errors. 

 

I know that researchers are often afraid that their data will be stolen but that is 

life. People will steal your stuff anyway and the only method to keep that within 

reasonable limits is to make your research as public as possible. If you publish an 

idea widely, the resulting visibility gives you some sort of protection. Hiding 

doesn’t. If you’ve said ‘It’s mine’ in front of 25 000 people, it will at least 

discourage them from lifting your data, and they will also spot others who did. 

 

However, some of my work will eventually be stolen. But I keep my databases 

freely downloadable, there are no access restrictions. Some protection is already 

given through the GNU license or even better through the European Database 

Directive. 

 

Metadata generation – in source repositories or when you send an article off for 

publishing 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

 I am responsible for creating entries and annotating them. The students are 

required to do the annotation first and I then check it. 

 

5. Who assigns metadata to your data? The research students do the annotations. 

 

 

Output repositories 

 

6. Which output repositories do you use? How do you access them? I use PubMed 

for literature, and several sequence databases, such as TREMBL and Swiss-Prot. 

We are partners of InterPro, which is an EBI database of protein families, 

domains and functional sites.  

For literature access, I don’t really use the JRUL page, but I think my students do. 

I also don’t access journals via their home pages. 
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7. How do you search for relevant information (keyword search, advanced search, 

author search)? Usually a simple keyword search. 

 

8. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? What does put me off using a RP is 

either the requirement for registration or for downloading a plug-in. It creates an 

instant barrier when you have to do something else in order to get through to the 

information. 

 

9.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? PubMed 

does not provide links through to the primary data. I think a link from source 

repository to output repository is useful, to see who has used your data. 

 

If a research is funded by the industry the results can be sensitive but that could 

possibly be covered by an MTA (Material Transfer Agreement).  

 

What are the data formats that you are interested in? Text and image data. 

 

10. Do you access source data from publications in other disciplines, such as 

chemistry, physics, or mathematics? What is your experience with this, do you 

find that easy? 

 

11.  What would you think about a common standard for access to repositories in 

different disciplines? 

 

12. Would you find something like an interface (with an on-line help facility and user 

ratings or FAQs) helpful? Yes that might be helpful. There is a specific style for 

on-line bioinformatics tutorials and the explanation of this style can be helpful. 

For a program, the full documentation should be there with it, but it is usually the 

last thing to use. 

13.  What are your experiences with on-line help? What would you like to see with an 

on-line help?  

 

14.  just for the statistics: did you receive the questionnaire information? No, I must 

have deleted that with the other mail from my inbox.  
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StORe interview No7    StORe Q, personal interview  

 

Position/Role:   University academic staff 

Institution:    Pharmacy 

Discipline:    cancer biology, immunology 

 

 

 

Research process  

 

1. When you or your researchers start a research project, what would be the typical 

points for you to access information, to store, and to share information? 

I have researchers at 2 levels: postdocs and postgraduate students. They access 

information continuously throughout their projects. They and I tend to use the NCBI web 

site, I believe some of them have a direct link to PubMed bookmarked. PubMed is the 

main source of literature, because of the medical connotation of our work, this source is 

very appropriate. I do not believe they use anything else. I have nothing bookmarked, 

because I move about all the time (labs in here, office in there) and I work from different 

computers, so bookmarks would be of no use. 

 

My strategy is to scan the papers with a huge impact directly, some examples are Cell, 

Molecular Cell Biology, Nature, Nature Science Biology, Science. I scan every new issue 

of these papers by accessing them through the university library web site – then e-

journals – then letter of the alphabet. I found the old system more convenient, where you 

got a whole journal list and could then pick one of the names. With the new system where 

you have to type the journal name in, I sometimes have a problem with the journal 

names, I cannot always remember enough of the name to type it in. 

 

If I find an interesting publication, I then print it out. If it is interesting and important for 

our work, I keep an electronic copy in PDF. The alternative method that I use to get an 

overview about current developments in the field is my registration for the free 

newsletters in my field – I think they come from the publishers. They contain direct links 

to the pdf article, and I use those links to read the article. 

 

There is other information that I access, and for that I go through the NCBI web site. I 

use their alignment programs for our cDNA or mRNA. One of my main interests are 

motifs in phorphorylated proteins and I use their CLUSTAL-W tool to find these motifs. 

I specifically look for motifs which can be targeted by proteases. I have set up a file of 

proteins with interesting motifs and I have also set up a file with an overview about 

interesting proteins and their biological functions. Both give me a good overview. 

 

I also use a web-based program for primer design, I think it is called primer3. 

(http://frodo.wi.mit.edu/cgi-bin/primer3/primer3_www.cgi = primer design tool.) 

