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Progress toward Objective 1: Enhance and integrate genetic and physical maps of
agriculturally important animals for cross species comparisons and sequence
annotation:
Catfish: On the basis of previously published framework genetic linkage maps, we have
mapped over 1400 microsatellite markers. These include approximately 300 ESTderived microsatellites, 72 EST-derived SNP markers, and about 1,100 BAC end
anchored microsatellites derived from ESTs. A bacterial artificial chromosome (BAC)
contig-based physical map of the catfish genome was generated using four color
fluorescence-based fingerprints. A total of 40,416 BAC clones (6.5X genome coverage)
was processed generating 34,580 fingerprints (5.6X genome coverage) for the FPC
assembly of the BAC contigs. A total of 3,307 contigs was assembled. Each contig
contains an average of 9.25 clones with an average size of 291 kb. The combined contig
size for all contigs was 0.965 Gb, approximately the genome size of channel catfish. The
reliability of the contig assembly was assessed by both hybridization of gene probes to
BAC clones contained in the fingerprinted assembly, and by validation of randomly
selected contigs using overgo probes designed from BAC end sequences. The presented
physical map should greatly enhance genome research in catfish, particularly aiding in
the identification of genomic regions containing genes underlying important performance
traits. To date, a total of 63,387 BAC end sequences have been generated. From these
BAC end sequences, a total of 17,640 microsatellites have been identified including
10,860 dinucleotide repeats, 4,007 trinucleotide repeats, 2,631 tetranucleotide repeats,
and 135 pentanucleotide repeats. Of the total 17,640 BAC end-anchored microsatellites,
1,671 were located at the beginning of BAC end sequences and 4,392 were located at the
end of BAC end sequences, making them not directly useful as markers, while 11,577
from 8673 unique BACs have sufficient flanking sequences for microsatellite primer
design. Of the 3307 contigs, 2208 contigs contain at least one microsatellites. Mapping
of these microsatellite makers will facilitate the integration of the physical map with the
genetic linkage map. We have characterized a fraction of the large number of BACanchored microsatellites. This work has been published in Aquaculture (Somridhivej et
al., 2008). Over 43,000 high quality SNPs were identified from 128,000 putative SNPs
derived from ESTs. In addition, deep sequencing of reduced representation library has
allowed identification of 14,424 high quality SNPs from 8,572 contigs. These SNPs are
being used to develop the SNP genotyping platform in catfish.
Salmonids: A second generation rainbow trout genetic map ordering 1124 microsatellite
loci spanning a sex-averaged distance of 2927.10 cM (Kosambi) and having 2.6 cM
resolution was constructed by genotyping 10 parents and 150 offspring from the National
Center for Cool and Cold Water Aquaculture (NCCCWA) reference family mapping
panel. Microsatellite markers, representing pairs of loci resulting from an evolutionarily
recent whole genome duplication event, identified 180 duplicated regions within the
rainbow trout genome. Microsatellites associated with genes through expressed sequence

tags or bacterial artificial chromosomes produced comparative assignments with
tetraodon, zebrafish, fugu, and medaka resulting in assignments of homology for 199 loci
(Rexroad et al, 2008).
A first generation BAC physical map of the rainbow trout genome was
constructed using the high-information content fingerprinting (HICF) method of Luo et al.
(2003; Genomics, 82, 378-389). All the clones from the Swanson YY doubled haploid
male BAC library (10X coverage; 184,704 clones) were fingerprinted and edited using
FPMiner software. Approximately 16% of the clones’ fingerprints did not pass our
editing criteria and were removed from the project. The remaining clones were
assembled into physical contigs using the finger-printing contig (FPC) program with a
tolerance of 5, an initial cutoff of 1E-70 and extensive manual editing. The current
version of the map is composed of 154,439 clones of which 145,060 are assembled into
4,173 contigs and 9,379 are singletons. The total number of unique fingerprinting
fragments (consensus bands) in contigs is 1,185,157, which corresponds to an estimated
physical length of 2.0 Gb (75% - 80% of the rainbow trout genome). The assembly was
validated by 1) comparing it to the agarose gel fingerprinting contigs of Palti et al. (2004;
Animal Genetics, 35:130-133), and 2) anchoring the largest contigs to the microsatellites
genetic linkage map. BAC end sequences (BES) are available for approximately 100,000
clones from the same library. We are currently integrating the physical and genetic maps
using microsatellites from BES of clones from the 200 largest contigs. We also integrate
the maps by screening PCR super-pools of the BAC library with over 300 markers that
represent all the genetic linkage groups.
Rainbow trout and Atlantic salmon are closely related species for which major
genome projects are in progress. Sequencing of the Atlantic salmon genome is scheduled
to begin in early 2009. Once a draft sequence is obtained for Atlantic salmon, it may be
possible to sequence much of the rainbow trout genome with 454 sequencing technology.
QTL important in disease resistance appear to be conserved between the two species, so
it is important to correlate the two genetic maps, so information from one species can be
utilized in the other. This year we completed the linkage of the genetic and cytogenetic
maps for Atlantic salmon using fluorescence in situ hybridization with BAC clones
containing markers on the genetic map (Phillips et al., manuscript in preparation). These
BAC clones have been assembled into contigs which are available online at the cGRASP
site. End-sequences from these clones have been blasted against zebrafish, medaka and
stickleback genome sequences. Comparisons of the consensus genetic maps and the
cytogenetic maps for Rainbow trout and Atlantic salmon in our laboratory showed that
large blocks of genetic markers involving whole chromosome arms are conserved in the
same order in the two species. We have identified the homologous chromosome arms for
all of the chromosomes in both species. Many large blocks are also conserved between
the salmonids and other teleosts, although the markers are not in the same order as
salmonids.
To add single nucleotide polymorphisms (SNPs) to the growing number of
genome tools in rainbow trout, we have evaluated multiple bioinformatic pipelines for
their ability to detect SNPs from expressed sequence tag data. Candidate SNPs were
evaluated and 9 SNPs representing 7 genes were successfully genotyped on the
broodstock panel from the NCCCWA selective breeding program.

