
ANGSD: Analysis of Next Generation Sequencing Data

BMC Bioinformatics

15, 356

DOI: 10.1186/s12859-014-0356-4

Citation Report



Citation Report

2

# Article IF Citations

1 Reassessing the Evolutionary History of the 17q21 Inversion Polymorphism. Genome Biology and
Evolution, 2015, 7, 3239-3248. 1.1 11

2 Evolutionary history inferred from the de novo assembly of a nonmodel organism, the blueâ€•eyed black
lemur. Molecular Ecology, 2015, 24, 4392-4405. 2.0 25

3 Amphibian molecular ecology and how it has informed conservation. Molecular Ecology, 2015, 24,
5084-5109. 2.0 45

4 NgsRelate: a software tool for estimating pairwise relatedness from next-generation sequencing data.
Bioinformatics, 2015, 31, 4009-4011. 1.8 109

5 Reticulate Speciation and Barriers to Introgression in the<i>Anopheles gambiae</i>Species Complex.
Genome Biology and Evolution, 2015, 7, 3116-3131. 1.1 32

6 Population genomics of Bronze Age Eurasia. Nature, 2015, 522, 167-172. 13.7 1,166

7
Linked selection and recombination rate variation drive the evolution of the genomic landscape of
differentiation across the speciation continuum of <i>Ficedula</i> flycatchers. Genome Research,
2015, 25, 1656-1665.

2.4 385

8 Yak whole-genome resequencing reveals domestication signatures and prehistoric population
expansions. Nature Communications, 2015, 6, 10283. 5.8 214

9 Uncovering the Genetic History of the Present-Day Greenlandic Population. American Journal of
Human Genetics, 2015, 96, 54-69. 2.6 85

10 Exome and Transcriptome Sequencing of Aedes aegypti Identifies a Locus That Confers Resistance to
Brugia malayi and Alters the Immune Response. PLoS Pathogens, 2015, 11, e1004765. 2.1 37

11 Genomic evidence for the Pleistocene and recent population history of Native Americans. Science,
2015, 349, aab3884. 6.0 449

12 Schmutzi: estimation of contamination and endogenous mitochondrial consensus calling for ancient
DNA. Genome Biology, 2015, 16, 224. 3.8 307

13 Genotype-Frequency Estimation from High-Throughput Sequencing Data. Genetics, 2015, 201, 473-486. 1.2 39

14 Ancient Ethiopian genome reveals extensive Eurasian admixture in Eastern Africa. Science, 2015, 350,
820-822. 6.0 277

15 Museum samples reveal rapid evolution by wild honey bees exposed to a novel parasite. Nature
Communications, 2015, 6, 7991. 5.8 81

16 Greenlandic Inuit show genetic signatures of diet and climate adaptation. Science, 2015, 349, 1343-1347. 6.0 397

17 Genome-wide patterns of selection in 230 ancient Eurasians. Nature, 2015, 528, 499-503. 13.7 1,160

18
Tracking the origins of Yakutian horses and the genetic basis for their fast adaptation to subarctic
environments. Proceedings of the National Academy of Sciences of the United States of America, 2015,
112, E6889-97.

3.3 139



3

Citation Report

# Article IF Citations

19 Methods and models for unravelling human evolutionary history. Nature Reviews Genetics, 2015, 16,
727-740. 7.7 166

20 Redefining Androgen Receptor Function: Clinical Implications in Understanding Prostate Cancer
Progression and Therapeutic Resistance. , 0, , . 0

21 The Use of Genomics in Conservation Management of the Endangered Visayan Warty Pig (<i>Sus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (cebifrons</i>). International Journal of Genomics, 2016, 2016, 1-9.0.8 12

22 Selection on Coding and Regulatory Variation Maintains Individuality in Major Urinary Protein Scent
Marks in Wild Mice. PLoS Genetics, 2016, 12, e1005891. 1.5 46

23 Joint Estimation of Contamination, Error and Demography for Nuclear DNA from Ancient Humans.
PLoS Genetics, 2016, 12, e1005972. 1.5 52

24 Genotyping-by-Sequencing SNP Identification for Crops without a Reference Genome: Using
Transcriptome Based Mapping as an Alternative Strategy. Frontiers in Plant Science, 2016, 7, 777. 1.7 21

25 Next-Generation Sequencing â€” An Overview of the History, Tools, and â€œOmicâ€• Applications. , 0, , . 94

26 Whole-Genome Sequencing of Native Sheep Provides Insights into Rapid Adaptations to Extreme
Environments. Molecular Biology and Evolution, 2016, 33, 2576-2592. 3.5 271

27 Phylogenetics support an ancient common origin of two scientific icons: Devils Hole and Devils Hole
pupfish. Molecular Ecology, 2016, 25, 3962-3973. 2.0 24

28 Evolution of <scp>GOUNDRY</scp>, a cryptic subgroup of <i>AnophelesÂ gambiaeÂ s.l</i>., and its impact
on susceptibility to <i>Plasmodium</i> infection. Molecular Ecology, 2016, 25, 1494-1510. 2.0 18

29 Evolutionary Patterns and Processes: Lessons from Ancient DNA. Systematic Biology, 2017, 66, syw059. 2.7 73

30 Selective Landscapes in newt Immune Genes Inferred from Patterns of Nucleotide Variation. Genome
Biology and Evolution, 2016, 8, 3417-3432. 1.1 13

31 The genomic landscape of rapid repeated evolutionary adaptation to toxic pollution in wild fish.
Science, 2016, 354, 1305-1308. 6.0 348

32 A whole mitochondria analysis of the Tyrolean Icemanâ€™s leather provides insights into the animal
sources of Copper Age clothing. Scientific Reports, 2016, 6, 31279. 1.6 95

33 Intraclonal genome diversity of the major <i>Pseudomonas aeruginosa</i> clones <scp>C</scp> and
<scp>PA</scp>14. Environmental Microbiology Reports, 2016, 8, 227-234. 1.0 41

34 Population genomics of the filarial nematode parasite <i>Wuchereria bancrofti</i> from mosquitoes.
Molecular Ecology, 2016, 25, 1465-1477. 2.0 38

35 Variation in Linked Selection and Recombination Drive Genomic Divergence during Allopatric
Speciation of European and American Aspens. Molecular Biology and Evolution, 2016, 33, 1754-1767. 3.5 83

36 The genetic history of Ice Age Europe. Nature, 2016, 534, 200-205. 13.7 729



4

Citation Report

# Article IF Citations

37 Estimating IBD tracts from low coverage NGS data. Bioinformatics, 2016, 32, 2096-2102. 1.8 36

38 The Power of Inbreeding: NGS-Based GWAS of Rice Reveals Convergent Evolution during Rice
Domestication. Molecular Plant, 2016, 9, 975-985. 3.9 102

39 <scp>angsd</scp>â€•wrapper: utilities for analysing nextâ€•generation sequencing data. Molecular Ecology
Resources, 2016, 16, 1449-1454. 2.2 18

40 Genome-wide SNP data suggest complex ancestry of sympatric North Pacific killer whale ecotypes.
Heredity, 2016, 117, 316-325. 1.2 35