 

Source repositories 
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2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? 

My research students generate experimental data, usually in Excel, power point, or in 

the case of x-ray images as JPEG file. They tend to keep control of those data 

themselves, but they select the best data and send it to me via mail. The things we 

need to discuss are also sent to me by mail. 

 

I organise these data on my hard disk in a simple archive, just a directory with files 

with the names of the students. All the significant experimental data for discussions 

goes in there, and also the articles that I find useful for them (from my daily scan), 

and also the posters and the presentations that the students present in meetings and 

conferences. 

In theory, they can have access to their file, but nobody has ever asked me about that. 

They have a copy of things and I have a copy of things and that method works quite 

well. We do have a group meeting once a week where they are required to give a 

short presentation in ppt (they present in turns) and these presentations also go into 

their named folder on my computer. 

Results from experiments that did not work too well are kept by the students in their 

lab books, only for the purpose of tracking what they’ve done and to learn from 

previous mistakes. They are not used for publication and are not shared with anybody 

else. 

 

3. Do you currently share access to your data? Why would you want to control 

access to your data? 

 I don’t really share data, certainly not with anybody from the outside. My field is so 

competitive that I would really want give data to personal contacts that I can trust. We 

are really careful about giving access to our data, it is only made available to 

somebody from external in its final stages just before the data is published anyway. 

 

We also would not present anything very detailed at a meeting because of concerns 

that our competitor might use this information. 

However, I think as a research scientist you should share some knowledge with other 

scientists. This sharing could be in the field of teaching. Teaching materials can be 

freely shared and I have already accessed some teaching materials on the web. I find 

short animations especially useful, in Quick Time or Real Time, for example when I 

have to explain in my lectures what recombination means, there are good short 

animations on the web. 

I would have no problem to share my teaching materials. I also give people access to 

our standard lab protocols. Experimental protocols are also freely available on the 

web and we tend to use them. We usually find them with a Google search. I also went 

to another laboratory for a few days to learn a certain method. This was arranged 

through personal contacts.  

 

We have a good collaboration within faculties. We exchange data by e-mail or in our 

group meetings every Friday. We also collaborate with groups in the FLS and show 
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them our data in meetings or when they ask, but we can do that because we know 

these people. Again, I think personal contacts are important when you decide who to 

share your data with. 

 

 

Metadata generation – in source repositories or when you send an article for publishing 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

 

The experimental results that the students send to me are in a file which contains 

some information about the data (headers and so on), written by the students 

themselves. I then store it in the file with the student’s name, which is the only 

metadata or information I store. 

 

5. Who assigns metadata to your data? 

 I give the file a simple name when I store it on my c drive. I let the students write all 

the metadata for their publications, according to the specific journal requirements. 

 

 

Output repositories 

 

6. How do you access output repositories? (Which RP do you use?) 

I access the literature and programs that I’ve mentioned before, and I go through 

the NCBI site. 

 

7. How do you search for relevant information (keyword search, advanced search, 

author search). A simple keyword search is usually enough. I often search for the 

journal name and the last issue of that journal. I tend not to use the journal 

homepages, because I am used to accessing them through the library page. 

 

8. What are your experiences with these searches? Are there any RP that you don’t 

like using and why? What are the problems with them? 

 No problems that I can think of right now. 

 

9.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? 

 No, I never do that. 

 

10.  What are the data formats that you are interested in? 

 txt, pdf, ppt. Most of it is text data. 

 

11. Do you access source data from publications in other disciplines, such as 

chemistry, medicine, or biology? What is your experience here, do you find that 

easy? Would you find it convenient to link through from a publication to the 

source data? 
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I access information from different disciplines all the time. I think the journals all 

have a fairly similar format. The American journals all follow the same pattern 

anyway. Most medical journals, such as The Lancet and Nature Medicine, follow 

a common standard. The differences are only very slight.  

 

Having said that, there is actually a slight difference with Science Direct. Things 

are not quite in the same place as you would expect them to be. The layout is not 

the same and I prefer NCBI. 

 

I only search for publications this way. I don’t think that I would need to access 

the source data from a publication. I exchange data with our collaborations, but 

that is because they are personal contacts. 

 

12.  What would you think about a common standard for access to repositories in 

different disciplines? I think they are all fairly similar already. The disciplines are 

not very different. I mean, most people in my field would be interested in biology, 

pharmacy, medicine, and chemistry, and this output is in a similar format already. 

 

13. Would you find something like an interface with on-line help facility (2-

directional questions) and user ratings, or a list of FAQs, helpful when accessing 

repositories? Maybe. I don’t use help functions because I do not find them useful. 

