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(<i>Coregonus clupeaformis</i>) and Cisco (<i>C</i>.<i>artedii</i>). Canadian Journal of Fisheries and
Aquatic Sciences, 1985, 42, 1522-1529.
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143
GENETIC EVIDENCE FOR REPRODUCTIVE ISOLATION AND MULTIPLE ORIGINS OF SYMPATRIC TROPHIC
ECOTYPES OF WHITEFISH (<i>COREGONUS</i> ). Evolution; International Journal of Organic Evolution,
1996, 50, 624-635.

1.1 80

144 Phylogeographic Congruence Between mtDNA and rDNA ITS Markers in Brown Trout. Molecular
Biology and Evolution, 2002, 19, 2161-2175. 3.5 80
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145 Geographic variation of multiple paternity in the American lobster, Homarus americanus. Molecular
Ecology, 2005, 14, 1517-1525. 2.0 80

146 The past, present and future of genomic scans for selection. Molecular Ecology, 2016, 25, 1-4. 2.0 80

147 Population genomics of wild and laboratory zebrafish ( Danio rerio ). Molecular Ecology, 2011, 20,
4259-4276. 2.0 79

148
Phylogeographic Structure in Mitochondrial DNA of the Lake Whitefish (Coregonus clupeaformis)
and Its Relation to Pleistocene Glaciations. Evolution; International Journal of Organic Evolution,
1991, 45, 1016.

1.1 77

149 Alternative male life-history tactics as potential vehicles for speeding introgression of farm salmon
traits into wild populations. Ecology Letters, 2003, 6, 541-549. 3.0 77

150 What is needed for next-generation ecological and evolutionary genomics?. Trends in Ecology and
Evolution, 2012, 27, 673-678. 4.2 77

151 Dynamics of introgressive hybridization assessed by SNP population genomics of coding genes in
stocked brook charr (<i>Salvelinus fontinalis</i>). Molecular Ecology, 2012, 21, 2877-2895. 2.0 77

152
Loss of genetic integrity in wild lake trout populations following stocking: insights from an
exhaustive study of 72 lakes from <scp>Q</scp>uÃ©bec, <scp>C</scp>anada. Evolutionary Applications,
2014, 7, 625-644.

1.5 75

153
The demographic history of Atlantic salmon (<i>Salmo salar</i>) across its distribution range
reconstructed from approximate Bayesian computations*. Evolution; International Journal of
Organic Evolution, 2018, 72, 1261-1277.

1.1 75

154 Title is missing!. Conservation Genetics, 2003, 4, 67-81. 0.8 74

155 Genetic evidence for kin aggregation in the intertidal acorn barnacle (Semibalanus balanoides).
Molecular Ecology, 2006, 15, 4193-4202. 2.0 73

156 Landscape genetic analyses reveal cryptic population structure and putative selection gradients in a
largeâ€•scale estuarine environment. Molecular Ecology, 2008, 17, 3901-3916. 2.0 73

157 Geographical extent of Arctic char (Salvelinus alpinus) mtDNA introgression in brook char
populations (S. fontinalis) from eastern QuÃ©bec, Canada. Molecular Ecology, 1998, 7, 1655-1662. 2.0 72

158
Experimental evidence for reduced hybrid viability between dwarf and normal ecotypes of lake
whitefish (Coregonus clupeaformis Mitchill). Proceedings of the Royal Society B: Biological Sciences,
1998, 265, 1025-1030.

1.2 71

159
Mating patterns and determinants of individual reproductive success in brown trout (Salmo trutta)
revealed by parentage analysis of an entire stream living population. Molecular Ecology, 2010, 19,
3193-3205.

