This was the basis for a questionnaire circualated within the NERC Environmental Genomics Programme to assess a number of factors withing the community including bioinformatics knowledge.  If you have any questions about this please contact helpdesk@envgen.nox.ac.uk
The EGTDC is a dedicated data centre for the NERC Environmental Genomics community and this questionnaire was also used to try and assess what services would need to be offered by the data centre.

Bio-Linux is an bioinformatics workstation developed for the EG programme.  Consequently we needed to assess the general Linux knowledge of the community to develop appropriate training courses etc.

maxd/maxdLoad is a transcriptomics package developed at the University of Manchester supported by funding from the NERC EG programme.

1) Do you feel there is a sense of community within the research programme? Within people in the UK doing similar research?  Would you like to see this community become stronger?  Can you suggest mechanisms (how to build links within the community and with other relevant groups)?

2) Briefly describe the informatics going on in your lab.  What operating system does the lab prefer (e.g. are you Windows, Mac, or Linux based)?

3) Is there someone in your lab that you can nominate as a natural liason(s) with the data centre? 

4) Please describe your current level of need/interest in a Bio-Linux computer:

a) Already using Linux, extremely interested in taking part in this project

b) Very interested in Linux, but currently not using it.  

c) Would not install a Linux machine except for the fact that the EGTDC is providing one for free and we want to benefit from community bioinformatics solutions

d) We know nothing about Linux, would want such a computer if we have substantial help from the EGTDC, access to courses, and very good documentation

e) If this machine requires time and effort to maintain, we might be happier with an equivalent PC based solution on a computer already in our lab (possible, see the Bioinformatics for Windows webpage at http://envgen.nox.ac.uk/software).

f) Need more information.  Don’t know enough about Linux/Bio-Linux yet, to decide.

5) Which EGTDC courses might you like to see your lab attend? (GeneSpring, Bio-Linux, microarray experimental design and analysis, bio-statistics, EST analysis, merging EST and microarray data, Perl/BioPerl, MAIME/data management, proteomics).  What other courses would you like to see the EGTDC hold?

MAIME/Microarray informatics questions

EGTDC Preliminary Polling Questions for Manchester University’s Microarray Bioinformatics Group (MBG).

www.bioinf.man.ac.uk/microarray/

Note: Storage of microarray based data in a MIAME compliant format will be a submission requirement for the NERC programme.

1) Are you aware of MIAME (Minimum Information About a Microarray Experiment) as a format for describing your data?

If not, would you be interested in finding out more information about MIAME? (Please proceed to question 3).

2) Have you considered the implications of capturing your data in a MIAME compliant format?

If so, are there any specific areas that have caused you concern?

Do you consider it rich enough to capture information on the type of experiments you are carrying / or plan to carry out?

3) Have you used maxd?  How do you find the data loading interface of maxdLoad? Are there any changes that you would like to see? (please specify)

4) Do you require tools for the capture of other sorts of data not currently supported by NERC? i.e. QTL mapping data, proteomic, metabalomic data.

5) How concerned are you about quality control and normalisation of your data?

Are there any particular normalisation or QC tools that you would like to see included in maxd?

6) Have you used any software tools to carry out analysis of microarray data?

Are there any analysis methods that you would like to see added to maxd that you would find useful for analysis of your own data?

7) Are there any areas of microarray data analysis that you would like to receive further training in?

EST/Other sequence data questions

SEQUENCE RELATED

1. Will you be generating sequence related information ?

2. Will you be generating mew DNA sequences ? If so what sort (EST / GSS

/ Genomic etc.) ?

3. NERC requires that sequence data is submitted to public databanks, do

you intend to make your own database submissions ?

4. What format do you use for your sequences (e.g. FASTA etc.) and what

naming conventions do you use ? For datawarehousing purposes we will

require sequence data to adopt a program-wide naming format, details of

which will appear on the EGTDC web site.

5. What tools are you currently using to process / analyse this data ?

6. What bioinformatics assistance do you think you will need over the

course of your project ?

GENETIC / MAPPING RELATED

1. Will you be generating Genetic / mapping data ?

2. What form of data are you generating (genotypes, haplotypes, physical

map data, genetic map data, QTL etc.) ?

3. What format / naming conventions do you use to store your data ?

4. What tools are you currently using to process / analyse this data ?

5. What bioinformatics assistance do you think you will need over the

course of your project ?