 

14.  What are your experiences with help functions? What functionality would you 

like to see included in a help function?  

I don’t use help functions. You cannot find what you are looking for because you 

have to express your question in exactly the way that they want. It is not always 

well explained what the terminology is that they require. I don’t use FAQs 

because the relevant topics for me often do not seem to be in there. 

If I am really searching for a piece of information I might ask other people for 

help. 
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StORe interview No 8  FLS list, personal interview    

 

Position/Role:   University Research Assistant 

Institution:    FLS 

Discipline:    Repositories of proteomics experimental data 

Your field of interest?:  link with EBI PRIDE repository 

 

 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? 

I would start a project with an experiment involving biological samples, 

describing the samples first and then describing the experiment. This information 

would be stored as part of the experimental protocol. I will get a set of results 

from an experiment and describe these results. They are dependent on the 

methodology used. There are many different methods out there and the choice of 

a specific method will determine the results. All this is part of the experimental 

protocol which is then stored. 

 

There are two common methods to perform analyses of the proteome: 2-D 

electrophoresis and mass spectroscopy. 

If the method of protein analysis with 2-D gel electrophoresis is used, the results 

will be images of a stained gel. The image data has to be stored together with the 

gel properties, such as run conditions and so on, which will be a non-separable 

part of the raw data. The method is not well standardised and an extensive 

description of the gel properties is absolutely essential to ensure reproducibility 

and interpretability. 

If the alternative method of mass spectroscopy is used, the proteins are first 

separated in a column and the eluted fractions then run through an MS. During 

this process the proteins will break up into peptides which will each give a line on 

the MS output. This is also experimental raw data, storable as MS output or 

printout. 

 

The raw data is then analysed with analysis software, which adds some level of 

interpretation. However, this would be still be considered as primary data and 

then the data would be stored in XML, which is required by PRIDE. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? 

The primary data is mostly in some vendor-specific format. It is often in some 

sort of binary files, ASCII, or text files. It is usually stored in the machine (gel 



08/11/2006 Dagmar Biegon 

viewer, MS). We provide a back-up of all the networked PCs (including gel 

viewers and MS) in the Faculty of Life Sciences twice per day. 

 

3. Do you currently share access to your data? Why would you want to control 

access to your data? 

I am absolutely in favour of sharing all the data within FLS. We have 4-5 

different groups in the FLS with their own solutions each and are currently in the 

process of establishing a standard repository service for all, within the core 

facility. We also want to store the raw text data for our own research (to find 

better algorithms) so we need a large data set. 

 

I think our bioinformatics should serve the experimental scientists. The 

algorithms I access from public web pages are in the public domain and the 

source code for any program is available under the GNU general public license. 

There is usually enough documentation to show where the code came from. 

 

I think the problem with access is that you easily get an overload of data. There is 

a discussion about if you are dependent on the data itself or the primary 

interpretation. You would not want to get too many requests for information and 

you would not want ‘to sift through hours and hours of data’. 

 

Metadata generation – in source repositories or when you send an article for publishing 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

That is the responsibility of the experimenters. We train the researchers to collect 

all the right metadata that we need to store meaningful data and to send the data to 

a public repository such as PRIDE (= Proteomics Identification Database) prior to 

a publication. In PRIDE you submit as a user and you can set up who you want to 

share data with. 

 

Depositing in PRIDE required the capturing of the experimental conditions in 

detail. The machine output will be currently still be vendor-specific, but the major 

vendors have now all signed up to provide XML format on their latest equipment. 

This came about due to customer demand, since PRIDE requires XML and it 

really is a commonly used format. 

 

We (the Core Facility Proteomics) have to ensure that the experiments are set up 

right from the beginning and he expereimental conditions are set up right. We also 

work with Chemistry groups, but they are mostly within this building (the 

Michael Smith Building). 

 

5. Who assigns metadata to your data? That would be the researchers themselves. 

 

6. You may know that there are plans to create an institutional repository for the 

FLS. Would you want somebody assign the metadata for anything on the 
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institutional RP for you (for example the library)? I don’t think we would have 

much to do with that within the FLS core facility, since we provide a specialised 

service function. 

 

 

Output repositories 

 

7. How do you access output repositories? (Which RP do you use?) 

I do access on-line scientific articles across a number of journals. The access 

routes that I use are PubMed, Journal homepages, e-mail alerts from PubMed and 

publishers, and the JRUL e-journal list. 

 

8. How do you search for relevant information (keyword search, advanced search, 

author search) I use simple keyword searches and author searches. Quite often I 

do a quick scan through the table of contents. This is because one doesn’t always 

seem to use the right keywords, and this can limit the search too much. I think at 

the start of a scientific project I would use a simple keyword search and then 

further on I would use advanced search modes. 