The Nichols lab at Purdue University is currently 454 sequencing 40 BACs from
physical contigs underlying QTL in rainbow trout. This effort is to identify the genes
underlying important developmental, growth, and life history traits in this species, and
will be an important tool for comparative genomics in aquatic species.
Tilapia: Genoscope has sequenced the ends of ~20,000 BAC clones, with another
~15,000 expected in early 2009. The NIH-NHGRI funded tilapia genome sequencing
project at the Broad Institute is making slow progress due to the phasing out of Sanger
sequencing and the development of methods using next generation (Solexa) sequencing.
As of January 2009, the methods have been developed for 75bp sequence reads and
paired end reads from small fragments. Critical to success of the project will be the
development of methods for 100bp reads, and paired end reads at distances of 4 and 40kb.
With luck, production sequencing is expected to be completed in June 2009. There are
tentative plans for a meeting to discuss an initial assembly in fall 2009. Chris Amemiya
has constructed another 10x BAC library from the individual tilapia being sequenced at
the Broad, and the Broad recently completed end-sequencing of this library. Francis
Galibert’s lab has constructed an RH panel from the same homozygous clonal line being
sequenced at the Broad Institute. He has just received genotypes for ~1500 loci on 190
clones from the panel. Preliminary analyses demonstrate a good map with large syntenic
blocks relative to the medaka and stickleback assemblies. Richard Crooijmans’ lab has
undertaken a SNP discovery project using Solexa technology. From 33 million reads
they assembled 258,000 contigs and identified more than 4000 SNPs. The intention is to
genotype a large number of these SNPs on the RH panel.
Oysters: The Institute of Oceanology of Chinese Academy of Sciences (IOCAS) and the
Beijing Genomics Institute (BGI), in collaboration with the international Oyster Genome
Consortium (OGC), have initiated a genome sequencing project for the Pacific oyster
Crassostrea gigas. The goal of the project is to produce a draft genome sequence of the
Pacific oyster that covers 95% of its genome and 98% of its genes. To date, a 51.4X
genome coverage has been sequenced using Solexa technology with 10.9X clone
coverage for end sequencing of a Fosmid library using traditional Sanger sequencing.
Preliminary assembly allowed assembly of N50 contig size of 1.1 kb, and N50 scaffold
size of 8.9 kb. This effort allowed identification of 25,452 unique genes from oysters.
The sequencing team is determining what to do next to extend the highly segmented
contigs.
A JGI/Stanford project to sequence 58 BAC clones selected to contain eight genes
of interest (5-9 clones for each target gene) is nearing completion, with 47 BACs fully
sequenced and 11 in the finishing stages. Last year, a BAC-based physical map of the
Pacific oyster genome was constructed with USDA support. The library and map will be
used in the new USDA NRI Project GigaSNP (P.I’s: Dennis Hedgecock, Pat Gaffney,
and Ximing Guo). The primary goal of this project is to provide critical resources needed
to assemble the draft sequence of this highly polymorphic genome. From EST sequences
produced by the Joint Genome Institute (DOE), the project will develop high quality
coding SNP sequences, validate their amplification from genomic DNA, and
genotype >3000 candidate SNP markers by multiplex assays in four mapping families
and a panel of oysters from diverse stocks and closely related species. A secondary goal

