Notes from 6th HAI workshop, September 26, 2009 (Toronto, Canada)
Chairs: Michael Snyder (US)  and Mathias Uhlen (Sweden), 

Presenters: Sandra Orchard (UK), Lisa Berglund (Sweden), Henry Rodriguez (US), Peter Nilsson (Sweden), Michael Weiner (US) and Kalle Jonasson (Sweden)

Participants: 45 persons 

1. Welcome by the chair persons

2.  The standards initiatives (Sandra Orchard, EBI, UK)

A new standards are being developed for “Minimal Information About Protein Affinity Reagents” called MIAPAR. The standards define the various data to described affinity reagents including data exchange format. The standards are based on the common PSI standards (PSI-MI XML2.5). The first draft was presented at last years HAI workshop and the second draft at a workshop in Alpbach in March 2009. A third draft was presented and version of this can be found at the url link: http://www.psidev.info/index.php?q=node/281#minimum_requirements. Comments and suggestions for improvements of MIAPAR should be sent to Dr Orchard (email: orchard@ebi.ac.uk) during the next few weeks. The objective is to publish a final version of the standards later this year. 

3. Protein Atlas update (Lisa Berglund, KTH, Stockholm, Sweden)

A new version of the Human Protein Atlas (www.proteinatlas.org) has been released containing protein expression profiles for protein from 6,844 genes corresponding to approximately one third of the human genes. The new version contains more advanced search functions. The atlas now contains more than seven million images. Tutorials on how to use the Human Protein Atlas have also been released and can be found at www.proteinatlas.org/tutorial.php". In addition, a pilot version of a rodent brain protein atlas has been released (www.proteinatlas.org/rodentbrain).
3. NCI affinity reagent projects (Henry Rodriguez, NCH, Bethesda, USA)

The NCI funded program to generate monoclonal antibodies to human protein targets of cancer interest was described. A stream-lined, decentralized scheme has been set-up with the majority of characterization performed at the NCI.  Program involves generation of monoclonal antibodies using full-length recombinant proteins and characterization using the NCI-60 cell line panel and various standardized analysis platforms, including Western blots, tissue micro array and surface plasmon resonance. The validated antibodies (and the corresponding hybridomas) will be publicly available at low cost. Information regarding the antibodies can be found at the NCI proteomics web site (http://proteomics.cancer.gov) or newly developed dedicated web site (http://antibodies.cancer.gov). The portal contains available reagents and way of purchase, “jump site” to access all details, search via antigen. The goal is to generate three monoclonals to each target.

4. The SH2-consortium (Peter Nilsson, KTH, Stockholm, Sweden)

The informal network called the SH” consortium was described. The initiative started at a workshop in Stockholm in March 2008 and the aim is to show the feasibility to generate renewable affinity reagents, preferably with in vitro methods. The SH2 containing protein were chosen as targets and 22 targets were selected in particular. Both soluble domains generate by the Structural Genomics Consortium (SGC) and protein fragments (PrESTs) were generated and sent out to various groups in Asia, Australia, Europe, USA and Canada. The generate binders were collected after six months and used for analysis of specificity using a protein microarray with a total of 384 human proteins, including the 22 protein targets used for selection. 224 binders were analyzed in the 1st phase (spring 2009) and additional 224 binders in the 2nd phase (summer 2009). In total, 616 binders were analyzed.  Binders to all targets were obtained showing the feasibility of a decentralized way to generate renewable affinity reagents.

5. New selection methods for recombinant affinity reagents (Michael Weiner, Affomix, USA)

A new selection principle for the isolation of recombinant binders was described based on a yeast two-hybrid system. Preliminary data was presented on a single chain Fv fragment (scFv) library expressed intra-cellularly in yeast using human cDNAs as bait. The scaling of this method and other methods based on combinatorial libraries to whole proteome efforts was discussed.
6. The Antibodypedia update (Kalle Jonasson, KTH, Stockholm, Sweden)

The first version of the community-based portal Antibodypedia (www.antibodypedia.org) was released at the HAI workshop last year. After review at the Alpbach workshop in March 2009, a new version 2 was released at the EuPA conference in Stockholm in June. After comments from the community, a new version 3 was released and presented at the present workshop. The database is based on data submitted by users and/or antibody providers and all submission must be accompanied with validation data. The new version contains many new features, including dynamic, user-defined web pages, advanced search functions and new scoring rules. Several suggestions for new applications were suggested by the workshop delegates and it was agreed that suggestions for changes should be sent to the email: kalle.jonasson@biotech.kth.se. A new version will be released by the end of the year which adhere to the MIAPAR rules (see above) and allows XML submissions of several binders in bach.

7. Conclusions.

The members of the workshop will be notified by email regarding the progress of the MIAPAR standards and the Antibodpedia portal. A new workshop will be held prior to the HUPO congress in Sydney (September 2010).

