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In attendance were well over 100 in the morning, with 63 participants signed in from 14 
countries; USA, UK, Taiwan, Canada, Belgium, France, Mexico, Australia, Japan, 
Singapore, Thailand, Sweden, Poland, Norway. 
 
Gregory Warr, Med Univ S. Carolina warrgw@musc.edu; John Liu, Auburn Univ, 
zliu@acesag.auburn.edu; Roger Foxall, Genome BC, rafoxall@genomebc.ca; Mark 
Camara, USDA, Mark.Camara@oregonstate.edu; Kimberly Reece, VIMS, 
kreece@vims.edu; Jonas Almeida, ed Univ S Carolina, almaeidaj@musc.edu; marke 
Westerman, Kent SeaTech, mwesterman@kentseatech.com; Eric Peatman, Auburn Univ., 
peatmer@auburn.edu; Melanie Wilson, Univ Mississippi Med Center, 
mwilson@microbio.umsmed.edu; Valentina Mariani, Universit degli Studio Milano, 
PTP-CORSA, valentine.mariani@tecmoperco.gov; Hong Chang, UC Davis, 
hgchang@ucdavis.edu; Peter Brayton, USDA, pbrayton@csrees.usda.gov; Paul Gross, 
Med Univ S. Carolina, Grossp@musc.edu; Amy Sprowles, UC Davis, 
AESprowles@ucdavis.edu; Peng Xum Auburn Univ, xupeng1@auburn.edu; Putharat 
Baoprsertkul, Auburn U., baoprpu@auburn.edu; Ping Li, Auburn U, 
pli@acesag.auburn.edu; Baolong Bao, Auburn Univ., baobaol@auburn.edu; Caird 
Rexroad, NCCCWA, USDA, crexroad@nccwa.nrs.usda.gov; Jer-Young Lin, Purdue 
Univ., linsl@purdue.edu; Kerr Wall, Penn State U., pkerrwall@psu.edu; Ben Koop, 
University of Victoria, bkoop@uvic.ca; Willie Davidson, Simon Fraser Univ, 
wdavidso@sfu.ca; Krista Nichols, NOAA, Northwest Fisheries Science Center, 
Krista.Nichols@noaa.gov; Yann Guiguen, INRA-SCRIBE, yann.guiguen@rennes.inra.fr; 
Milly So, Simon Fraser U., msso@sfu.ca; siemon Ng, Simon Fraser U, siemon@sfu.ca; 
Huing Wei, U of Alabama, hwei@ms.soph.uab.edu; Pedro Cruz, CIBNOR Mexico, 
pcriz@cibnor.mx; Chris Amemiya, Benaroya Research Institute, Seattle, 
camemiya@vmresearch.org; Marta Gomez-Chiarri, Univ of Rhode Island, 
gomezchi@uri.edu; Enrique de la Vega, Univ of Queensland, AIMS, 
e.delavega@aims.gov.au; Lena Gerwick, Oregon State U., 
gerwickl@science.oregonstate.edu; Chris Bayne, Oregon State U., 
baynec@oregonstate.edu; Javier Robalino, Med Univ S. Carolina, robalij@musc.edu; Y. 
Ann Chen, Med Univ S. Carolina, chenya@musc.edu; Mara Lennard, Med Univ S. 
Carolina, lennard@musc.edu; Shiao-Wei Huang, National Taiwan University, 
d2205002kimo@yahoo.com; An-Ming Yu, National Taiwan Univ, 
d91225002@ntu.edu.tw; Alex Hon-Tsen Yu, National Taiwan U., ayu@ntu.edu.tw; 
Sirawut Klinbonoja, Biotec Thailand, sirawut@biotecor.th; 
Ikuo Hirono, Tokyo Univ of Marine Science and Technology,  hirono@s.kaiyodai.ac.jp; 
Motoshige Yasuike, Tokyo Univ of Marine Science and Technology, 
ymotoshige@yahoo.co.jp; Anti Vasemagi, Sweish Univ of Agricultural Sciences, 
anti.vasemagi@valn.slu.se; Filip Volckaert, Katholieke Univ, Leuven, Belgium, 
fillip.volckaert@bio.kuleuven.ac.be; Pauline M Cunningham Cupit, Med Univ S. 
Carolina, cupitcu@musc.edu; Charlie Cunningham, Med Univ S. Carolina, 
cunnin@musc.edu; Ronglin Wang, Ecological Exposure Research Lab., NERL, EPA, 
wang.rong-lin@epa.gov; Takashi Aoki, Tokyo Univ of Marine Science and Technology, 
aoki@s.kaiyodai.as.jp; Roman Wenne, Institute of Oceanology PAS, Sogot, Poland, 