 

9. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? The repositories are not really that 

different. I have long experience with the terminology. Most often a simple 

keyword search in Google or PubMed is satisfactory. Occasionally a journal web 

site is not that easy to use because it is hard to navigate. 

 

10.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? I think that 

would be very convenient. Within proteomics research, people are pushing for 

this. There should be an easy way of downloading the data. PRIDE requires 

submitting the source data. 

 

11.  What are the data formats that you are interested in? Anything that I am given. I 

am familiar with different data formats. 

 

12. Do you access source data from publications in other disciplines, such as 

chemistry, medicine, or biology? What is your experience with this, do you find 

that easy? I use the shortcuts to experimenters if I am completely ‘thrown’ by an 

article. If I don’t understand what is said in an article, then I use Google for 

further information. 

 

13.  What would you think about a common standard for access to repositories in 

different disciplines? I would appreciate the integration of a calibration curve for 

proteomics, but that development is about to come. There is a discussion in 

proteomics if a full service or only a web page provision should be provided.  
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14. Would you find something like an interface (with an on-line help facility and user 

ratings or FAQs) helpful?  I don’t really use help functions. I am aware of the 

MeSH headings but I don’t use them. I have seen tags and data lists but you have 

to be experienced in order to use them. The Wikipedia is not really handy as a 

tool, however it is good as a starting point. Terminology servers are interesting 

but not all that useful. I think that it is experience which is the most helpful. 

 

15.  What are your experiences with on-line help? What would you like to see with an 

on-line help?  

I am usually happy with the algorithms that I find on public access web pages. I 

access things in the public domain and they are fairly self-explanatory. If I am 

really stuck I read the help or the manual, which are usually put together 

intuitively by experts in the field. I read the FAQ first or the ‘How to’ section. 

 

Just for the statistics: did you answer our questionnaire? Sorry- I think I haven’t 

seen the information. 
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StORe interview No 9   Q list, personal interview    

 

Position/Role:   University academic staff 

Institution:    FLS 

Discipline:    Bioinformatics 

Your field of interest?:  genome sequence analysis, structural bioinformatics 

 

 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? 

They would access information at any point in the project.  

My first choice to access literature information would be the Web of Science, but 

PubMed is also an important source for me. I access PubMed through the NCBI 

web site, which I have bookmarked. Less important but still valuable for me are 

the EBI web site, Google, Google Scholar, and specialist web sites for grants. 

 

Source repositories 
 

What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? When an EST (expressed 

sequence tag, a means to determine gene expression) sequence is found, the data 

will be submitted to GenBank. Researchers would be generating own repositories 

to increase visibility in the field. 

 

2. Do you currently share access to your data? Why would you want to control 

access to your data? 

I support free access to information in general. My results are in the public 

domain, we publish in PubMedCentral. I think free access to peer-reviewed 

papers on the web would be interesting but I would be slightly sceptical about the 

use of that for students. 

I do not think information should generally be free for profit-making bodies and 

commercial companies. One way of putting this into practice is to post the results 

in an encrypted form and people will have to write to me to get the key. This is a 

part of the system of protection at the university. 

. 

We have to maintain a service provision in bioinformatics, but there is also the 

RAE (Research Assessment Exercise) pressure to publish on us. These are two 

conflicting requirements on our time. 

The students’ data is held on a UNIX-based local network. Data is shared 

following basic UNIX file-sharing protocols and e-mails. Sometimes 

presentations are also shared, but not always. In bioinformatics, data is generally 

shared with others through ftp and mail. We are also involved in collaborations 
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with lots of people and through that and through word of mouth we get quite a lot 

of information. We also apply for grants together with other people and are fully 

aware of what they are doing.  

We often get requests to distribute some of our software. Our repositories are 

popular, for example the chicken EST one receives about 7 hits a day from 

various labs. 

 

Metadata generation – in source repositories or when you send an article off for 

publishing 

 

3. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

The sequence data is manually annotated and that is done at GenBank. We 

describe what the organism is and such. 

Sometimes the data gets lost and this is why we will store everything with the 

core facility. Their problem is to get to the metadata. The metadata they need does 

not always get captured. It is not easy to find a way to get to the metadata, one 

possibility would be the MIAME standard. 

 

4. Who assigns metadata to your data? The researchers themselves. The formatting 

must be right for publication in a journal.  

 

5. You may know that there are plans to create an institutional repository for the 

FLS. Would you want somebody assign the metadata for anything on the 

institutional RP for you (for example the library)? To a certain extent that is 

already done with e-science. You’ll have to talk to the people from the core 

facility. They are responsible for sharing that kind of information within facilities. 