41 Domestication history and geographical adaptation inferred from a SNP map of African rice. Nature
Genetics, 2016, 48, 1083-1088. 9.4 158

42 Hidden histories of gene flow in highland birds revealed with genomic markers. Molecular Ecology,
2016, 25, 5144-5157. 2.0 64

43 Finding the Genomic Basis of Local Adaptation: Pitfalls, Practical Solutions, and Future Directions.
American Naturalist, 2016, 188, 379-397. 1.0 663

44 Genomic Methods Take the Plunge: Recent Advances in High-Throughput Sequencing of Marine
Mammals. Journal of Heredity, 2016, 107, 481-495. 1.0 50

45 Commonalities in Development of Pure Breeds and Population Isolates Revealed in the Genome of the
Sardinian Fonni's Dog. Genetics, 2016, 204, 737-755. 1.2 33

46 Genome biogeography reveals the intraspecific spread of adaptive mutations for a complex trait.
Molecular Ecology, 2016, 25, 6107-6123. 2.0 51

47 Sequencing of the genus Arabidopsis identifies a complex history of nonbifurcating speciation and
abundant trans-specific polymorphism. Nature Genetics, 2016, 48, 1077-1082. 9.4 198

48 Genomic insights into the origin of farming in the ancient Near East. Nature, 2016, 536, 419-424. 13.7 733

49 Early Neolithic genomes from the eastern Fertile Crescent. Science, 2016, 353, 499-503. 6.0 230

50 Genome-Wide Divergence in the West-African Malaria Vector Anopheles melas. G3: Genes, Genomes,
Genetics, 2016, 6, 2867-2879. 0.8 10

51 Genome-culture coevolution promotes rapid divergence of killer whale ecotypes. Nature
Communications, 2016, 7, 11693. 5.8 222

52 Feralisation targets different genomic loci to domestication in the chicken. Nature Communications,
2016, 7, 12950. 5.8 60

53 Whole-genome sequence analysis shows that two endemic species of North American wolf are
admixtures of the coyote and gray wolf. Science Advances, 2016, 2, e1501714. 4.7 150

54 Full circumpolar migration ensures evolutionary unity in the Emperor penguin. Nature
Communications, 2016, 7, 11842. 5.8 43



5

Citation Report

# Article IF Citations

55 Evolution of heterogeneous genome differentiation across multiple contact zones in a crow species
complex. Nature Communications, 2016, 7, 13195. 5.8 156

56 Possible introgression of the VRTN mutation increasing vertebral number, carcass length and teat
number from Chinese pigs into European pigs. Scientific Reports, 2016, 6, 19240. 1.6 58

57 Genomic study of the Ket: a Paleo-Eskimo-related ethnic group with significant ancient North Eurasian
ancestry. Scientific Reports, 2016, 6, 20768. 1.6 48

58 Recent demography drives changes in linked selection across the maize genome. Nature Plants, 2016, 2,
16084. 4.7 111

59 Genomic resources for wild populations of the house mouse, Mus musculus and its close relative
Mus spretus. Scientific Data, 2016, 3, 160075. 2.4 125

60 The genetics of an early Neolithic pastoralist from the Zagros, Iran. Scientific Reports, 2016, 6, 31326. 1.6 61

61 Evolutionary Genomics of Peach and Almond Domestication. G3: Genes, Genomes, Genetics, 2016, 6,
3985-3993. 0.8 59

62 MODEM: multi-omics data envelopment and mining in maize. Database: the Journal of Biological
Databases and Curation, 2016, 2016, baw117. 1.4 39

63 Early farmers from across Europe directly descended from Neolithic Aegeans. Proceedings of the
National Academy of Sciences of the United States of America, 2016, 113, 6886-6891. 3.3 376

64 Ancient DNA and human history. Proceedings of the National Academy of Sciences of the United States
of America, 2016, 113, 6380-6387. 3.3 178

65 EAGER: efficient ancient genome reconstruction. Genome Biology, 2016, 17, 60. 3.8 305

66 The limits and potential of paleogenomic techniques for reconstructing grapevine domestication.
Journal of Archaeological Science, 2016, 72, 57-70. 1.2 43

67 Maintenance of Species Boundaries Despite Ongoing Gene Flow in Ragworts. Genome Biology and
Evolution, 2016, 8, 1038-1047. 1.1 18

68 Conservation genomics of natural and managed populations: building a conceptual and practical
framework. Molecular Ecology, 2016, 25, 2967-2977. 2.0 141

69 Phenotypic plasticity and its genetic regulation for yield, nitrogen fixation and Î´<sup>13</sup>C in
chickpea crops under varying water regimes. Journal of Experimental Botany, 2016, 67, 4339-4351. 2.4 50

70 Evolutionary signals of selection on cognition from the great tit genome and methylome. Nature
Communications, 2016, 7, 10474. 5.8 172

71 Biobanking and genetic markers for parasites in fish stock studies. Fisheries Research, 2016, 173,
214-220. 0.9 5

72 RAD Capture (Rapture): Flexible and Efficient Sequence-Based Genotyping. Genetics, 2016, 202, 389-400. 1.2 366



6

Citation Report

# Article IF Citations

73 Genomic signals of migration and continuity in Britain before the Anglo-Saxons. Nature
Communications, 2016, 7, 10326. 5.8 100

74 Natural Selection and Recombination Rate Variation Shape Nucleotide Polymorphism Across the
Genomes of Three Related <i>Populus</i> Species. Genetics, 2016, 202, 1185-1200. 1.2 93

75 Improving the estimation of genetic distances from Next-Generation Sequencing data. Biological
Journal of the Linnean Society, 2016, 117, 139-149. 0.7 102

76 From the field to the laboratory: Controlling DNA contamination in human ancient DNA research in
the high-throughput sequencing era. Science and Technology of Archaeological Research, 2017, 3, 1-14. 2.4 126

77
Characterizing restriction enzymeâ€•associated loci in historic ragweed (<i>Ambrosia artemisiifolia</i>)
voucher specimens using customâ€•designed <scp>RNA</scp> probes. Molecular Ecology Resources, 2017,
17, 209-220.

2.2 31

78 Deleterious variants in Asian rice and the potential cost of domestication. Molecular Biology and
Evolution, 2017, 34, msw296. 3.5 68

79
Population genomics reveals that an anthropophilic population of Aedes aegypti mosquitoes in West
Africa recently gave rise to American and Asian populations of this major disease vector. BMC Biology,
2017, 15, 16.

