CoML Barcoding Goals for 2010

1. Determine a “reference library” of barcodes for as many as possible of the 200,000 known marine species, including:


- determine barcodes for (appropriately preserved?) specimens in existing collections and museums.


- determine barcodes for identified specimens collected during CoML expeditions, recent and future. 

2. Use DNA barcodes as a standardized character set in the process leading to the description of new species, especially among lesser-known groups

Next steps for CoML field projects

1.Develop an educational process in the science community to inform collectors, census scientists and other scientists such as AToL about the added value in working with CBoL.  This process should also enhance collaboration amongst census scientists.   

2. Develop database of specimens in existing museums and archived collections.  

3.  Museums and other kinds of collections, especially from CBoL members, should be asked about the potential for depositing specimens from CoML census work in those institutions.  

4. Produce and distribute updated protocols for specimen collection, processing and analysis for groups like CoML, OBIS etc that ensure preservation of tissue and DNA for molecular analysis as well as smooth transfer of information about specimens.  These protocols can be obtained from BOLD and existing individual program protocols.  CBoL DNA working group might also be helpful in compiling these protocols and in making them available to census groups.  

5. Agree on barcode gene(s) and protocols where possible:


- CO1 for most animal species 

· ?? for bacteria, other microbes

6. Establish workshops for barcoding to enhance involvement in project.

7. Develop sequencing capacity and outreach in developing countries.

Next steps (recommend to CoML SSC)

1. Adopt CBOL data standards, policies, and protocols. 

2. Develop and agree upon standard formats for visualization

3. Design strategies for archiving tissue and/or DNA

- partnerships with large museums

- partnerships with other institutions (e.g., Ocean Genome Legacy) 

4. Develop and distribute integrated “workbench software” to track specimens from collection, through barcoding, through species page production. 

5. Identify barcoding “service centers” for each taxon or guild; consider distributed versus centralized barcoding facilities

6. Try to influence equipment manufacturers in ways helpful to barcoding


- better at-sea sequencing 

7. Identify bottlenecks in CBOL protocol chain; address most serious bottlenecks

Report on AToL Decapod Kieth Crandall

4 institutions involved, with broad expanse of taxonomic knowledge about the group and also a fossil component.  Also has a strong education component - "Operation Crawfish".  

15,000 species and exemplar approach is to go after 179 families (27 known only from fossils).  

20 genes (mixture of mtDNA and nucelar DNA)  for all 150 or so extant species.  
Decapoda AToL and CBoL points of interaction

The nature of BoLers  interactions with ToLers can be better improved by bring researchers from the two groups together and work on similarities and differences in philosophy and approach.  There are some huge misrepresentations concerning what barcoding really is and a better understanding by ToLer's can only come from more clear interaction.

This AToL project will accept specimens so send.

Make AToL aware of potential cruises and census activities.

Any specimens that might need species ID, or any specimens needin ID from DNA barcode can also be sent.

Other taxonomic groups this AToL will be interested in - barnacles

Is there potential for an NSF RCN to better coordinate PBI, BSI, AToL and CBoL as well as with census organizations??

Report on AToL cnidarians Allen Collins 

New Project.  3M$

9 different institutions and over 30 collaborators.  MAny of them from foreign colleagues.  Staurazoa

10,000 to 11,000 species and probably six times that much.  

Their proposal

1.  1800 different cnidarian species

2.  collections and vouchering same as with BOLD in module Hexacorrelllians of the World"

3.  cover every family (500 or so) and then focus on clades of interest

4.  generate 23 million bp of sequence data from 10 or so markers

5.  reconstruction phylogenies and hypothesis testing

How to integrate chidarian AToL and CBoL

make sequences available

as an ID facility for

validation.  they will sequence and do ID's

their preference is to receive samples in 95% alcohol

provide larger sample sizes for pop gen studies

the group will work on speices level markers for Anthozoa

Also glass sponges (Heactinellidae)

Report on DIVERSITAS Carlo Help

Latest developments at DIVERSITAS.  established 1991;  In 2001 three new directives were established

1.  Discover biodiversity

2.  Assess impacts

3.  Develop science and ideas for sustainable use

bioDISCOVERY

ecoSERVICES

bioSUSTAINABILITY

and a new one

bioEVOLUTION

Several CORE projects

Several Crosscutting networks that link different levels and enhance collaboration

CP0 bioEVOLUTION and Barcoding collaborations

1.  Diversitas needs new tools - barcoding has the tools;  workshops 

2.  workshops for the various issues important in collaboration with CBOL

3.  BioEvolution will sponsor these workshops

CP1 BioDISCOVEY and Barcoding collaborations

assessment, monitoring and prediction of biodiversity - 

develop networks to the GEOS system.  And again here DIVERSITAS proposes workshop with international regional and national stake-holders for assessment of a monitoring system.

Funding for the workshops is possible in the near future.