2.0 71

160 Introgressive hybridization between two Iberian endemic cyprinid fish: a comparison between two
independent hybrid zones. Journal of Evolutionary Biology, 2010, 23, 817-828. 0.8 71

161 Parallel and nonparallel genomeâ€•wide divergence among replicate population pairs of freshwater and
anadromous <scp>A</scp>tlantic salmon. Molecular Ecology, 2013, 22, 5577-5593. 2.0 71

162 Identification of MHC class IIÎ² resistance/susceptibility alleles to Aeromonas salmonicida in brook
charr (Salvelinus fontinalis). Molecular Immunology, 2008, 45, 3107-3116. 1.0 70
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164 Epigenetic inheritance and reproductive mode in plants and animals. Trends in Ecology and Evolution,
2021, 36, 1124-1140. 4.2 70

165
ALLOPATRIC ORIGIN OF SYMPATRIC POPULATIONS OF LAKE WHITEFISH (<i>COREGONUS CLUPEAFORMIS</i>)
AS REVEALED BY MITOCHONDRIAL-DNA RESTRICTION ANALYSIS. Evolution; International Journal of
Organic Evolution, 1990, 44, 1263-1271.

1.1 69

166 Using Haplotype Information for Conservation Genomics. Trends in Ecology and Evolution, 2020, 35,
245-258. 4.2 69

167 Balancing selection via life-history trade-offs maintains an inversion polymorphism in a seaweed fly.
Nature Communications, 2020, 11, 670. 5.8 69

168 Isolation and characterization of microsatellite loci in the walleye (Stizostedion vitreum), and
cross-species amplification within the family Percidae. Molecular Ecology, 1999, 8, 1960-1962. 2.0 68

169 Individual assignment test reveals differential restriction to dispersal between two salmonids despite
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170
Transcriptional responses to environmental metal exposure in wild yellow perch (Perca flavescens)
collected in lakes with differing environmental metal concentrations (Cd, Cu, Ni). Ecotoxicology,
2009, 18, 620-631.

1.1 68

171
Does catch and release affect the mating system and individual reproductive success of wild
<scp>A</scp>tlantic salmon (<i><scp>S</scp>almo salar </i><scp>L</scp>.)?. Molecular Ecology, 2013,
22, 187-200.

2.0 68

172 Improving herpetological surveys in eastern North America using the environmental DNA method.
Genome, 2016, 59, 991-1007. 0.9 68

173
A major sextet of mitochondrial DNA phylogenetic assemblages extant in eastern North American
brook trout (<i>Salvelinus fontinalis</i>): distribution and postglacial dispersal patterns. Canadian
Journal of Zoology, 1998, 76, 1300-1318.
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174 Salmonid chromosome evolution as revealed by a novel method for comparing RADseq linkage maps.
Genome Biology and Evolution, 2016, 8, evw262. 1.1 67

175 Holobionts and ecological speciation: the intestinal microbiota of lake whitefish species pairs.
Microbiome, 2018, 6, 47. 4.9 67

176 The genomic pool of standing structural variation outnumbers single nucleotide polymorphism by
threefold in the marine teleost <i>Chrysophrys auratus</i>. Molecular Ecology, 2019, 28, 1210-1223. 2.0 67

177 Copy number variants outperform SNPs to reveal genotypeâ€“temperature association in a marine
species. Molecular Ecology, 2020, 29, 4765-4782. 2.0 67

178 Assessing patterns of hybridization between North Atlantic eels using diagnostic single-nucleotide
polymorphisms. Heredity, 2014, 112, 627-637. 1.2 65

179 The Transcriptomics of Ecological Convergence between 2 Limnetic Coregonine Fishes (Salmonidae).
Molecular Biology and Evolution, 2006, 23, 2370-2378. 3.5 64

180 Comparative Genomics Reveals Adaptive Protein Evolution and a Possible Cytonuclear Incompatibility
between European and American Eels. Molecular Biology and Evolution, 2012, 29, 2909-2919. 3.5 64
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181 Genetic structure of deep-water redfish, Sebastes mentella , populations across the North Atlantic.
Marine Biology, 2002, 140, 297-307. 0.7 63

182
Differential patterns of spatial divergence in microsatellite and allozyme alleles: further evidence for
locus-specific selection in the acorn barnacle, Semibalanus balanoides?. Molecular Ecology, 2002, 11,
113-123.