1.7 96

80 Genome-wide data from two early Neolithic East Asian individuals dating to 7700 years ago. Science
Advances, 2017, 3, e1601877. 4.7 100

81 Correlated patterns of genetic diversity and differentiation across an avian family. Molecular
Ecology, 2017, 26, 3982-3997. 2.0 81

82 Diverse origin of mitochondrial lineages in Iron Age Black Sea Scythians. Scientific Reports, 2017, 7,
43950. 1.6 24

83 Nucleotide diversity in the two co-resident genomes of allopolyploid cotton. Plant Systematics and
Evolution, 2017, 303, 1021-1042. 0.3 4

84 Pollutants and Insecticides Drive Local Adaptation in African Malaria Mosquitoes. Molecular Biology
and Evolution, 2017, 34, 1261-1275. 3.5 50

85 The evolutionary history of bears is characterized by gene flow across species. Scientific Reports,
2017, 7, 46487. 1.6 176

86 Genome sequencing and population genomic analyses provide insights into the adaptive landscape of
silver birch. Nature Genetics, 2017, 49, 904-912. 9.4 221

87 Congruent population structure across paralogous and nonparalogous loci in Salish Sea chum
salmon (<i>Oncorhynchus keta</i>). Molecular Ecology, 2017, 26, 4131-4144. 2.0 9

88 Genetic diversity is largely unpredictable but scales with museum occurrences in a species-rich clade
of Australian lizards. Proceedings of the Royal Society B: Biological Sciences, 2017, 284, 20162588. 1.2 18

89 Ancient genomic changes associated with domestication of the horse. Science, 2017, 356, 442-445. 6.0 185

90 The Effect of an Extreme and Prolonged Population Bottleneck on Patterns of Deleterious Variation:
Insights from the Greenlandic Inuit. Genetics, 2017, 205, 787-801. 1.2 54



7

Citation Report

# Article IF Citations

91 Convergent Phenotypic Evolution despite Contrasting Demographic Histories in the Fauna of White
Sands. American Naturalist, 2017, 190, S44-S56. 1.0 18

92 Fast admixture analysis and population tree estimation for SNP and NGS data. Bioinformatics, 2017, 33,
2148-2155. 1.8 40

93 Repeated divergent selection on pigmentation genes in a rapid finch radiation. Science Advances, 2017,
3, e1602404. 4.7 148

94 Extremely low-coverage whole genome sequencing in South Asians captures population genomics
information. BMC Genomics, 2017, 18, 396. 1.2 26

95 Paleogenomic Evidence for Multi-generational Mixing between Neolithic Farmers and Mesolithic
Hunter-Gatherers in the Lower Danube Basin. Current Biology, 2017, 27, 1801-1810.e10. 1.8 110

96 Ancient Egyptian mummy genomes suggest an increase of Sub-Saharan African ancestry in post-Roman
periods. Nature Communications, 2017, 8, 15694. 5.8 131

97 Young inversion with multiple linked QTLs under selection in a hybrid zone. Nature Ecology and
Evolution, 2017, 1, 119. 3.4 94

98
Ancient individuals from the North American Northwest Coast reveal 10,000 years of regional genetic
continuity. Proceedings of the National Academy of Sciences of the United States of America, 2017, 114,
4093-4098.

3.3 100

99 Molecular Population Genetics. Genetics, 2017, 205, 1003-1035. 1.2 100

100 Asian wild rice is a hybrid swarm with extensive gene flow and feralization from domesticated rice.
Genome Research, 2017, 27, 1029-1038. 2.4 100

101 Late Danubian mitochondrial genomes shed light into the Neolithisation of Central Europe in the 5th
millennium BC. BMC Evolutionary Biology, 2017, 17, 80. 3.2 13

102 Genotype Calling from Population-Genomic Sequencing Data. G3: Genes, Genomes, Genetics, 2017, 7,
1393-1404. 0.8 84

103 Genomic data detect corresponding signatures of population size change on an ecological time scale
in two salamander species. Molecular Ecology, 2017, 26, 1060-1074. 2.0 39

104 Mosaic genome evolution in a recent and rapid avian radiation. Nature Ecology and Evolution, 2017, 1,
1912-1922. 3.4 93

105 Natural Selection on Genes Related to Cardiovascular Health in High-Altitude Adapted Andeans.
American Journal of Human Genetics, 2017, 101, 752-767. 2.6 99

106 Ancient genomes show social and reproductive behavior of early Upper Paleolithic foragers. Science,
2017, 358, 659-662. 6.0 263

107 Southern African ancient genomes estimate modern human divergence to 350,000 to 260,000 years ago.
Science, 2017, 358, 652-655. 6.0 351

108 Genetic Ancestry of Rapanui before and after European Contact. Current Biology, 2017, 27, 3209-3215.e6. 1.8 25



8

Citation Report

# Article IF Citations

109 40,000-Year-Old Individual from Asia Provides Insight into Early Population Structure in Eurasia.
Current Biology, 2017, 27, 3202-3208.e9. 1.8 191

110 Evolutionary genomics of grape ( <i>Vitis vinifera</i> ssp. <i>vinifera</i> ) domestication. Proceedings
of the National Academy of Sciences of the United States of America, 2017, 114, 11715-11720. 3.3 236

111 Ecological plant epigenetics: Evidence from model and nonâ€•model species, and the way forward.
Ecology Letters, 2017, 20, 1576-1590. 3.0 279

112
Survival and divergence in a small group: The extraordinary genomic history of the endangered
Apennine brown bear stragglers. Proceedings of the National Academy of Sciences of the United
States of America, 2017, 114, E9589-E9597.

3.3 140

113 Whole exome sequencing of wild-derived inbred strains of mice improves power to link phenotype and
genotype. Mammalian Genome, 2017, 28, 416-425. 1.0 25

114 Chromosome armâ€•specific patterns of polymorphism associated with chromosomal inversions in the
major African malaria vector, <i>Anopheles funestus</i>. Molecular Ecology, 2017, 26, 5552-5566. 2.0 9

115 The evolutionary basis of premature migration in Pacific salmon highlights the utility of genomics for
informing conservation. Science Advances, 2017, 3, e1603198. 4.7 188

116 Genomic and proteomic identification of Late Holocene remains: Setting baselines for Black Sea
odontocetes. Journal of Archaeological Science: Reports, 2017, 15, 262-271. 0.2 6

117 Genome-wide signatures of complex introgression and adaptive evolution in the big cats. Science
Advances, 2017, 3, e1700299. 4.7 142

118 Inferring Demographic History Using Genomic Data. Population Genomics, 2017, , 511-537. 0.2 16

119 Extensive Farming in Estonia Started through a Sex-Biased Migration from the Steppe. Current
Biology, 2017, 27, 2185-2193.e6. 1.8 111

120 Evaluating hybridization capture with <scp>RAD</scp> probes as a tool for museum genomics with
historical bird specimens. Ecology and Evolution, 2017, 7, 4755-4767. 0.8 34

121 The Discovery of Wild Date Palms in Oman Reveals a Complex Domestication History Involving Centers
in the Middle East and Africa. Current Biology, 2017, 27, 2211-2218.e8. 1.8 63

122 Range instability leads to cytonuclear discordance in a morphologically cryptic ground squirrel
species complex. Molecular Ecology, 2017, 26, 4743-4755. 2.0 23

123 Continuity and Admixture in the Last Five Millennia of Levantine History from Ancient Canaanite and
Present-Day Lebanese Genome Sequences. American Journal of Human Genetics, 2017, 101, 274-282. 2.6 102

124 Wholeâ€•genome sequencing approaches for conservation biology: Advantages, limitations and practical
recommendations. Molecular Ecology, 2017, 26, 5369-5406. 2.0 249

125
Whole-Genome Sequencing and Concordance Between Antimicrobial Susceptibility Genotypes and
Phenotypes of Bacterial Isolates Associated with Bovine Respiratory Disease. G3: Genes, Genomes,
Genetics, 2017, 7, 3059-3071.

