
GENOMIC RESOURCES NOTE

Genomic Resources Notes Accepted 1 December 2014 – 31
January 2015

GENOMIC RESOURCES DEVELOPMENT CONSORTIUM,1 SIMON BLANCHET,2,3 OLIVIER

BOUCHEZ,4,5 COLIN A. CHAPMAN,6,7 PAUL D. ETTER,8 TONY L. GOLDBERG,9 ERIC A. JOHNSON,8

JAMES H. JONES,10 G�ERALDINE LOOT,2,3 PATRICK A. OMEJA,11 OLIVIER REY,2 MARIA JOSE

RUIZ-LOPEZ,12 WILLIAM M. SWITZER13 and NELSON TING12 , 1 4

1Molecular Ecology Resources Editorial Office, 6270 University Blvd, Vancouver, British Columbia V6T 1Z4, Canada, 2Station

d’Ecologie Exp�erimentale du CNRS �a Moulis, USR 2936, 09 200 Moulis, France, 3Universit�e de Toulouse, UPS, UMR15174

(EDB), 118 route de Narbonne, 31062 Toulouse cedex 9, France, 4GeT-PlaGe, Genotoul, INRA, Auzeville, F31326 Castanet-

Tolosan, France, 5INRA, UMR1388 G�en�etique, Physiologie et Syst�emes d’Elevage, Elevage, F31326 Castanet-Tolosan, France,
6Department of Anthropology & McGill School of Environment, McGill University, Montreal, Quebec H3A 2T7, Canada,
7Wildlife Conservation Society, 2300 Southern Boulevard, Bronx, NY 10460, USA, 8Institute of Molecular Biology, University of

Oregon, Eugene, OR 97403, USA, 9School of Veterinary Medicine, University of Wisconsin-Madison, Madison, WI 53706, USA,
10Department of Anthropology, Stanford University, Stanford, CA 94305, USA, 11Makerere University Biological Field Station,

P.O Box 967, Fort Portal, Uganda, 12Institute of Ecology and Evolution, University of Oregon, Eugene, OR 97403, USA,
13Laboratory Branch, Division of HIV/AIDS Prevention, National Center for HIV/AIDS, Viral Hepatitis, STD, and TB

Prevention, Centers for Disease Control and Prevention, Atlanta, Georgia 30329, USA, 14Department of Anthropology, University

of Oregon, Eugene, OR 97403, USA

Abstract

This article documents the public availability of (i) transcriptome sequence data and assembly for the rostrum dace

(Leuciscus burdigalensis) naturally infected by a copepod ectoparasite (Tracheliastes polycolpus) and (ii) SNPs identi-

fied and validated from RAD sequencing for the Ugandan red colobus (Procolobus rufomitratus tephrosceles) using

RAD sequencing.

Table 1 contains information on the focal species,

data type and resource developed, as well as access

details for the data. The authors responsible for

each genomic resource are listed in the final

column. Full descriptions of how each resource was

developed and tested are uploaded as Supplemental

Information with the online version of this manu-

script.

Table 1 Information on the focal species, data type and resource developed, as well as access details for the data. The authors responsi-

ble for each genomic resource are listed in the final column

Species (no. of

individuals) Data type Resources Authors

Leuciscus

burdigalensis (8)

Transcriptome

sequencing and

assembly

Transcriptome sequence data: NCBI BioProject

PRJNA264971

Olivier Rey, G�eraldine Loot, Olivier

Bouchez, Simon Blanchet

Contig assembly: doi:10.5061/dryad.6365v

Blast hits (with Danio rerio cDNA database):

doi:10.5061/dryad.6365v

Procolobus

rufomitratus

tephrosceles (24)

SNP discovery and

validation from

RAD sequencing

RAD sequence data: NCBI Sequence Read

Archive SRP050135

Maria Jose Ruiz-Lopez, Tony L. Goldberg,

Colin A. Chapman, Patrick A. Omeja,

James H. Jones, William M. Switzer,

Paul D. Etter, Eric A. Johnson, Nelson Ting
SNP information including validation results:

http://dx.doi.org/10.5061/dryad.404fh

Correspondence: Genomic Resources Development Consortium,

E-mail: editorial.office@molecol.com

© 2015 John Wiley & Sons Ltd

Molecular Ecology Resources (2015) 15, 684 doi: 10.1111/1755-0998.12388

info:doi/10.5061/dryad.6365v
info:doi/10.5061/dryad.6365v
http://dx.doi.org/10.5061/dryad.404fh