 

 

Output repositories 

 

6. How do you access output repositories? (Which RP do you use?) 

I have bookmarked Goggle and the journal citation report and HighlyCited in ISI. 

I then use the library web site to access the full text for scientific articles if there 

is no direct link from ISI. 

For me, the quality of the journal is very important. Anything in the ‘Current 

Opinion’ is very good to get an overview and the ‘Nature Review’ series is good 

as well. It is guaranteed that the best papers are mentioned in the citation index. 

Sometimes the publication says that ‘all data is on the web site’ but then it simply 

isn’t there, the reason being access control. 

We do have a process established within our research group. There are just too 

many keywords to search for one person, so we have split that up within the 

group. In that way, we cover about 50 keywords every week. Checking the table 

of contents is also split up, and the researchers would pick anything of interest for 

a fellow researcher from the articles. They know about their colleague’s area of 

interest. 
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7. How do you search for relevant information (keyword search, advanced search, 

author search)? I google on keywords and work my way from reference to 

reference. Sometimes I access journal web sites, but that only works if you 

remember the journal name and then you will not have any other information at 

the same time (as opposed to keyword searches). 

 

8. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? Many journals are very similar and 

thus have a very similar layout. Coming to think of it, the Wiley publications are 

not always easy to use. 

 

9.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? I already do 

that. It works in cases where it is demanded by the journal, such as Genome 

Biology. I would find it practical, although for genes the accession number would 

be required to exclude ambiguities.  

 

 

10.  What are the data formats that you are interested in? 

All data formats really, especially XML, and most data that I find interesting is 

somehow text-based. 

 

11. Do you access source data from publications in other disciplines, such as 

chemistry, medicine, or biology? What is your experience with this, do you find 

that easy? I tend to contact people via e-mail, but often do not get an answer.. 

 

12.  What would you think about a common standard for access to repositories in 

different disciplines? That depends very much on the data. It should not be too 

generic and try to suit most people most of the time. I don’t really have a problem 

with access to literature and publications in other disciplines. 

There’s one thing that may be worth noting: it is most important for biologists that 

they have publications in peer-reviewed journals. For computer scientists and in 

the physical sciences (which they see themselves as part of) it is most important to 

publish in conference proceedings. This is useful to know when searching for 

literature. 

 

13. Would you find something like an interface (with an on-line help facility and user 

ratings or FAQs) helpful? See below. 

14.  What are your experiences with on-line help? What would you like to see with an 

on-line help? I am moderately comfortable with accessing web sites, but I use on-

line helps and I tend to read the help menu and the specific advice. 
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StORe interview No10   FLS list, personal interview  

 

Position/Role:   University academic staff 

Institution:    FLS 

Discipline:    Molecular biology 

Your field of interest?:  Microarray data 

 

 

 

Research process  

 

1. When you or your researchers undertake a research project, where would be the 

typical points when you would access information, store, or share information? 

Throughout the whole project. Microarray data is always available and will be 

accessed at all times during a project. There is a problem with accessing the latest 

publications because of the delay that is caused by the whole publishing process. 

Because we are dependent on the very latest research information, it can be 

difficult to access a relevant publication at the beginning of a project, when we 

would in fact need that information quickly. We access electronic copies of the 

publications, not the paper version. 

The researchers store the information about their experiments in Excel, on their 

own computers. We have archives for clones and constructs and those are 

managed by the technicians, in Access. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different?  

We generate very large scale data from microarray experiments. The data consists 

of complex data sets. The standard data format across the whole discipline is 

MIAME ( Wikipedia: Minimum Information About a Microarray Experiment 

(MIAME) describes the Minimum Information About a Microarray Experiment 

that is needed to enable the interpretation of the results of the experiment 

unambiguously and potentially to reproduce the experiment and is aimed at 

facilitating the dissemination of data from microarray experiments.) We format 

our data in MIAME and then submit it to the relevant databases. MIAME is a raw 

data format. 

3. Do you currently share access to your data? Why would you want to control 

access to your data? 

Much of our data is not stored here in electronic form. The microarray core 

facility takes care of storing the data for us. The problem is with the level of 

expertise. You need a certain level of expertise in order to understand how you 

would interpret what we have done here. That is the main form of access control – 
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not many people would understand our data! We get requests for sharing our data 

and information per e-mail, about 12 times a year. 

The essential information in our field is to be found in publications and it is also 

vital for us to publish. 