0.8 19

126 Genetic origins of the Minoans and Mycenaeans. Nature, 2017, 548, 214-218. 13.7 203



9

Citation Report

# Article IF Citations

127 fastNGSadmix: admixture proportions and principal component analysis of a single NGS sample.
Bioinformatics, 2017, 33, 3148-3150. 1.8 31

128 Structural variants in genes associated with human Williams-Beuren syndrome underlie stereotypical
hypersociability in domestic dogs. Science Advances, 2017, 3, e1700398. 4.7 139

129 Genomic Analysis Reveals Genetic Distinctiveness of the Paiute Cutthroat Trout <i>Oncorhynchus
clarkii seleniris</i>. Transactions of the American Fisheries Society, 2017, 146, 1291-1302. 0.6 8

130 Heterogeneous Patterns of Genetic Diversity and Differentiation in European and Siberian Chiffchaff
(<i>Phylloscopus collybita abietinus/P. tristis</i>). G3: Genes, Genomes, Genetics, 2017, 7, 3983-3998. 0.8 4

131 Computational prediction of the phenotypic effects of genetic variants: basic concepts and some
application examples in Drosophila nervous system genes. Journal of Neurogenetics, 2017, 31, 307-319. 0.6 2

132 Archaeogenomic analysis of the first steps of Neolithization in Anatolia and the Aegean. Proceedings
of the Royal Society B: Biological Sciences, 2017, 284, 20172064. 1.2 26

133 The effect of artificial selection on phenotypic plasticity in maize. Nature Communications, 2017, 8,
1348. 5.8 105

134 Parallel palaeogenomic transects reveal complex genetic history of early European farmers. Nature,
2017, 551, 368-372. 13.7 306

135 Reproductive isolation and environmental adaptation shape the phylogeography of mountain pine
beetle ( Dendroctonus ponderosae ). Molecular Ecology, 2017, 26, 6071-6084. 2.0 31

136 Genome-Wide Analysis of Colonization History and Concomitant Selection in Arabidopsis lyrata.
Molecular Biology and Evolution, 2017, 34, 2665-2677. 3.5 31

137 Mining Metagenomic Data Sets for Ancient DNA: Recommended Protocols for Authentication. Trends
in Genetics, 2017, 33, 508-520. 2.9 90

138 Estimating genomic diversity and population differentiation â€“ an empirical comparison of
microsatellite and SNP variation in Arabidopsis halleri. BMC Genomics, 2017, 18, 69. 1.2 216

139 Genomic history of the origin and domestication of common bean unveils its closest sister species.
Genome Biology, 2017, 18, 60. 3.8 142

140 Bioinformatic processing of RADâ€•seq data dramatically impacts downstream population genetic
inference. Methods in Ecology and Evolution, 2017, 8, 907-917. 2.2 253

141
Partitioning the effects of isolation by distance, environment, and physical barriers on genomic
divergence between parapatric threespine stickleback. Evolution; International Journal of Organic
Evolution, 2017, 71, 342-356.

1.1 32

142 Inferring Heterozygosity from Ancient and Low Coverage Genomes. Genetics, 2017, 205, 317-332. 1.2 39

143 Investigating kinship of Neolithic post-LBK human remains from Krusza Zamkowa, Poland using ancient
DNA. Forensic Science International: Genetics, 2017, 26, 30-39. 1.6 26

144
Practical lowâ€•coverage genomewide sequencing of hundreds of individually barcoded samples for
population and evolutionary genomics in nonmodel species. Molecular Ecology Resources, 2017, 17,
194-208.

2.2 104



10

Citation Report

# Article IF Citations

145 Genomic diversity in Onchocerca volvulus and its Wolbachia endosymbiont. Nature Microbiology,
2017, 2, 16207. 5.9 53

146 Continentalâ€•level population differentiation and environmental adaptation in the mushroom
<i><scp>S</scp>uillus brevipes</i>. Molecular Ecology, 2017, 26, 2063-2076. 2.0 55

147
Discovery and preliminary multi-species evaluation of single nucleotide polymorphism resources for
genus Buteo developed from restriction site-associated DNA paired-end data. Conservation Genetics
Resources, 2017, 9, 151-156.

0.4 0

148 Sequence and Structural Diversity of Mouse Y Chromosomes. Molecular Biology and Evolution, 2017,
34, 3186-3204. 3.5 54

149 Genomic data reveal a loss of diversity in two species of tuco-tucos (genus Ctenomys) following a
volcanic eruption. Scientific Reports, 2017, 7, 16227. 1.6 8

150 The Landscape of Extreme Genomic Variation in the Highly Adaptable Atlantic Killifish. Genome Biology
and Evolution, 2017, 9, 659-676. 1.1 43

151 Exome Sequencing Provides Evidence of Polygenic Adaptation to a Fat-Rich Animal Diet in Indigenous
Siberian Populations. Molecular Biology and Evolution, 2017, 34, 2913-2926. 3.5 31

152 Genome Analysis Identified Novel Candidate Genes for Ascochyta Blight Resistance in Chickpea Using
Whole Genome Re-sequencing Data. Frontiers in Plant Science, 2017, 8, 359. 1.7 53

153 The Role of Alternative Splicing and Differential Gene Expression in Cichlid Adaptive Radiation.
Genome Biology and Evolution, 2017, 9, 2764-2781. 1.1 63

154 Genomics clarifies taxonomic boundaries in a difficult species complex. PLoS ONE, 2017, 12, e0189417. 1.1 17

155 Convergent evolution of SWS2 opsin facilitates adaptive radiation of threespine stickleback into
different light environments. PLoS Biology, 2017, 15, e2001627. 2.6 55

156 The interplay of demography and selection during maize domestication and expansion. Genome
Biology, 2017, 18, 215. 3.8 172

157 The Beaker phenomenon and the genomic transformation of northwest Europe. Nature, 2018, 555,
190-196. 13.7 503

158 The genomic history of southeastern Europe. Nature, 2018, 555, 197-203. 13.7 479

159 Origins and genetic legacies of the Caribbean Taino. Proceedings of the National Academy of Sciences
of the United States of America, 2018, 115, 2341-2346. 3.3 64

160 Ancient genomes revisit the ancestry of domestic and Przewalskiâ€™s horses. Science, 2018, 360, 111-114. 6.0 241

161 Natural Selection and Origin of a Melanistic Allele in North American Gray Wolves. Molecular
Biology and Evolution, 2018, 35, 1190-1209. 3.5 45

162
Conservation genomics of desert dwelling California voles (Microtus californicus) and implications
for management of endangered Amargosa voles (Microtus californicus scirpensis). Conservation
Genetics, 2018, 19, 383-395.