is to identify 1500 SNP markers that are evenly spaced across the genetic map and
polymorphic enough to be broadly useful to our international community. The project
will also assign 500 mapped SNPs to BAC clones by PCR, linking genetic and physical
maps, and develop a cytogenetic map by fluorescence in situ hybridization of mapped
BACs and selected repetitive elements. Integrated genetic, physical, and cytogenetic
maps are critical resources for bridging gaps in the draft genome sequence.
In addition to progress in pacific oysters, significant progress has been made with
eastern oysters. The laboratory of Ximing Guo (Rutgers University) has been active for
the development of a relatively high density genetic linkage map that now include 914
markers including 728 AFLP, 156 microsatellites and SNP markers spanning 1051 cM.
Shrimps: A BAC library with insert size of 120 Kb has been constructed in Dr. Xiang’s
lab of the Oceanic Institute of the Chinese Academy of Sciences, and fingerprinting is
underway to construct the BAC contig-based physical map. Two fosmid libraries were
constructed at Clemson University. Max Rothschild’s lab at Iowa State University has
identified 3,894 EST-derived SNPs and assessed their polymorphic rate. Mapping of
these SNPs is underway.
Striped Bass: A medium-density linkage map for striped bass (Morone saxatilis) based
on 498 microsatellite DNA markers are being constructed. These markers were
developed by researchers in the Departments of Zoology (C.V. Sullivan) and Genetics
(C.R. Couch) at North Carolina State University (NCSU), Kent SeaTech Corporation (M.
Westerman and J. Stannard), and the USDA/ARS National Center for Cool and
Coldwater Aquaculture (NCCCWA) in Kearneysville, WV (C. Rexroad III). The
mapping effort is funded by the NOAA Marine Aquaculture Initiative grant program.
Genotyping of 143 fish (3 parents plus 70 progeny from each of two performance tested
half-sib families of striped bass) is underway at Virginia Institute of Marine Science
(VIMS). The VIMS researchers (K. Reece and J. Cordes) are engaged in initial screening
of available loci using a panel of fish consisting of the three parents (2 dams and 1 sire)
and 6 progeny of each of the two families (15 individuals total). One hundred loci have
been multiplexed into 25 groups of 4 loci and screened using the panel and 83 of these
have been amplified and scored for all 15 individuals in the panel; 14 have been partially
scored and will be finished shortly, and the remaining three will be rerun. Loci that do
not amplify the second time will be set aside and re-optimized should they be needed to
reach the target of at least 325 scoreable loci. It is anticipated that genotyping on the
project will be completed in 2009.
The NCSU researchers have obtained funding from N.C. Sea Grant to utilize the
panel of available microsatellite DNA markers to undertake a detailed genetic
characterization of their special line of white bass, M. chrysops (NCSU-WB1), which has
been domesticated over 8 generations in captivity, has been distributed to the ARS
Stuttgart National Aquaculture Research Center (SNARC), and will be distributed to
members of the Striped Bass Growers Association (see below). One objective is to
identify a minimum suite of markers that can be used to discriminate between NCSUWB1 and other captive or wild strains of white bass so that unauthorized distribution or
adulteration of the line can be detected (and prevented). This genotyping effort, which
also may be transferred to VIMS, also should aid in application of the striped bass
linkage map to selective breeding of white bass, the female parent of the hybrid striped
bass (HSB) produced in commercial aquaculture. In addition, the SNARC researchers
(J.A. Fuller and D. Freeman) have optimized and characterized 26 of the microsatellite

markers developed for striped bass in 3 year classes of the NCSU -WB1 white bass being
held at the SNARC for use in the national breeding program.
Progress toward Objective 2: Facilitate integration of genomic, transcriptional,
proteomic and metabolomic approaches toward better understanding of biological
mechanisms underlying economically important traits:
Catfish: One of the milestones for the past year was the completion of the EST
sequencing project by JGI. Now the total number of catfish ESTs reached 493,852
including 139,475 ESTs from blue catfish and 354,377 ESTs from channel catfish.
Sequence analysis at Auburn University has generated 37,912 contigs and 54,082
singletons. Major efforts of characterization of immune-related genes are continuing at
Auburn University of Mississippi Medical Center, and USDA ARS. Six BACs covering
the catfish immunoglobulin (Ig) heavy chain locus have been sequenced, and various
immune-related genes have been characterized including IgD, Ig light chain (L) sigma,
IgL lambda, FcRs and the B cell accessory molecules CD79a and CD79b, T cell coreceptor molecule CD8 and the TCR CD3 accessory molecules. In addition, as a part of
US Veterinary Immune Reagent Network Grant (USDA CSREES NRI-CPG project
#0206006), anti-TCRγ and anti-TCRα monoclonal antibody reagents (mAbs) are being
tested.
Salmonids: We have constructed a rainbow trout high density oligo-array representing
37,394 unique TCs using Agilent's SurePrint technology. Performance of the array has
been evaluated by analyzing expression of genes associated with vitellogenesis-induced
muscle atrophy in rainbow trout (Salem et al., 2008). To identify miRNAs that might be
important for early embryogenesis in rainbow trout, we constructed a miRNA library
from a pool of unfertilized eggs and early stage embryos. Sequence analysis of random
clones identified 14 miRNAs. Distinct expression patterns were observed during early
embryogenesis and some miRNAs showed up-regulated expression during embryonic
genome activation (Ramachandra et al., 2008).
Suggestive association was detected between MH-Ib marker haplotypes and
bacterial cold water disease (BCWD) resistance in the broodstock of the National Center
for Cool and Cold Water Aquaculture, Leetown, WV (Johnson et al., 2008) and this
association is currently being evaluated through QTL mapping in selected families. The
Nichols lab has completed a microarray study aimed at understanding genes that are
differentially expressed during embryonic development. We have identified
differentially expressed genes as a function of embryonic development rate QTL
genotype, and by sex at three time points prior to hatch in this species. Analysis of this
data will provide important insights into the biological mechanisms promoting fast vs.
slow development rate, and potentially the developmental mechanisms involved in sex
determination and sex-specific gene expression.