 

Metadata generation – in source repositories or when you send an article for 

publication 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

The raw data goes into the core facility, together with all the annotation. My 

students store their data on all forms of disks (CD, ZIP, pen drive). These can 

hold quite a large amount of data and are usually sufficient. They can also be 

shared within the research group. They do not send me or others any data by e-

mail, since our normal file size is much too big for an e-mail attachment. Some of 

the data is stored on their computer hard drive, but that would be processed data, 

because of the much smaller file size. 

 

5. Who assigns metadata to your data? 

That would be the researchers themselves. They use the MIAME format. Any 

unpublished things would not have very much annotation though. Some things 

may never get written down. They are usually discussed within the group, on a 

case-by-case basis, but not archived in any way.  

In researcher’s lab books things are written down and a note to their computer file 

is included. That is actually a good way to store information, because it will be 

stored in chronological order and cannot be changed. Files can always be renamed 

or changed and then the order of things is less easy to track down. 

 

 

Output repositories 

 

6. How do you access output repositories? (Which RP do you use?) 

We access so many repositories that I can’t list them all here. 

 Maybe you can give me some examples? We use the EPD promoter database 

(http://www.epd.isb-sib.ch/), other promoter databases, several microarray 

databases, ATCC databases, ENSEMBL – all accessed through the web. We also 

use Google for keyword searches and PubMed for literature searches. 

 

 

7. How do you search for relevant information (keyword search, advanced search, 

author search)  

We do simple and complex keyword searches and author searches in PubMed. 

Simple keyword searches (not used the advanced search in Google). I also do 

monthly searches of the table of contents, for example in Molecular Cell, but I 

tend not to use stored search profiles. I prefer to do searches manually, to see 

‘what’s out there’. 
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8. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? 

Some microarray databases are not really user friendly and not easy for public 

access. To get to the information, you have to register. I do not like registrations 

in general. I tend to avoid using these sites. 

 

9.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? 

The publications in my field do already contain the data within the supplement 

anyway, or at least their electronic versions do. Unfortunately, I tend to read my 

journal on the bus and then it is not possible to access the supplement files. So the 

data is not always in a usable form for me.  

 

10.  What are the data formats that you are interested in? The same as we generate. 

 

11. Do you access source data from publications in other disciplines, such as 

chemistry, medicine, or biology? What is your experience with this, do you find 

that easy? I am only interested in the bottom line of publications in other 

disciplines. For example maths is hardly comprehensible because of the different 

terminology they use. Other disciplines are the same, they have a very different 

set of vocabulary. I am a biologist and I find that even bioinformatics is not 

always understandable. 

 

What I do when I am really interested in the underlying data of a publication is to 

contact the researcher by phone. The advantage is that we then have an interesting 

conversation on the phone and can work out together what the different terms 

mean. 

I tend not to access publications from other disciplines all that often. Having said 

that, I regularly read Molecular Cancer Research and that could be classified as a 

medical journal. I don’t have any problem with the accessibility of this journal. 

 

12.  What would you think about a common standard for access to repositories in 

different disciplines? Probably not feasible, because of the different terminology. 

I can imagine that the data is also of a very different nature, so would for example 

astronomy data be rather different from my data, I guess. 

 

13. Would you find something like an interface with on-line help facility (2-

directional questions) and user ratings, or a list of FAQs, helpful when accessing 

repositories? Sometimes help functions are useful, but I don’t really use any other 

features and I’m not sure that I would do that in the future. 

 

14. What are your experiences with help functions? What would make it easier for 

you to use a help function? 

The keywords for checking up and asking a question are sometimes hard to guess. 

You have to think of the exact terms and they have to be exactly what they want 
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as input. I don’t use FAQ lists, because there are always too many items on the 

list, it takes too much time to scroll through. It would be an improvement to have 

a search function within the FAQ list. 

Actually if I get stuck accessing a web site or a database I search for the e-mail 

address and then contact them by e-mail. 

 

15. Just for our statistics: did you fill in the StORe questionnaire? 

No, that must have escaped my attention, I was not aware of the information 
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StORe interview No 11    FLS  list, personal interview   

  

 

Position/Role:   University Research Assistant 

Institution:    FLS 

Discipline:    Bioinformatics 

Your field of interest?:  Mass Spectrometry 

 

 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? 

I don’t do any research projects myself. I work as researcher in a support function 

for other researchers within the Faculty of Life Sciences. 

However, I do access scientific information for my work. I have a preference list 

with about 3-4 journals, which are specific for my area, and I access them through 

the library. My way of accessing them is first through the JRUL web site, then ‘e-

journals’ and then the letter of the alphabet. These journals are all in the field of 

mass spectrometry. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? I don’t generate the data 

myself but I receive the experimental data from the FLS researchers. This is 

solely MS data, in all sorts of raw data formats depending on whoever the 

manufacturer of the MS is. The data formats are often MST (Multiple Spanning 

Tree Protocol = bioinformatics format), or PKLM (?), but there are many more 

different formats.  