0.8 12



11

Citation Report

# Article IF Citations

163 Strong phenotypic plasticity limits potential for evolutionary responses to climate change. Nature
Communications, 2018, 9, 1005. 5.8 137

164 Climate-driven range shifts of the king penguin in a fragmented ecosystem. Nature Climate Change,
2018, 8, 245-251. 8.1 95

165 Language continuity despite population replacement in Remote Oceania. Nature Ecology and Evolution,
2018, 2, 731-740. 3.4 91

166 Use of single nucleotide polymorphisms identifies backcrossing and species misidentifications among
three San Francisco estuary osmerids. Conservation Genetics, 2018, 19, 701-712. 0.8 8

167 The genome of an ancient Rouran individual reveals an important paternal lineage in the Donghu
population. American Journal of Physical Anthropology, 2018, 166, 895-905. 2.1 32

168 Male-biased gene expression resolves sexual conflict through the evolution of sex-specific genetic
architecture. Evolution Letters, 2018, 2, 52-61. 1.6 66

169 Physiological and Genetic Adaptations to Diving in Sea Nomads. Cell, 2018, 173, 569-580.e15. 13.5 129

170 Rapid divergence of mussel populations despite incomplete barriers to dispersal. Molecular Ecology,
2018, 27, 1556-1571. 2.0 29

171 Improved de novo genomic assembly for the domestic donkey. Science Advances, 2018, 4, eaaq0392. 4.7 46

172
Genomic insights into the origin and diversification of late maritime hunter-gatherers from the
Chilean Patagonia. Proceedings of the National Academy of Sciences of the United States of America,
2018, 115, E4006-E4012.

3.3 50

173
A highâ€•density <scp>SNP</scp> chip for genotyping great tit (<i>Parus major</i>) populations and its
application to studying the genetic architecture of exploration behaviour. Molecular Ecology
Resources, 2018, 18, 877-891.

2.2 36

174 Improving <i>Nelumbo nucifera</i> genome assemblies using highâ€•resolution genetic maps and BioNano
genome mapping reveals ancient chromosome rearrangements. Plant Journal, 2018, 94, 721-734. 2.8 42

175 Fast inference of individual admixture coefficients using geographic data. Annals of Applied Statistics,
2018, 12, . 0.5 48

176 Oat evolution revealed in the maternal lineages of 25 Avena species. Scientific Reports, 2018, 8, 4252. 1.6 28

177 The genetic prehistory of the Baltic Sea region. Nature Communications, 2018, 9, 442. 5.8 151

178 Inferring genetic origins and phenotypic traits of George BÃ¤hr, the architect of the Dresden
Frauenkirche. Scientific Reports, 2018, 8, 2115. 1.6 11

179 Detecting Polygenic Adaptation in Admixture Graphs. Genetics, 2018, 208, 1565-1584. 1.2 101

180 A southern African origin and cryptic structure in the highly mobile plains zebra. Nature Ecology and
Evolution, 2018, 2, 491-498. 3.4 32



12

Citation Report

# Article IF Citations

181
Ancient polymorphisms and divergence hitchhiking contribute to genomic islands of divergence
within a poplar species complex. Proceedings of the National Academy of Sciences of the United States
of America, 2018, 115, E236-E243.

3.3 126

182 Quantifying Temporal Genomic Erosion in Endangered Species. Trends in Ecology and Evolution, 2018,
33, 176-185. 4.2 162

183 Multiple Origin but Single Domestication Led to <i>Oryza sativa</i>. G3: Genes, Genomes, Genetics,
2018, 8, 797-803. 0.8 68

184 Variation and constraints in hybrid genome formation. Nature Ecology and Evolution, 2018, 2, 549-556. 3.4 69

185 Terminal Pleistocene Alaskan genome reveals first founding population of Native Americans. Nature,
2018, 553, 203-207. 13.7 304

186 glactools: a command-line toolset for the management of genotype likelihoods and allele counts.
Bioinformatics, 2018, 34, 1398-1400. 1.8 13

187 Comparative analysis examining patterns of genomic differentiation across multiple episodes of
population divergence in birds. Evolution Letters, 2018, 2, 76-87. 1.6 56

188 Patterns of Genetic Coding Variation in a Native American Population before and after European
Contact. American Journal of Human Genetics, 2018, 102, 806-815. 2.6 33

189 Ancient Biomolecules and Evolutionary Inference. Annual Review of Biochemistry, 2018, 87, 1029-1060. 5.0 76

190 Pleistocene North African genomes link Near Eastern and sub-Saharan African human populations.
Science, 2018, 360, 548-552. 6.0 142

191
Population genomic analysis of elongated skulls reveals extensive female-biased immigration in Early
Medieval Bavaria. Proceedings of the National Academy of Sciences of the United States of America,
2018, 115, 3494-3499.

3.3 73

192 Signatures of Selection on Standing Genetic Variation Underlie Athletic and Navigational
Performance in Racing Pigeons. Molecular Biology and Evolution, 2018, 35, 1176-1189. 3.5 25

193 Extended and Continuous Decline in Effective Population Size Results in Low Genomic Diversity in the
Worldâ€™s Rarest Hyena Species, the Brown Hyena. Molecular Biology and Evolution, 2018, 35, 1225-1237. 3.5 72

194 Assessing the Relationship of Ancient and Modern Populations. Genetics, 2018, 208, 383-398. 1.2 18

195 New insights on cultural dualism and population structure in the Middle Neolithic Funnel Beaker
culture on the island of Gotland. Journal of Archaeological Science: Reports, 2018, 17, 325-334. 0.2 10

196 Fantastic Beasts and How To Sequence Them: Ecological Genomics for Obscure Model Organisms.
Trends in Genetics, 2018, 34, 121-132. 2.9 64

197 SNP Discovery from Single and Multiplex Genome Assemblies of Non-model Organisms. Methods in
Molecular Biology, 2018, 1712, 113-144. 0.4 10

198
Recovering the evolutionary history of crowned pigeons (Columbidae: Goura): Implications for the
biogeography and conservation of New Guinean lowland birds. Molecular Phylogenetics and
Evolution, 2018, 120, 248-258.

1.2 27



13

Citation Report

# Article IF Citations

199 Gene flow in Argentinian sunflowers as revealed by genotypingâ€•byâ€•sequencing data. Evolutionary
Applications, 2018, 11, 193-204. 1.5 23

200 Impact of index hopping and bias towards the reference allele on accuracy of genotype calls from
low-coverage sequencing. Genetics Selection Evolution, 2018, 50, 64. 1.2 38

201 Bracketing phenogenotypic limits of mammalian hybridization. Royal Society Open Science, 2018, 5,
180903. 1.1 24

202 The genetic prehistory of the Andean highlands 7000 years BP though European contact. Science
Advances, 2018, 4, eaau4921. 4.7 115

203 Early human dispersals within the Americas. Science, 2018, 362, . 6.0 230

204 Genomeâ€•wide signals of drift and local adaptation during rapid lineage divergence in a songbird.
Molecular Ecology, 2018, 27, 5137-5153. 2.0 33

205 Ancient Fennoscandian genomes reveal origin and spread of Siberian ancestry in Europe. Nature
Communications, 2018, 9, 5018. 5.8 86

206 Detection and Classification of Hard and Soft Sweeps from Unphased Genotypes by Multilocus
Genotype Identity. Genetics, 2018, 210, 1429-1452. 1.2 69

207 Growth factor gene IGF1 is associated with bill size in the black-bellied seedcracker Pyrenestes
ostrinus. Nature Communications, 2018, 9, 4855. 5.8 24

208 Population genomics of grey wolves and wolf-like canids in North America. PLoS Genetics, 2018, 14,
e1007745. 1.5 54

210
Bronze Age population dynamics and the rise of dairy pastoralism on the eastern Eurasian steppe.
Proceedings of the National Academy of Sciences of the United States of America, 2018, 115,
E11248-E11255.