2.0 63

183 The Phenomics and Expression Quantitative Trait Locus Mapping of Brain Transcriptomes Regulating
Adaptive Divergence in Lake Whitefish Species Pairs (Coregonus sp.). Genetics, 2008, 180, 147-164. 1.2 63

184 Surviving with low genetic diversity: the case of albatrosses. Proceedings of the Royal Society B:
Biological Sciences, 2007, 274, 779-787. 1.2 62

185 Antagonistic effect of indigenous skin bacteria of brook charr (Salvelinus fontinalis) against
Flavobacterium columnare and F. psychrophilum. Veterinary Microbiology, 2012, 155, 355-361. 0.8 62

186
RAD-QTL Mapping Reveals Both Genome-Level Parallelism and Different Genetic Architecture
Underlying the Evolution of Body Shape in Lake Whitefish (<i>Coregonus clupeaformis</i>) Species
Pairs. G3: Genes, Genomes, Genetics, 2015, 5, 1481-1491.

0.8 62

187 Effects of chronic metal exposure on wild fish populations revealed by high-throughput cDNA
sequencing. Ecotoxicology, 2011, 20, 1388-1399. 1.1 61

188
Identifying designatable units for intraspecific conservation prioritization: a hierarchical approach
applied to the lake whitefish species complex (<i><scp>C</scp>oregonus</i> spp.). Evolutionary
Applications, 2015, 8, 423-441.

1.5 61

189 Mitochondrial DNA phylogeography of lake cisco (Coregonus artedi): evidence supporting extensive
secondary contacts between two glacial races. Molecular Ecology, 2001, 10, 987-1001. 2.0 60

190 Isolation, characterization and cross-salmonid amplification of 31 microsatellite loci in the lake
whitefish (Coregonus clupeaformis, Mitchill). Molecular Ecology Notes, 2004, 4, 89-92. 1.7 60

191 Detecting genotypic changes associated with selective mortality at sea in Atlantic salmon: polygenic
multilocus analysis surpasses genome scan. Molecular Ecology, 2014, 23, 4444-4457. 2.0 60

192 The structural variation landscape in 492 Atlantic salmon genomes. Nature Communications, 2020, 11,
5176. 5.8 60

193 Evolutionary ecotoxicology of wild yellow perch (Perca flavescens) populations chronically exposed
to a polymetallic gradient. Aquatic Toxicology, 2008, 86, 76-90. 1.9 58

194 Genomics and telemetry suggest a role for migration harshness in determining overwintering habitat
choice, but not gene flow, in anadromous Arctic Char. Molecular Ecology, 2017, 26, 6784-6800. 2.0 58

195 Comparing genomic signatures of domestication in two Atlantic salmon (<i>Salmo salar</i> L.)
populations with different geographical origins. Evolutionary Applications, 2019, 12, 137-156. 1.5 58

196 Comparing environmental metabarcoding and trawling survey of demersal fish communities in the
Gulf of St. Lawrence, Canada. Environmental DNA, 2021, 3, 22-42. 3.1 58

197 Transcriptome-wide signature of hybrid breakdown associated with intrinsic reproductive isolation
in lake whitefish species pairs (Coregonus spp. Salmonidae). Heredity, 2011, 106, 1003-1011. 1.2 57

198
Influence of Forest Road Culverts and Waterfalls on the Fineâ€•Scale Distribution of Brook Trout
Genetic Diversity in a Boreal Watershed. Transactions of the American Fisheries Society, 2014, 143,
1577-1591.
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199 Isolation and characterization of microsatellite loci in the yellow perch (Perca flavescens), and
cross- species amplification within the family Percidae. Molecular Ecology, 2000, 9, 995-997. 2.0 56

200 LOCAL HETEROZYGOSITY-FITNESS CORRELATIONS WITH GLOBAL POSITIVE EFFECTS ON FITNESS IN
THREESPINE STICKLEBACK. Evolution; International Journal of Organic Evolution, 2006, 60, 1658-1668. 1.1 56