The experimental results such as spectrograms are first stored locally on the 

laboratory MS hard drive. Then they are sent to us, where they are stored on our 

local server. 

 

3. Do you currently share access to your data? Why would you want to control 

access to your data? I share data on request, but never with anybody from outside. 

The data is only shared within the Faculty of Life Sciences. This is because the 

MS experimental data storage is a service exclusively for FLS researchers.  

4.  

Metadata generation – in source repositories or when you send an article for publishing 

 

5. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

I don’t assign any metadata myself. The application takes care of the generation 
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and assignment of metadata. We use proteinscape 

(http://www.proteinscape.com/), which is an application that collates MS data. 

The manufacturer’s name is Bruker, I think. 

 However, sometimes getting all the data in can be a problem, because the person 

doing the experiment forgot to note the run conditions in great enough detail. But 

that’s a more general problem. We are working on educating the researchers on 

what experimental conditions and notes are needed exactly. I am also currently 

trying to set up systems which will help to standardise this data. When I want to 

submit data for example to PRIDE (EBI public repository for protein 

identifications) I want the data to be accessible, so it should have all the metadata 

with it. 

 

6. Who assigns metadata to your data? That is the responsibility of the researcher 

doing the experiment. There is a different format when we submit to PRIDE, but 

then the formatting is done at PRIDE. 

 

 

Output repositories 

 

7. How do you access output repositories? (Which RP do you use?) As I’ve said 

before, I use the access through the JRUL web site and occasionally do PubMed 

searches. I don’t really like PubMed very much and I preferred Medline when that 

was still in use. Why? Somehow I think their search parameters were better or I 

maybe was simply more used to them. 

 

8. How do you search for relevant information (keyword search, advanced search, 

author search)? I use simple key word searches or maybe more complex searches 

with Boolean operators, and then I trace it from there. I look at the reference list 

or the links and then search for those references or link through to a web site. I 

don’t use searches for a specific author, but for specific journals. 

 

9. What are your experiences with these? Are there any RP that you don’t like using 

and why? What are the problems when using them? I can’t really find a good MS 

discussion forum or information web site. There is some information on the 

ABRF web site (http://www.abrf.org/), which is a good source of practical 

information, but what I would really appreciate is a better discussion with 

colleagues in my field. 

 

10.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? 

I don’t access source data from publications, there is no point. MS generates 

massive amounts of raw data which is not really sent around by e-mail or stored 

for a long period of time (the files are too big). There is some discussion among 

the MS community at the moment if raw data such as spectrograms should be 

held in a publicly available repository. The problem is not the access control, but 
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the unmanageable file size. Access control is not an issue in the field of 

proteomics research in academia, the data tends to be freely available. 

  

What is currently stored is raw data which has undergone a first processing with 

and application program (depending on the manufacturer). These files are much 

smaller and of course they are freely available, such as for example through 

PRIDE.  

 

11.  What are the data formats that you are interested in? There are so many different 

data formats that I can’t list them all here. I am more interested in descriptions of 

methods than other people’s results, anyway. 

 

12. Do you access source data from publications in other disciplines, such as 

chemistry, medicine, or biology? What is your experience with this, do you find 

that easy? No, I never do that. 

 

13.  What would you think about a common standard for access to repositories in 

different disciplines? n.a. 

 

14. Would you find something like an interface with on-line help facility (2-

directional questions) and user ratings, or a list of FAQs, helpful when accessing 

repositories? I would certainly give it a try. I can imagine that a live on-line help 

would be useful.  

 

15.  What are your experiences with help functions? What functionality would you 

like to see included in a help function?  

To be honest, my experience is that I look for a quick to-the-point answer, but 

finding the answer often takes far too much time. It is much faster to ask a 

colleague about a specific question and then I quite like telephone conversations 

with other experts anyway. 

 

16. Just for the statistics: did you fill in the StORe questionnaire? 

No, I don’t remember having seen the information. 

It was in the electronic bulletins (m2c…). I read those, but I must have 

overlooked the information about StORe. 
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StORe interview No 12     FLS list- personal interview  

  

 

Position/Role:   University Research Assistant 

Institution:    FLS 

Discipline:    Genomics 

Your field of interest?  Gene expression - microarrays 

 

 

 

Research process  

 

1. When you have a research project, what would be the typical points for you to 

access information, to store, and to share information? 