3.3 135

211 Computational Tools for Population Genomics. Population Genomics, 2018, , 127-160. 0.2 2

212 Reconstructing the Deep Population History of Central and South America. Cell, 2018, 175, 1185-1197.e22. 13.5 259

213 Ancient nuclear genomes enable repatriation of Indigenous human remains. Science Advances, 2018, 4,
eaau5064. 4.7 41

214 Multiproxy evidence highlights a complex evolutionary legacy of maize in South America. Science,
2018, 362, 1309-1313. 6.0 172

215 The Muskox Lost a Substantial Part of Its Genetic Diversity on Its Long Road to Greenland. Current
Biology, 2018, 28, 4022-4028.e5. 1.8 32

216 Genome wide association analysis in a mouse advanced intercross line. Nature Communications, 2018,
9, 5162. 5.8 47

217 Technical Advances and Challenges in Genome-Scale Analysis of Ancient DNA. Population Genomics,
2018, , 3-29. 0.2 2



14

Citation Report

# Article IF Citations

218 A non-coding region near Follistatin controls head colour polymorphism in the Gouldian finch.
Proceedings of the Royal Society B: Biological Sciences, 2018, 285, 20181788. 1.2 39

219 Genomic Analyses from Non-invasive Prenatal Testing Reveal Genetic Associations, Patterns of Viral
Infections, and Chinese Population History. Cell, 2018, 175, 347-359.e14. 13.5 213

220 Inferring Population Structure and Admixture Proportions in Low-Depth NGS Data. Genetics, 2018, 210,
719-731. 1.2 426

221
High cryptic species diversity is revealed by genome-wide polymorphisms in a wild relative of banana,
Musa itinerans, and implications for its conservation in subtropical China. BMC Plant Biology, 2018,
18, 194.

1.6 12

222 Genomic approaches for studying crop evolution. Genome Biology, 2018, 19, 140. 3.8 54

223 The genomic basis of environmental adaptation in house mice. PLoS Genetics, 2018, 14, e1007672. 1.5 65

224 Pleistocene climate cycling and host plant association shaped the demographic history of the bark
beetle Pityogenes chalcographus. Scientific Reports, 2018, 8, 14207. 1.6 10

225 Interspecific Gene Flow Shaped the Evolution of the Genus Canis. Current Biology, 2018, 28,
3441-3449.e5. 1.8 110

226 The Roles of Introgression and Climate Change in the Rise to Dominance of Acropora Corals. Current
Biology, 2018, 28, 3373-3382.e5. 1.8 65

227
Functional and evolutionary genomic inferences in <i>Populus</i> through genome and population
sequencing of American and European aspen. Proceedings of the National Academy of Sciences of the
United States of America, 2018, 115, E10970-E10978.

3.3 84

228 Ancient genome-wide analyses infer kinship structure in an Early Medieval Alemannic graveyard.
Science Advances, 2018, 4, eaao1262. 4.7 28

229 The Genetic Basis of Adaptation following Plastic Changes in Coloration in a Novel Environment.
Current Biology, 2018, 28, 2970-2977.e7. 1.8 83

230 Gene regulation underlies environmental adaptation in house mice. Genome Research, 2018, 28,
1636-1645. 2.4 51

231 Ancient DNA analysis of Scandinavian medieval drinking horns and the horn of the last aurochs bull.
Journal of Archaeological Science, 2018, 99, 47-54. 1.2 11

232 Population Genomics of Crop Domestication: Current State and Perspectives. Population Genomics,
2018, , 685-707. 0.2 1

233 Largeâ€•effect loci affect survival in Tasmanian devils (<i>Sarcophilus harrisii</i>) infected with a
transmissible cancer. Molecular Ecology, 2018, 27, 4189-4199. 2.0 45

234 Population Genomic Analysis Reveals Contrasting Demographic Changes of Two Closely Related
Dolphin Species in the Last Glacial. Molecular Biology and Evolution, 2018, 35, 2026-2033. 3.5 22

235 RADseq approaches and applications for forest tree genetics. Tree Genetics and Genomes, 2018, 14, 1. 0.6 58



15

Citation Report

# Article IF Citations

236
The stone cist conundrum: A multidisciplinary approach to investigate Late Neolithic/Early Bronze Age
population demography on the island of Gotland. Journal of Archaeological Science: Reports, 2018, 20,
324-337.

0.2 4

237 Demographic History and Genetic Adaptation in the Himalayan Region Inferred from Genome-Wide SNP
Genotypes of 49 Populations. Molecular Biology and Evolution, 2018, 35, 1916-1933. 3.5 36

238
Contrasting Patterns of Genomic Diversity Reveal Accelerated Genetic Drift but Reduced Directional
Selection on X-Chromosome in Wild and Domestic Sheep Species. Genome Biology and Evolution, 2018,
10, 1282-1297.

1.1 23

239 Endosperm sugar accumulation caused by mutation of <i><scp>PHS</scp>8</i>/<i><scp>ISA</scp>1</i>
leads to preâ€•harvest sprouting in rice. Plant Journal, 2018, 95, 545-556. 2.8 55

240 Ancient genomes from Iceland reveal the making of a human population. Science, 2018, 360, 1028-1032. 6.0 62

241 Ancient human parallel lineages within North America contributed to a coastal expansion. Science,
2018, 360, 1024-1027. 6.0 138

242 Ancient goat genomes reveal mosaic domestication in the Fertile Crescent. Science, 2018, 361, 85-88. 6.0 149

243 The prehistoric peopling of Southeast Asia. Science, 2018, 361, 88-92. 6.0 291

244 Genome sequencing and conservation genomics in the Scandinavian wolverine population.
Conservation Biology, 2018, 32, 1301-1312. 2.4 49

245 Contrasting effects of <i>Symbiodinium</i> identity on coral host transcriptional profiles across
latitudes. Molecular Ecology, 2018, 27, 3103-3115. 2.0 23

246 Experimental evidence for rapid genomic adaptation to a new niche in an adaptive radiation. Nature
Ecology and Evolution, 2018, 2, 1128-1138. 3.4 63

247 Accumulation of deleterious mutations in the domestic yak genome. Animal Genetics, 2018, 49, 384-392. 0.6 18

248 Mitochondrial genomes reveal an east to west cline of steppe ancestry in Corded Ware populations.
Scientific Reports, 2018, 8, 11603. 1.6 30

249 Red fox genome assembly identifies genomic regions associated with tame and aggressive behaviours.
Nature Ecology and Evolution, 2018, 2, 1479-1491. 3.4 113