201 Strong and consistent natural selection associated with armour reduction in sticklebacks.
Molecular Ecology, 2011, 20, 2483-2493. 2.0 56

202 Chromosomal fusion and life historyâ€•associated genomic variation contribute to withinâ€•river local
adaptation of Atlantic salmon. Molecular Ecology, 2019, 28, 1439-1459. 2.0 56

203
SPECIES FLOCK IN THE NORTH AMERICAN GREAT LAKES: MOLECULAR ECOLOGY OF LAKE NIPIGON CISCOES
(TELEOSTEI: COREGONIDAE:<i>COREGONUS</i>). Evolution; International Journal of Organic Evolution,
1999, 53, 1857-1871.

1.1 55

204
Lacustrine spatial distribution of landlocked Atlantic salmon populations assessed across
generations by multilocus individual assignment and mixed-stock analyses. Molecular Ecology, 2001,
10, 2375-2388.

2.0 55

205 Optimising the detection of marine taxonomic richness using environmental DNA metabarcoding: the
effects of filter material, pore size and extraction method. Metabarcoding and Metagenomics, 0, 2, . 0.0 55

206 A genetic test of metapopulation structure in Atlantic salmon (Salmo salar) using microsatellites.
Canadian Journal of Fisheries and Aquatic Sciences, 1997, 54, 2434-2442. 0.7 53

207
Comparative analysis of complete mitochondrial genomes suggests that relaxed purifying selection is
driving high nonsynonymous evolutionary rate of the NADH2 gene in whitefish (Coregonus ssp.).
Molecular Phylogenetics and Evolution, 2016, 95, 161-170.

1.2 53

208
Do genetic drift and accumulation of deleterious mutations preclude adaptation? Empirical
investigation using <scp>RAD</scp>seq in a northern lacustrine fish. Molecular Ecology, 2017, 26,
6317-6335.

2.0 53

209 Patterns of sexual cohabitation and female ejaculate storage in the American lobster ( Homarus) Tj ET
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210 Migratory charr schools exhibit population and kin associations beyond juvenile stages. Molecular
Ecology, 2005, 14, 3133-3146. 2.0 52

211 Genome-wide survey of the gene expression response to saprolegniasis in Atlantic salmon. Molecular
Immunology, 2007, 44, 1374-1383. 1.0 52

212 Natural selection influences AFLP intraspecific genetic variability and introgression patterns in
Atlantic eels. Molecular Ecology, 2009, 18, 1678-1691. 2.0 52

213 On the roles of landscape heterogeneity and environmental variation in determining population
genomic structure in a dendritic system. Molecular Ecology, 2018, 27, 3484-3497. 2.0 52

214
A major sextet of mitochondrial DNA phylogenetic assemblages extant in eastern North American
brook trout (<i>Salvelinus fontinalis</i>): distribution and postglacial dispersal patterns. Canadian
Journal of Zoology, 1998, 76, 1300-1318.

0.4 52

215 pasos (parental allocation of singles in open systems): a computer program for individual parental
allocation with missing parents. Molecular Ecology Notes, 2005, 5, 701-704. 1.7 51

216 Maternal genetic effects on adaptive divergence between anadromous and resident brook charr
during early life history. Journal of Evolutionary Biology, 2005, 18, 1348-1361. 0.8 51
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217
Candidate Genes and Adaptive Radiation: Insights from Transcriptional Adaptation to the Limnetic
Niche among Coregonine Fishes (Coregonus spp., Salmonidae). Molecular Biology and Evolution, 2008,
26, 155-166.