Tilapia: Kocher’s lab is completing a project to sequence 100,000 ESTs from a variety
of tilapia cDNA libraries. Approximately 20 normalized libraries have been constructed,
and the sequencing has been contracted to Agencourt. As of January 2009 approximately
75,000 sequences have been obtained, and these sequences confirm the low redundancy

of the libraries. It is expected that all 100,000 ESTs will be deposited in GenBank by
mid-2009. These sequences will complement existing EST resources for related cichlid
fishes, allowing the production of 2nd generation microarrays for tilapia.
Oysters: The JGI large-scale EST sequencing project has so far produced 27,562 cDNA
clone sequences from larval and adult libraries. Another production run of the adult
libraries, which were made from the differentially tagged RNA of two inbred lines, is
expected to yield another 48,000 clone sequences. Several hundred thousand EST
sequences are being generated by 454 sequencing of two larval cDNA libraries. The
European sequencing efforts has generated a large number of ESTs with 26,724 unique
sequences, consisting of 8,885 contigs and 17,839 singletons. A cDNA microarray
containing 9,058 unigenes was designed in Europe to identify genes differentially
expressed between lines selected to be resistant or sensitive to summer mortality.
Shrimps: A total of 176,198 ESTs are now available from shrimps. Approximately
130,000 EST sequences for the white shrimp, L. vannamei, all sequenced from both ends,
have been delivered from JGI to the Hollings Lab in South Carolina.
Striped Bass: The NCSU researchers establish genetically and phenotypically diverse
founder stocks of striped bass for selective breeding. Nearly 400 crosses were performed
between 13 male and 9 female lineages of striped bass with genetic contribution from 6
geographic stocks to generate 82 full-sib families and 336 half-sib families distributed
across 4 year classes (2004-2007). The 4 year classes are to be maintained as separate
lines for breeding purposes. In 2008, the line of 2004 year class striped bass (line NCSU
SB1) was reproduced for the first time with excellent results and several thousand
progeny are currently being subjected to performance testing of growth related traits at
NCSU and the SNARC for selection of future broodstock. In 2008, the NCSU
researchers also worked with 3 N.C. commercial HSB hatcheries to amplify the NCSUWB1 line of white bass that had been domesticated at the PAFL for 7 generations,
generating thousands of F8-generation advanced fingerlings, which are being
performance tested at NCSU and SNARC for selection as future broodstock and for
eventual distribution to industry. Also in 2008, the SNARC researchers completed
detailed phenotypic characterizations of three year classes of NCSU-WB1 with respect to
growth (length, weight), response of plasma cortisol levels to a low water stress, and
circulating IGF-I levels, and mean egg size per female for fish raised on different
broodstock diets. These striped bass and white bass will comprise the founder stocks of
the National Program of Genetic Improvement and Selective Breeding for the Hybrid
Striped Bass Industry (National Breeding Program), which held its 6th Annual Workshop
at the World Aquaculture Society Aquaculture America 2008 Meeting in Lake Buena
Vista, Florida, with partial support from NRSP-8.

Progress Toward Objective 3: Facilitate and implement bioinformatic tools to
extract, analyze, store and disseminate information. (See Attachment 1 for more
details on objectives.):
Catfish: John Liu’s lab continues their efforts on development of comparative genome
tools such as chromosome-anchored ESTs of catfish, and comparative map viewers.
Large scale informatic mining of microsatellites and SNPs have been completed, and

databases have been developed; The CGRU will continue development and enhancement
of microarray tools, and further use of arrays to identify candidate genes for disease
resistance. Dr. Zhiliang Hu of Iowa State University trained our students on database
construction.

Salmonids: The rainbow trout BAC physical map can be viewed and searched online
through a Clemson University URL
(http://www.genome.clemson.edu/activities/projects/rainbowTrout/index.shtml). The
microarray data from Nichols lab has been uploaded to GEO and will be available upon
publication of the manuscript for transcriptome analysis during embryonic development
rate. Moreover, once analyzed, sequence data for BACs will be deposited in GenBank
for public use.

Tilapia: Dr. Kocher’s group has reestablished the Gbrowse software after his move to the
University of Maryland. This tool facilitates viewing of tilapia sequences on the
Tetraodon and other fish genome assemblies (www.cichlidgenome.org).
Oysters: Within the EU project Aquafirst, QTL data will be hosted by the Roslin
Institute on ArkDB. EST data will be held on the INRA platform "Sigenae" in Toulouse.
Shrimps: The marine genomics group at the Hollings Marine Laboratory and MUSC
continues to maintain www.marinegenomics.org for the archiving of EST and microarray
data, and as a resource for on-line tools that can be used in the analysis of genomic and
transcriptomic data, which are being used to archive and analyze shrimp metagenomic
and microarray data. In addition, contracting with Clemson University Genome Institute
is underway to enhance EST analysis capabilities.
Publications:
Catfish publications:
Wang S, Sha Z, Sonstegard TS, Liu H, Xu P, Somridhivej B, Peatman E, Kucuktas H,
Liu ZJ. 2008. Quality assessment parameters for EST-derived SNPs from catfish.
BMC Genomics 9:450.
Liu ZJ, Li RW, Waldbieser G. 2008. Utilization of microarray technology for functional
genomics in ictalurid catfish. Journal of Fish Biology 72(9): 2377-2390,
Takano T, Sha Z, Peatman E, Terhune J, Liu H, Kucuktas H, Li P, Edholm E-S, Wilson
M, Liu ZJ. 2008. The two channel catfish intelectin genes exhibit highly
differential patterns of tissue expression and regulation after infection with
Edwardsiella ictaluri. Developmental and Comparative Immunology 32: 693-705.
Sha Z, Xu P, Takano T, Liu H, Terhune J, Liu ZJ. 2008. The warm temperature
acclimation protein Wap65 as an immune response gene: Its duplicates are