250 Genome data uncover four synergistic key regulators for extremely small body size in horses. BMC
Genomics, 2018, 19, 492. 1.2 18

251 Ancient DNA from Giant Panda (Ailuropoda melanoleuca) of South-Western China Reveals Genetic
Diversity Loss during the Holocene. Genes, 2018, 9, 198. 1.0 14

252 Full mitochondrial genome sequences reveal new insights about post-glacial expansion and regional
phylogeographic structure in the Atlantic silverside (Menidia menidia). Marine Biology, 2018, 165, 1. 0.7 16

253 Co-occurrence of ecologically similar species of Hawaiian spiders reveals critical early phase of
adaptive radiation. BMC Evolutionary Biology, 2018, 18, 100. 3.2 20



16

Citation Report

# Article IF Citations

254
Detecting the Population Structure and Scanning for Signatures of Selection in Horses (<i>Equus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 747 Td (caballus</i>) From Whole-Genome Sequencing Data. Evolutionary Bioinformatics, 2018, 14,

117693431877510.
0.6 15

255 The Icemanâ€™s Last Meal Consisted of Fat, Wild Meat, and Cereals. Current Biology, 2018, 28, 2348-2355.e9. 1.8 39

256 Local adaptation and ecological differentiation under selection, migration, and drift in<i>Arabidopsis
lyrata</i>*. Evolution; International Journal of Organic Evolution, 2018, 72, 1373-1386. 1.1 59

257 Comparative Population Genomics Analysis of the Mammalian Fungal Pathogen <i>Pneumocystis</i>.
MBio, 2018, 9, . 1.8 23

258 In-solution Y-chromosome capture-enrichment on ancient DNA libraries. BMC Genomics, 2018, 19, 608. 1.2 20

259 Genomic and Strontium Isotope Variation Reveal Immigration Patterns in a Viking Age Town. Current
Biology, 2018, 28, 2730-2738.e10. 1.8 44

260 A major locus controls local adaptation and adaptive life history variation in a perennial plant.
Genome Biology, 2018, 19, 72. 3.8 76

261 Ancient DNA from Chalcolithic Israel reveals the role of population mixture in cultural
transformation. Nature Communications, 2018, 9, 3336. 5.8 71

262 Mitoâ€•nuclear discordance across a recent contact zone for California voles. Ecology and Evolution,
2018, 8, 6226-6241. 0.8 6

263 Genome-wide analyses of the Bemisia tabaci species complex reveal contrasting patterns of admixture
and complex demographic histories. PLoS ONE, 2018, 13, e0190555. 1.1 46

264 Gene flow contributes to diversification of the major fungal pathogen Candida albicans. Nature
Communications, 2018, 9, 2253. 5.8 131

265 The inference of gray whale (Eschrichtius robustus) historical population attributes from
whole-genome sequences. BMC Evolutionary Biology, 2018, 18, 87. 3.2 15

267 Investigating Holocene human population history in North Asia using ancient mitogenomes. Scientific
Reports, 2018, 8, 8969. 1.6 15

268 Adaptive introgression underlies polymorphic seasonal camouflage in snowshoe hares. Science, 2018,
360, 1355-1358. 6.0 234

269 Population genomics of Mesolithic Scandinavia: Investigating early postglacial migration routes and
high-latitude adaptation. PLoS Biology, 2018, 16, e2003703. 2.6 174

270 Genomic population structure aligns with vocal dialects in Palm Cockatoos (<i>Probosciger) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (aterrimus</i>); evidence for refugial late-Quaternary distribution?. Emu, 2019, 119, 24-37.0.2 14

271 Environmental drivers and genomic architecture of trait differentiation in fireâ€•adapted <i>Banksia
attenuata</i> ecotypes. Journal of Integrative Plant Biology, 2019, 61, 417-432. 4.1 10

272 Ancient DNA from the skeletons of Roopkund Lake reveals Mediterranean migrants in India. Nature
Communications, 2019, 10, 3670. 5.8 19



17

Citation Report

# Article IF Citations

274 Contrasting genomic shifts underlie parallel phenotypic evolution in response to fishing. Science,
2019, 365, 487-490. 6.0 123

275 Identifying loci under positive selection in complex population histories. Genome Research, 2019, 29,
1506-1520. 2.4 36

276 31Â° South: The physiology of adaptation to arid conditions in a passerine bird. Molecular Ecology,
2019, 28, 3709-3721. 2.0 11

277 Frequent intra- and inter-species introgression shapes the landscape of genetic variation in bread
wheat. Genome Biology, 2019, 20, 136. 3.8 148

278 Shifts in the Genetic Landscape of the Western Eurasian Steppe Associated with the Beginning and End
of the Scythian Dominance. Current Biology, 2019, 29, 2430-2441.e10. 1.8 44

279 Beyond the Big Five: Investigating Myostatin Structure, Polymorphism and Expression in Camelus
dromedarius. Frontiers in Genetics, 2019, 10, 502. 1.1 5

280 Genomic diversity and novel genome-wide association with fruit morphology in Capsicum, from 746k
polymorphic sites. Scientific Reports, 2019, 9, 10067. 1.6 53

281
Multiple auto- and allopolyploidisations marked the Pleistocene history of the widespread Eurasian
steppe plant Astragalus onobrychis (Fabaceae). Molecular Phylogenetics and Evolution, 2019, 139,
106572.

1.2 27

282
Historical DNA as a tool to address key questions in avian biology and evolution: A review of
methods, challenges, applications, and future directions. Molecular Ecology Resources, 2019, 19,
1115-1130.

2.2 40

283 Ancient Genomes Reveal Yamnaya-Related Ancestry and a Potential Source of Indo-European Speakers in
Iron Age Tianshan. Current Biology, 2019, 29, 2526-2532.e4. 1.8 64

284 Phylogenomic Analyses Clarify True Species within the Butterfly Genus Speyeria despite Evidence of a
Recent Adaptive Radiation. Insects, 2019, 10, 209. 1.0 3

285 â€œGhost Introgressionâ€• As a Cause of Deep Mitochondrial Divergence in a Bird Species Complex.
Molecular Biology and Evolution, 2019, 36, 2375-2386. 3.5 69

286 An evaluation of sequencing coverage and genotyping strategies to assess neutral and adaptive
diversity. Molecular Ecology Resources, 2019, 19, 1497-1515. 2.2 31

287
Iterative allogamyâ€“autogamy transitions drive actual and incipient speciation during the ongoing
evolutionary radiation within the orchid genus Epipactis (Orchidaceae). Annals of Botany, 2019, 124,
481-497.