Rwenne@cbmpan.gdynia.pl; John Hansen, Western Fisheries Res Ctr., 
jdh25@uwashington.edu; Angela Higgins, Univ of W Virginia, 
ahiggin2@backpacker.com;Sutada Mungpakdee, Sars Intl Center, Norway, 
sutada.mungpakdee@sars.uib.no; Laszlo Orban, TLL Singapore, 
laszlo@tll.org.sgHanling Jin, Iowa State U., hljin@iastate.edu;Ruth Phillips, Washington 
State University, phillipsr@vancouver.wsu.edu; Jennifer DeKoning, Washington State U., 
dekoning@vancouver.wsu.edu; Melinda Baerwald, U C Davis, 
mrbaerwald@ucdavis.edu; Nicola Hastings, Roslin Institute, UK, 
Nicola.hastings@sssrc.ac.uk; James Kottes, Iowa state Univ., jekottes@iastate.edu; 
Nikhil Garge, Univ Alabama Birmingham, nikhilg@uab.edu; Shoba Gopalan, Affymetrix, 
shoba_gopalan@affymetrix.com; Karine Hugot, INRA France, 
karine.hugot@jouy.inra.fr; Chen Niu, New Mexico State Univ., NiuChen@nmsu.edu; 
Eva Bengten, Univ Mississippi Medical Center, ebengten@microbio.umsmed.edu  
 
The workshop was organized to provide an opportunity for invited speakers to present 
recent developments in comparative genomics, and for members of the aquaculture 
species group, especially students and postdocs, present an update of their research.  
 
The first speaker, Chris Amemiya, presented an overview of comparative genomics from 
the perspective of control regions; how to detect them by bioinformatic analysis, how to 
test for their function, and how they are likely responsible for many QTLs. 
 
Dan Rokhsar presented an overview of the Phycogenomics program at JGI, and how 
genomic sequencing was enhancing our understanding of the diversity and evolution of 
life forms. He also reviewed how genomics of algae contributed to our understanding of 
the carbon cycle, and provided opportunities for the development of silicon-based 
nanotechnologies. He also explained the JGI Community Sequencing program and gave 
much helpful advice on how the aquaculture community could approach the issue of 
requesting funding from this program. 
 
Ben Koop provided an overview of the Canadian Salmon Genomics program (GRASP) 
and how it was providing insight into the evolution of the salmonids, as well as providing 
tools for the genetic and functional genomic analysis of multiple salmonid species. 
 
Jonas Almeida provided an overview of the bioinformatic methods by which maximum 
information could be extracted from sequence collections and from microarray data, and 
the value of machine-learning approaches to developing models of organism/environment 
interaction. 
 
Lena Gerwick compared the OSU long-mer array to the GRASP cDNA array as a tool to 
measure inflammatory responses in trout liver, and documented their comparable 
performance. 
 
Marta Gomez-Chiarri presented the results of studies showing that Cavortin and histone 
H4 of oysters are regulated by infection with Perkinsus. 
 



Jason Curole discussed the degree of polymorphism in the oyster genome, documenting a 
high level (up to 3%) od SNPs. 
 
Leslie Mitchell, using the metallothionein genes of Atlantic Salmon, showed that these 
genes are the products of the ancient salmonid whole duplication genome, and that this 
event occurred 80-120 Mya. 
 
Eric Peatman presented data that completely revised our ideas of the number of 
chemokines in fish, showing that their abundance in catfish is similar to that found in 
mammals. 
 
Javier Robalino showed that shrimp have an innate immune response to viruses inducible 
non-specifically by dsRNA. When this response was evoked by long dsRNA that was 
virus specific, essentially complete protection against viral infection could be obtained. 
 
Carlo Artieri showed convincingly that the sex-determining locus of Atlantic Salmon was 
on Chromosome 2.  
 
Fernanda Rodriquez characterized the TLR3 of rainbow trout and showed that it was 
inducible by viral infection and challenge with virus (IHNV). 
 
16 January 2005. 
Species progress reports were presented (see ANNUAL REPORT) and then each species 
group went into informal session to plan collaborations and initiatives to advance the 
genomics of aquaculture species in 2005. 