differentially regulated by temperature and bacterial infections. Molecular
Immunology 45: 1458-1469.
Somridhivej B, Wang S., Sha Z., Liu H., Quilang J., Xu P, Li P, Liu ZJ 2008.
Characterization, polymorphism assessment, and database construction for
microsatellites from BAC end sequences of catfish: a resource for integration of
linkage and physical maps. Aquaculture 275: 76-80.
Peatman E, Terhune J, Baoprasertkul P, Xu P, Nandi S, Wang S, Somridhivej B,
Kucuktas H, Li P, Dunham R, Liu ZJ. 2008. Microarray analysis of gene
expression in the blue catfish liver reveals early activation of the MHC class I
pathway after infection with Edwardsiella ictaluri. Molecular Immunology 45:
553-566.
Liu ZJ. 2008. Chapter 3, Catfish. Pp. 85-100. In “The Genome: A Series on Genome
Mapping, Molecular Breeding & Genomics of Economic Species” (C. Kole,
Kocher eds.) Vol. 6, Oxford & IBH and Science Pub. Inc..
He C., Ge L, Zhou Z, X Mu Y, Liu W, Gao X, and Liu ZJ. 2008. Sequence and
organization of the complete mitochondrial genome of spotted halibut (Verasper
variegatus) and barfin flounder (Verasper moseri). DNA Sequence 19:246-255.
Hikima, J., M.L. Lennard Richard, M.R. Wilson, N.W. Miller and G.W. Warr. 2008.
Interaction between E-protein and Oct transcription factors in the function of the
catfish IGH enhancer. Dev. Comp. Immunol. 32: 1105-1110.
Sahoo, M., J.L. Stafford, E. Edholm, E. Bengtén, N.W. Miller and M. Wilson. 2008.
Channel catfish, Ictaulurus punctatus, B cell receptor accessory molecules. Dev.
Comp. Immunol. 32:1385-1397.
Moulana, M., J. Evenhuis, E.I. Kountikov, M. Wilson, E. Bengtén, N.W. Miller and T.
McConnell. 2008. Characterization of anti-channel catfish MHC class II
monoclonal antibodies. Vet. Immunol. Path. 126: 120-130.
Majji S, Thodima V, Arnizaut A, Deng Y, May W, Sittman D, Waldbieser GC, Hanson L,
Cuchens MA, Bengten E, Chinchar VG. 2009. Expression profiles of cloned
channel catfish (Ictalurus punctatus) lymphoid cell lines and mixed lymphocyte
cultures. Dev Comp Immunol. 33:224-34.
Small BC, Murdock CA, Bilodeau-Bourgeois AL, Peterson BC, Waldbieser GC. 2008.
Stability of reference genes for real-time PCR analyses in channel catfish
(Ictalurus punctatus) tissues under varying physiological conditions. Comp
Biochem Physiol B Biochem Mol Biol. 151(3):296-304.
Kobayashi Y, Peterson BC, Waldbieser GC. 2008. Association of cocaine- and
amphetamine-regulated transcript (CART) messenger RNA level, food intake,
and growth in channel catfish. Comp Biochem Physiol A Mol Integr Physiol.
151(2):219-25.

Williams ML, Waldbieser GC, Dyer DW, Gillaspy AF, Lawrence ML. 2008.
Characterization of the rrn operons in the channel catfish pathogen Edwardsiella
ictaluri. J Appl Microbiol. 104(6):1790-1796.
Salmonids publications:
Alfaqih MA, Phillips RB, Wheeler PA, Thorgaard GH (2008). The cutthroat trout Y
chromosome is conserved with that of rainbow trout. Cytogenet Genome Res
121:255-259
Brunelli JP, Wertzler KJ, Sundin K, Thorgaard GH (2008). Y-specific sequences and
polymorphisms in rainbow trout and Chinook salmon. Genome 51(9):739-48.
Danzmann RG, Davidson EA, Ferguson MM, Gharbi K, Hoyheim B, Koop BF, Lien S,
Lubieniecki KP, Moghadam HK, Park J, Phillips RB, Davidson WS (2008).
Distribution of ancestral proto-Actinopterygian chromosome arms within the
genomes of 4R-derivative salmonid fishes (Rainbow trout and Atlantic salmon).
BMC genomics 9(1):557.
Hansen, J.D., Du Pasquier, L., Lefranc, MP., Lopez, V., Benmansour, A and Boudinot, P.
(2008). The B7 family of immunoregulatory receptors: A comparative and
evolutionary perspective. Molecular Immunology-in press
Johnson, NA, Vallejo, RL, Silverstein, JT, Welch, TJ, Wiens, GD, Hallerman, EM, Palti,
Y, (2008). Suggestive association of major histocompatibility IB genetic markers
with resistance to bacterial cold water disease in rainbow trout (Oncorhynchus
mykiss). Marine Biotechnology 10:429-437.
Johnstone, K.A., Lubieniecki, K. P., Chow, W., Phillips, R.B., Koop, B.F and Davidson,
W.S. 2008. Genomic organization and characterization of two vomernosasal 1
receptor-like genes (ora1 and ora2) in Atlantic salmon (Salmo salar). Marine
Genomics 1:23-31.
Koop BF, Schalburg KRv, Leong J, Walker N, Lieph R, Cooper GA, Robb A, BeetzSargent M, Holt RA, Moore R, et al: A salmonid EST genomic study: genes,
duplications, phylogeny and microarrays. BMC Genomics 2008, 9:545.
Nichols, K. M., A. F. Edo, P. A. Wheeler, and G. H. Thorgaard. 2008. The genetic basis
of smoltification-related traits in oncorhynchus mykiss. Genetics 179: 1559-1575.
Ramachandra, R.K., Salem, M, Gahr, S., Rexroad III, C.E., Yao, J. 2008. Cloning and
characterization of microRNAs from rainbow trout (Oncorhynchus mykiss): their
expression during early embryonic development BMC Developmental Biology
8:41.
Rexroad III, CE, Palti, Y, Gahr, SA, Vallejo, RL, (2008). A second generation genetic
map for rainbow trout (Oncorhynchus mykiss). BMC Genetics 9:74.
Salem, M., Kenney, P.B., Rexroad 3rd, C.E., Yao, J. 2008. Development of a 37K highdensity oligonucleotide microarray: A new tool for functional genome research in
rainbow trout. Journal of Fish Biology 72:2187–2206.
Williamson, KS, Phillips, RB and B May. 2008. Characterization of a chromosomal
rearrangement responsible for producing apparent XY female fall chinook salmon
in California . Journal of Heredity 99: 483 – 490.