3.5 51

218 Population size, habitat fragmentation, and the nature of adaptive variation in a stream fish.
Proceedings of the Royal Society B: Biological Sciences, 2014, 281, 20140370. 1.2 51

219 Comparing eDNA metabarcoding and species collection for documenting Arctic metazoan biodiversity.
Environmental DNA, 2019, 1, 342-358. 3.1 51

220 Phylogenetic relationships among the subfamily Coregoninae as revealed by mitochondrial DNA
restriction analysis. Journal of Fish Biology, 1991, 39, 283-290. 0.7 50

221 Significance of caribou (Rangifer tarandus) ecotypes from a molecular genetics viewpoint.
Conservation Genetics, 2003, 4, 393-404. 0.8 50

222 Offspring genetic diversity increases fitness of female Atlantic salmon (Salmo salar). Behavioral
Ecology and Sociobiology, 2005, 57, 240-244. 0.6 50

223 ADAPTIVE MIGRATORY DIVERGENCE AMONG SYMPATRIC BROOK CHARR POPULATIONS. Evolution;
International Journal of Organic Evolution, 2005, 59, 611. 1.1 50

224 Genomewide Identification of Genes Under Directional Selection: Gene Transcription<i>Q</i>ST Scan
in Diverging Atlantic Salmon Subpopulations. Genetics, 2007, 177, 1011-1022. 1.2 50
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emergence of genomic isolation. BMC Evolutionary Biology, 2009, 9, 59. 3.2 50

226
Using environmental DNA for biomonitoring of freshwater fish communities: Comparison with
established gillnet surveys in a boreal hydroelectric impoundment. Environmental DNA, 2021, 3,
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3.1 50

227 Gene diversity analysis of mitochondrial DNA, microsatellites and allozymes in landlocked Atlantic
salmon. Journal of Fish Biology, 1995, 47, 156-163. 0.7 49

228 An analytical investigation of the dynamics of inbreeding in multi-generation supportive breeding.
Conservation Genetics, 2002, 3, 45-58. 0.8 49

229
Mating system and individual reproductive success of sympatric anadromous and resident brook
charr, Salvelinus fontinalis, under natural conditions. Behavioral Ecology and Sociobiology, 2007,
62, 51-65.
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230 Local Adaptation at the Transcriptome Level in Brown Trout: Evidence from Early Life History
Temperature Genomic Reaction Norms. PLoS ONE, 2014, 9, e85171. 1.1 49
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DNA, 2021, 3, 3-7. 3.1 49

232 ADAPTIVE MIGRATORY DIVERGENCE AMONG SYMPATIRIC BROK CHARR POPULATIONS. Evolution;
International Journal of Organic Evolution, 2005, 59, 611-624. 1.1 48

233 Shared ancestral polymorphisms and chromosomal rearrangements as potential drivers of local
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234 Locally Adaptive Inversions Modulate Genetic Variation at Different Geographic Scales in a Seaweed
Fly. Molecular Biology and Evolution, 2021, 38, 3953-3971. 3.5 48
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235 Role of epibenthic resource opportunities in the parallel evolution of lake whitefish species pairs
(<i>Coregonus</i> sp.). Journal of Evolutionary Biology, 2010, 23, 2602-2613. 0.8 47
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species. Science Advances, 2019, 5, eaaw1644. 4.7 47
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demes. Journal of Evolutionary Biology, 2012, 25, 1097-1112. 0.8 44

246
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248
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bioregions. Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
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balanoides (Crustacea). Journal of Evolutionary Biology, 2004, 17, 953-966. 0.8 43

250
Differential effects of origin and salinity rearing conditions on growth of glass eels of the American
eel <i>Anguilla rostrata</i>: implications for stocking programmes. Journal of Fish Biology, 2009, 74,
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Mammals. Molecular Biology and Evolution, 2021, 38, 589-605. 3.5 43
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Molecular Ecology, 2005, 14, 1497-1509. 2.0 42
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Organic Evolution, 1997, 51, 196-205.

1.1 41

257 Environmental factors correlate with hybridization in stocked brook charr (<i>Salvelinus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 582 Td (fontinalis</i>). Canadian Journal of Fisheries and Aquatic Sciences, 2012, 69, 884-893.0.7 41

258 In absence of local adaptation, plasticity and spatially varying selection rule: a view from genomic
reaction norms in a panmictic species (Anguilla rostrata). BMC Genomics, 2014, 15, 403. 1.2 41
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265
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