I am not directly doing any research myself.  However I give advice to the 

researchers and I am involved in projects. The researchers continually access 

information throughout their projects and at the end of a project they store the 

data that they have generated. 

 

I would say that any information prior to publication is private and after 

publication it can be made publicly available. 

The microarray data from biological research is deposited in Array Express (an 

EBI public repository for microarray data). Prior to publication, it is kept there 

with a password protection. The password is given to the referees so that only 

they can see it. After publication, the data is made publicly available. 

 

Source repositories 
 

2. What sort of data do you generate? Where and how do you store it? In which 

format is this data stored? Tell us about your experience. Do you find it easy to 

store your data? Would you want anything different? 

We store everything compliant with MIAME (‘Minimum Information about a 

Microarray Experiment’ 

 

Wikipedia: The lack of standardization in arrays presents an interoperability 

problem in bioinformatics, which hinders the exchange of array data. Various 

grass-roots open-source projects are attempting to facilitate the exchange and 

analysis of data produced with non-proprietary chips. The "Minimum Information 

About a Microarray Experiment" (MIAME) XML based standard for describing a 

microarray experiment is being adopted by many journals as a requirement for 

the submission of papers incorporating microarray results) 

 

We have two separate hard drives where the data is stored: first in the machine 

and second on a remote server in Computing Science, where another copy of the 

data is stored. 
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3. Do you currently share access to your data? Why would you want to control 

access to your data? 

The microarray data is usually in form of a large tif file. This large amount of data 

is burned onto a CD. It is then processed with some application and we are 

currently developing new algorithms to optimise processing of the data. The 

results are stored in the form of tab-delineated ASCII files. 

 

Metadata generation – in source repositories or when you send an article off for 

publishing 

 

4. How do you assign metadata to your data, such as when it was created and by 

whom, what project it is related to, or maybe keywords so that it can be searched? 

The metadata is crucial for evaluating the results of a microarray experiment. It 

tends to be difficult for the researchers to capture the right metadata right the first 

time, and we have to educate them on how to do this. 

 

5. Who assigns metadata to your data? 

That would be the researchers. I have to have all the data before a submission and 

sometimes that means that I have to get back to the researchers and we have to 

check their lab books. 

 

6. You may know that there are plans to create an institutional repository for the 

FLS. Would you want somebody assign the metadata for anything on the 

institutional RP for you (for example the library)? 

I was not aware of that. That could be a good idea for tuition aids and teaching 

materials. We could put slides on the intranet and it could serve as a document 

store. This material could be written by us or it could be the microarray 

explanations from commercial companies. We could also store material from 

talks there. 

 

Output repositories 

 

7. How do you access output repositories? (Which RP do you use?) 

I use PubMed. The way I access it is usually through a search for PubMed, 

because I can’t remember the URL. I then do a literature search in PubMed. 

 

8. How do you search for relevant information (keyword search, advanced search, 

author search)? Simple keyword and author searches are sufficient for me. I 

generally only want to get an overview, and am not really looking for in-depth 

information. 

 

 

9. What are your experiences with this? Are there any RP that you don’t like using 

and why? What are the problems with them? No they tend to be rather good. They 

are usually quite convenient to use. I like the PDF format of articles and I find it 

easy to handle. Things I don’t understand I check up in KEGG (Kyoto 
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Encyclopaedia of Genes and Genomes, resource of databases with associated 

software, widely used in bioinformatics). 

 

10.  Do you access the source data directly from publications? Do you contact the 

researcher? Would you find it convenient to be able to link through? I would find 

the possiblility to link through very convenient. When I am interested in the data 

it can usually be found in the supplementary material of an article. I also use my 

personal contacts. 

A link from source to output (after publication) could be useful. 

 

11.  What are the data formats that you are interested in? 

The main data format would be some text file but also pictures, from 

representations of metabolic pathways (on KEGG they are in gif). 

 

12. Do you access source data from publications in other disciplines, such as 

chemistry, medicine, or biology? What is your experience with this, do you find 

that easy? That usually works fine. I have accessed other disciplines such as 

informatics journals. 

 

13.  What would you think about a common standard for access to repositories in 

different disciplines? Yes that should absolutely be standardised. 

 

14. Would you find so something like an interface with on-line help facility (2-

directional questions) and user ratings, or a list of FAQs, helpful when accessing 

repositories? User ratings and FAQs can be helpful. I tend to read those on a web 

site and I find them helpful. 

 

15.  What are your experiences with on-line help? What would you like to see with an 

on-line help? I tend to try things out and just do it that way. I find it more 

informative just to try out how everything works. 

 

16.  Did you answer our questionnaire? No, because I was not aware of it. 
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