Tilapia publications:

Acosta J, Carpio Y, Besada V, Morales R, Sánchez A, Curbelo Y, Ayala J, Estrada MP.
2008. Recombinant truncated tilapia growth hormone enhances growth and innate
immunity in tilapia fry (Oreochromis sp.). Gen Comp Endocrinol. 157(1):49-57.
Barata EN, Fine JM, Hubbard PC, Almeida OG, Frade P, Sorensen PW, Canário AV.
2008. A sterol-like odorant in the urine of Mozambique tilapia males likely
signals social dominance to females. J Chem Ecol. 34(4):438-49.
Baroiller JF, D'Cotta H, Bezault E, Wessels S, Hoerstgen-Schwark G. 2008. Tilapia sex
determination: Where temperature and genetics meet. Comp Biochem Physiol A
Mol Integr Physiol. [Epub ahead of print]
Chan WW, Chan KM. 2008. Cloning and characterization of a tilapia (Oreochromis
aureus) metallothionein gene promoter in Hepa-T1 cells following the
administration of various heavy metal ions. Aquat Toxicol. 86(1):59-75.
Cnaani A, Kocher TD. 2008. Sex-linked markers and microsatellite locus duplication
in the cichlid species Oreochromis tanganicae. Biol Lett. 4(6):700-3.
Cnaani A, Lee BY, Zilberman N, Ozouf-Costaz C, Hulata G, Ron M, D'Hont A, Baroiller
JF, D'Cotta H, Penman DJ, Tomasino E, Coutanceau JP, Pepey E, Shirak A,
Kocher TD. 2008. Genetics of sex determination in tilapiine species. Sex Dev.
2(1):43-54.
Davis LK, Pierce AL, Hiramatsu N, Sullivan CV, Hirano T, Grau EG. 2008. Genderspecific expression of multiple estrogen receptors, growth hormone receptors,
insulin-like growth factors and vitellogenins, and effects of 17 beta-estradiol in
the male tilapia (Oreochromis mossambicus). Gen Comp Endocrinol.
156(3):544-51.
de Alvarenga ER, de França LR. 2008. Effects of Different Temperatures on Testis
Structure and Function, with Emphasis on Somatic Cells, in Sexually Mature Nile
Tilapias (Oreochromis niloticus). Biol Reprod. [Epub ahead of print]
Ferreira IA, Martins C. 2008. Physical chromosome mapping of repetitive DNA
sequences in Nile tilapia Oreochromis niloticus: evidences for a differential
distribution of repetitive elements in the sex chromosomes. Micron. 39(4):411-8.
Hrytsenko O, Wright JR Jr, Pohajdak B. 2008. Regulation of insulin gene expression and
insulin production in Nile tilapia (Oreochromis niloticus). Gen Comp Endocrinol.
155(2):328-40.
Huang WT, Li CJ, Wu PJ, Chang YS, Lee TL, Weng CF. 2008. Expression and in vitro
regulation of pituitary adenylate cyclase-activating polypeptide (pacap38) and its
type I receptor (pac1-r) in the gonads of tilapia (Oreochromis mossambicus).
Reproduction. [Epub ahead of print]
Huang W, Zhang Y, Jia X, Ma X, Li S, Liu Y, Zhu P, Lu D, Zhao H, Luo W, Yi S, Liu X,
Lin H. 2008. Distinct expression of three estrogen receptors in response to
bisphenol A and nonylphenol in male Nile tilapias (Oreochromis niloticus). Fish
Physiol Biochem. [Epub ahead of print]
Ijiri S, Kaneko H, Kobayashi T, Wang DS, Sakai F, Paul-Prasanth B, Nakamura M,
Nagahama Y. 2008. Sexual dimorphic expression of genes in gonads during early
differentiation of a teleost fish, the Nile tilapia Oreochromis niloticus. Biol
Reprod. 78(2):333-41.
Inokuchi M, Hiroi J, Watanabe S, Lee KM, Kaneko T. 2008. Gene expression and
morphological localization of NHE3, NCC and NKCC1a in branchial

