Genbank Meeting Notes and Memos

3/3/03

Group meeting. Question raised by Prof. Gary  

3/10/03

Research report “GenbankCleanup.doc” by Jianping 

Individual meeting: presentation of rough classification of Genbank problematic data. Gary suggests investigation on more accurate definitions of classification, and what professions say, what jobs or tools are done by them, what aren’t done but undergoing, what are left.

3/19/03

Research report “Genbank Cleanup Historic Note” by Jianping 

Individual meeting: Further detailed classifications, but contain confusion. Gary suggests GenBank background knowledge and focus on the problems we are able to resolve.

3/24/03   

Research report “Cleanup Methods for GenBank.doc(1.0)” by Jianping

Individual meeting: Description and documents of GenBank. More clear classifications. More detailed research on syntax error of genbank data. Gary hopes move on detailed research on semantic error.

4/1/03

Change individual meeting to 4/6/03. Gary hopes we can summarize the problems we are able to write problem to deal with.

4/6/03 (plan)

Research report “Cleanup Methods for GenBank.doc(1.1)” by Jianping

Begin maintain this notes/ memos and research reference overviews

Individual meeting: 

More contents and references about the causes of genbank problematic data are added to the report. Progresses on the research of syntax, semantic, redundancy and inconsistency problems. 

No tools to perform fixing syntax error and checking/fixing semantic error?

Definition of unboundary information of biosequence?

Classifications of redundancy? 

The hottest research area: continual and constructive bioDBs design, which eliminates most traditionally achieved annotation, and separates the publications of annotation knowledge and reference sequence.    

The term “(MDB) database verification” defined by Karp proposes a research field for a culture of critical to BioDB content in a constructive and continual evaluation approach to improve their quality. This research is expected to attract funding. (Additional references:  Ian Paulsen,Christos Ouzounis, Monica Riley, grant 1-R01-

RR07861-01 from the National Center for Research Resources) 

Talk about correspondence study and function metadata study led by Karp group in CU 

Sequence Annotation Problem – transitive annotation problem (Smith)

We will face a big challenge in coming years that the growing rate of bioinformatic literature information is faster than computer speed.  Adachi et al. and Derynck et al.(1996) are pioneers in the specific communities of investigators attempting to simplify and organize sequence-based knowledge in their own areas of expertise by agreeing on nomenclature and referring it back to specific accession numbers of GenBank records. This procedure carries out both prospectively, for new publications, as well as retrospectively, to update and refresh annotation on traditional,‘‘functionally cloned’’ GenBank sequences.