mitochondria-rich cells of Mozambique tilapia (Oreochromis mossambicus)
acclimated to a wide range of salinities. Comp Biochem Physiol A Mol Integr
Physiol. 151(2):151-8.
Kammerer BD, Sardella BA, Kültz D. 2008. Salinity stress results in rapid cell cycle
changes of tilapia (Oreochromis mossambicus) gill epithelial cells. J Exp Zool Part A
Ecol Genet Physiol. [Epub ahead of print]
Kobayashi T, Kajiura-Kobayashi H, Guan G, Nagahama Y. 2008. Sexual dimorphic
expression of DMRT1 and Sox9a during gonadal differentiation and hormoneinduced sex reversal in the teleost fish Nile tilapia (Oreochromis niloticus). Dev Dyn.
237(1):297-306.
Machnes Z, Avtalion R, Shirak A, Trombka D, Wides R, Fellous M, Don J. 2008. Malespecific protein (MSP): a new gene linked to sexual behavior and aggressiveness
of tilapia males. Horm Behav. 54(3):442-9.
Martinez-Chavez CC, Minghetti M, Migaud H. 2008. GPR54 and rGnRH I gene
expression during the onset of puberty in Nile tilapia. Gen Comp Endocrinol.
156(2):224-33.
Matsuoka Y, Kobayashi T, Kihara K, Nagahama Y. 2008. Molecular cloning of Plk1
and Nek2 and their expression in mature gonads of the teleost fish Nile tilapia
(Oreochromis niloticus). Mol Reprod Dev. 75(6):989-1001.
Riley LG, Fox BK, Breves JP, Kaiya H, Dorough CP, Hirano T, Grau EG. 2008.
Absence of Effects of Short-Term Fasting on Plasma Ghrelin and Brain
Expression of Ghrelin Receptors in the Tilapia, Oreochromis mossambicus.
Zoolog Sci. 25(8):821-7.
Sakai F, Kobayashi T, Matsuda M, Nagahama Y. 2008. Stability in aromatase
immunoreactivity of steroid-producing cells during early development of XX
gonads of the Nile tilapia, Oreochromis niloticus: an organ culture study. Zoolog
Sci. 25(3):344-8.
Sarropoulou E, Nousdili D, Magoulas A, Kotoulas G. 2008. Linking the genomes of
nonmodel teleosts through comparative genomics. Mar Biotechnol (NY)
10(3):227-33.
Senthilkumaran B, Sudhakumari CC, Wang DS, Sreenivasulu G, Kobayashi T,
Kobayashi HK, Yoshikuni M, Nagahama Y. 2008. Novel 3beta-hydroxysteroid
dehydrogenases from gonads of the Nile tilapia: Phylogenetic significance and
expression during reproductive cycle. Mol Cell Endocrinol. [Epub ahead of print]
Shirak A, Golik M, Lee BY, Howe AE, Kocher TD, Hulata G, Ron M, Seroussi E. 2008.
Copy number variation of lipocalin family genes for male-specific proteins in
tilapia and its association with gender. Heredity 101(5):405-15.
Swapna I, Sudhakumari CC, Sakai F, Sreenivasulu G, Kobayashi T, Kagawa H,
Nagahama Y, Senthilkumaran B. 2008. Seabream GnRH immunoreactivity in
brain and pituitary of XX and XY Nile tilapia, Oreochromis niloticus during early
development. J Exp Zool Part A Ecol Genet Physiol. 309(7):419-26.
Tipsmark CK, Strom CN, Bailey ST, Borski RJ. 2008. Leptin stimulates pituitary
prolactin release through an extracellular signal-regulated kinase-dependent
pathway. J Endocrinol. 2008 Feb;196(2):275-81.

Tipsmark CK, Baltzegar DA, Ozden O, Grubb BJ, Borski RJ. 2008. Salinity regulates
claudin mRNA and protein expression in the teleost gill. Am J Physiol Regul
Integr Comp Physiol. 294(3):R1004-14.
Uchida K, Moriyama S, Breves JP, Fox BK, Pierce AL, Borski RJ, Hirano T, Gordon
Grau E. 2008. cDNA cloning and isolation of somatolactin in Mozambique
tilapia and effects of seawater acclimation, confinement stress, and fasting on its
pituitary expression. Gen Comp Endocrinol. [Epub ahead of print]
Wang DS, Jiao B, Hu C, Huang X, Liu Z, Cheng CH. 2008. Discovery of a gonadspecific IGF subtype in teleost. Biochem Biophys Res Commun. 367(2):336-41.
Wright JR Jr, Snowdon J, Hrytsenko O, Morrison CM, Pohajdak B. 2008.
Immunohistochemical staining for tilapia and human insulin demonstrates that a
tilapia transgenic for humanized insulin is a mosaic. Transgenic Res. 17(5):991-2.
Oysters publications:
Bushek, D., A. Kornbluh, H. Wang, X. Guo, G. DeBrosse, J. Quinlan. 2008. Fertilization
interference between Crassostrea ariakensis and Crassostrea virginica: a gamete
sink? J. Shellfish Res., 27(3):593-600.
Camara, M. D., J. P. Davis, M. Sekino, D. Hedgecock, G. Li, C. J. Langdon, and S.
Evans. 2008. The Kumamoto oyster Crassostrea sikamea is neither rare nor
threatened by hybridization in the northern Ariake Sea, Japan. Journal of
Shellfish Research 27:313-322.
Galindo-Sánchez, C.E., Gaffney, P.M., Pérez-Rostro, C.I., De la Rosa-Vélez, J., Candela,
J., and Cruz, P. 2008. Assessment of genetic diversity of the eastern oyster
Crassostrea virginica in Veracruz, Mexico using microsatellite markers. Journal
of Shellfish Research 27: 721-727.
Guo, X., Y. Wang, L. Wang and J-H Lee. 2008. Oysters. Pp 161 – 175 in: Genome
Mapping and Genomics in Fishes and Aquatic Animals, Thomas D. Kocher &
Chittaranjan Kole (Eds), Springer, Berlin.
Hedgecock, D., and J. P. Davis. 2007. Heterosis for yield and crossbreeding of the
Pacific oyster Crassostrea gigas. Aquaculture 272S1: S17–S29.
Hubert, S., E. Cognard, and D. Hedgecock. 2008. Centromere-mapping in triploid
families of the Pacific oyster Crassostrea gigas (Thunberg). Aquaculture, in
press, online doi:10.1016/j.aquaculture.2008.12.006.
Wang, H., G. Zhang, X. Liu and X. Guo. 2008. Classification of common oysters from
North China. J. Shellfish Res. 27(3):495-503.
Wang, H. and X. Guo. 2008. Identification of Crassostrea ariakensis and related oysters
by multiplex species-specific PCR. Journal of Shellfish Research, 27(3):481-487.

Wang, Y. and X. Guo. 2008. ITS length polymorphism in oysters and its potential use in
species identification. Journal of Shellfish Research, 27(3):489-493.
Wang, L., H. Zhang, L. Song and X. Guo. 2007. Loss of allele diversity in introduced
populations of the hermaphroditic bay scallop Argopecten irradians. Aquaculture
271:252-259.
Wang, Y. and X. Guo. 2008. Chromosomal mapping of the major ribosomal RNA genes
in the Dwarf Surfclam (Mulinia lateralis Say). J. Shellfish Res., 27(2):307-311.
Zheng, H., G. Zhang, X. Guo and X. Liu. 2008. Inbreeding depression from various traits
in two cultured populations of the American bay scallop, Argopecten irradians
irradians Lamarck (1819) introduced into China. J. Exp. Mar. Biol. Ecol. 364:4247.
Shrimps publications:
Tharntada S., Somboonwiwat K., Rimphanitchayakit V. and Tassanakajon A. (2008)
Anti-lipopolysaccharide factors from the black tiger shrimp, Penaeus monodon,
are encoded by two genomic loci. Fish Shellfish Immunol 24, 46-54.
Staelens J, Rombaut D, Vercauteren I, Argue B, Benzie J, Vuylsteke M. 2008. Highdensity linkage maps and sex-linked markers for the black tiger shrimp (Penaeus
monodon). Genetics 179(2):917-25.
Robalino J, Carnegie RB, O'Leary N, Ouvry-Patat SA, de la Vega E, Prior S, Gross PS,
Browdy CL, Chapman RW, Schey KL, Warr G. 2008. Contributions of
functional genomics and proteomics to the study of immune responses in the
Pacific white leg shrimp Litopenaeus vannamei. Vet Immunol Immunopathol.
2008 Nov 5. [Epub ahead of print].
de la Vega E, O'Leary NA, Shockey JE, Robalino J, Payne C, Browdy CL, Warr GW,
Gross PS. 2008. Anti-lipopolysaccharide factor in Litopenaeus vannamei
(LvALF): a broad spectrum antimicrobial peptide essential for shrimp immunity
against bacterial and fungal infection. Mol Immunol. 45(7):1916-25.
Gorbach DM, Hu ZL, Du ZQ, Rothschild MF. 2008. SNP discovery in Litopenaeus
vannamei with a new computational pipeline. Anim Genet. 2008 Sep 26. [Epub
ahead of print]. PMID: 18828861.
Striped bass publications:
Guthrie, H.D., Woods, L.C. III, Long, J.A., and G.R. Welch. 2008. Effects of osmolality
on inner mitochondrial transmembrane potential and ATP content in spermatozoa
recovered from the testes of striped bass (Morone saxatilis). Theriogenology 69:
1007–1012.
Picha, M.E., Turano, M.J., Tipsmark, C.K. and R.J. Borski. 2008. Regulation of
endocrine and paracrine sources of IGFs and GH receptor during compensatory
growth in hybrid striped bass (Morone chrysops x Morone saxatilis). J.
Endocrinology 199:81-94.
Turano, M.J., Borski, R.J. and H.V. Daniels. 2008. Effects of cyclic feeding on
compensatory growth of hybrid striped bass (Morone chrysops x M. saxitilis) foodfish
and water quality in production ponds. Aquaculture Research 39:1514-1523.

Picha, M.E., Turano, M.J., Beckman, B.R. and R.J. Borski. 2008. Endocrine Biomarkers
of Growth and Applications to Aquaculture: A Minireview of Growth Hormone,
Insulin-Like Growth Factor (IGF)-I, and IGF-Binding Proteins as Potential Growth
Indicators in Fish. North American J. Aquaculture 70:196–211
Reading, B.J., Hiramatsu, N., Sawaguchi, S., Matsubara, T., Hara, A., Lively, M.O., and
Sullivan, C.V. 2008. Conserved and variant molecular and functional features of
multiple vitellogenins in white perch (Morone americana) and other teleosts. Marine
Biotechnology (in press).
Reading, B.J., Hiramatsu, N., Matsubara, T., Hara, A., and C.V. Sullivan. 2008. Deduced
primary structures of three vitellogenins and specific binding to multiple ovarian
receptors in white perch (Morone americana). Cybium, the International Journal of
Ichthyology 32(2) suppl.: 159-161.