1.4 24

288 Genomic Patterns of Local Adaptation under Gene Flow in Arabidopsis lyrata. Molecular Biology and
Evolution, 2019, 36, 2557-2571. 3.5 61

289 Conservation Genomics in the Sagebrush Sea: Population Divergence, Demographic History, and Local
Adaptation in Sage-Grouse (Centrocercus spp.). Genome Biology and Evolution, 2019, 11, 2023-2034. 1.1 35

290 Ancient DNA sheds light on the genetic origins of early Iron Age Philistines. Science Advances, 2019, 5,
eaax0061. 4.7 64

291 Relaxed Selection Limits Lifespan by Increasing Mutation Load. Cell, 2019, 178, 385-399.e20. 13.5 94



18

Citation Report

# Article IF Citations

292 The genomic ancestry of the Scandinavian Battle Axe Culture people and their relation to the broader
Corded Ware horizon. Proceedings of the Royal Society B: Biological Sciences, 2019, 286, 20191528. 1.2 35

293 The Prevotella copri Complex Comprises Four Distinct Clades Underrepresented in Westernized
Populations. Cell Host and Microbe, 2019, 26, 666-679.e7. 5.1 274

294 Kinship-based social inequality in Bronze Age Europe. Science, 2019, 366, 731-734. 6.0 175

295 Selection on <i>VPS13A</i> linked to migration in a songbird. Proceedings of the National Academy of
Sciences of the United States of America, 2019, 116, 18272-18274. 3.3 43

296 Uganda Genome Resource Enables Insights into Population History and Genomic Discovery in Africa.
Cell, 2019, 179, 984-1002.e36. 13.5 152

297 Ancient Rome: A genetic crossroads of Europe and the Mediterranean. Science, 2019, 366, 708-714. 6.0 164

298 The global diversity of Haemonchus contortus is shaped by human intervention and climate. Nature
Communications, 2019, 10, 4811. 5.8 63

299 Impact of demography on linked selection in two outcrossing Brassicaceae species. Ecology and
Evolution, 2019, 9, 9532-9545. 0.8 8

300 Stacks 2: Analytical methods for pairedâ€•end sequencing improve RADseqâ€•based population genomics.
Molecular Ecology, 2019, 28, 4737-4754. 2.0 648

301 Island area, body size and demographic history shape genomic diversity in Darwin's finches and related
tanagers. Molecular Ecology, 2019, 28, 4914-4925. 2.0 22

302 Genomic insight into â€œsky islandâ€• species diversification in a mountainous biodiversity hotspot.
Journal of Systematics and Evolution, 2019, 57, 633-645. 1.6 25

303 Novel signals of adaptive genetic variation in northwestern Atlantic cod revealed by wholeâ€•genome
sequencing. Evolutionary Applications, 2019, 12, 1971-1987. 1.5 31

304 Host hybridization as a potential mechanism of lateral symbiont transfer in deepâ€•sea vesicomyid clams.
Molecular Ecology, 2019, 28, 4697-4708. 2.0 14

305 Hybridization between two parapatric ranid frog species in the northern Sierra Nevada, California,
USA. Molecular Ecology, 2019, 28, 4636-4647. 2.0 15

306 Landscape drivers of genomic diversity and divergence in woodland Eucalyptus. Molecular Ecology,
2019, 28, 5232-5247. 2.0 34

307 Origin and Evolution of Deleterious Mutations in Horses. Genes, 2019, 10, 649. 1.0 31

308 The formation of human populations in South and Central Asia. Science, 2019, 365, . 6.0 383

309 Shallow genetic divergence and distinct phenotypic differences between two Andean hummingbirds:
Speciation with gene flow?. Auk, 2019, 136, . 0.7 18



19

Citation Report

# Article IF Citations

310 The population genetics of structural variants in grapevine domestication. Nature Plants, 2019, 5,
965-979. 4.7 229

311 Early Pleistocene enamel proteome from Dmanisi resolves Stephanorhinus phylogeny. Nature, 2019,
574, 103-107. 13.7 135

312 Detection of internal N7-methylguanosine (m7G) RNA modifications by mutational profiling
sequencing. Nucleic Acids Research, 2019, 47, e126-e126. 6.5 124

313 Disappearance of Icelandic Walruses Coincided with Norse Settlement. Molecular Biology and
Evolution, 2019, 36, 2656-2667. 3.5 22

314 Genomic analyses reveal an absence of contemporary introgressive admixture between fin whales and
blue whales, despite known hybrids. PLoS ONE, 2019, 14, e0222004. 1.1 15

315
Contemporary evolution of maize landraces and their wild relatives influenced by gene flow with
modern maize varieties. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 21302-21311.

3.3 25

316 Hidden Rice Diversity in the Guianas. Frontiers in Plant Science, 2019, 10, 1161. 1.7 23

317
Different maternal lineages revealed by ancient mitochondrial genome of<i>Camelus
bactrianus</i>from China. Mitochondrial DNA Part A: DNA Mapping, Sequencing, and Analysis, 2019, 30,
786-793.

0.7 4

318 Comparative analyses identify genomic features potentially involved in the evolution of
birds-of-paradise. GigaScience, 2019, 8, . 3.3 22

319 polyRAD: Genotype Calling with Uncertainty from Sequencing Data in Polyploids and Diploids. G3:
Genes, Genomes, Genetics, 2019, 9, 663-673. 0.8 76

320 Genomic regions of speciation and adaptation among three species of grouse. Scientific Reports, 2019,
9, 812. 1.6 8

321 Killer whale genomes reveal a complex history of recurrent admixture and vicariance. Molecular
Ecology, 2019, 28, 3427-3444. 2.0 46

322 Recombination-Aware Phylogenomics Reveals the Structured Genomic Landscape of Hybridizing Cat
Species. Molecular Biology and Evolution, 2019, 36, 2111-2126. 3.5 98

323 Hybridization between two high Arctic cetaceans confirmed by genomic analysis. Scientific Reports,
2019, 9, 7729. 1.6 33

324 Local adaptation does not lead to genomeâ€•wide differentiation in lava flow lizards. Ecology and
Evolution, 2019, 9, 6810-6820. 0.8 12

325 Ancient polymorphisms contribute to genome-wide variation by long-term balancing selection and
divergent sorting in Boechera stricta. Genome Biology, 2019, 20, 126. 3.8 30

326 Genome-Wide DNA from Degraded Petrous Bones and the Assessment of Sex and Probable Geographic
Origins of Forensic Cases. Scientific Reports, 2019, 9, 8226. 1.6 29

327 Palaeogenomic insights into the origins of French grapevine diversity. Nature Plants, 2019, 5, 595-603. 4.7 85



20

Citation Report

# Article IF Citations

328 Late Jomon male and female genome sequences from the Funadomari site in Hokkaido, Japan.
Anthropological Science, 2019, 127, 83-108. 0.2 58

329 Ancient DNA reveals a multistep spread of the first herders into sub-Saharan Africa. Science, 2019, 365,
. 6.0 96

330 Purifying selection does not drive signatures of convergent local adaptation of lodgepole pine and
interior spruce. BMC Evolutionary Biology, 2019, 19, 110. 3.2 1

331 The population history of northeastern Siberia since the Pleistocene. Nature, 2019, 570, 182-188. 13.7 259

332 East Anglian early Neolithic monument burial linked to contemporary Megaliths. Annals of Human
Biology, 2019, 46, 145-149. 0.4 28

333 How Linked Selection Shapes the Diversity Landscape in Ficedula Flycatchers. Genetics, 2019, 212,
277-285. 1.2 32

334 Evolutionary transcriptomics reveals the origins of olives and the genomic changes associated with
their domestication. Plant Journal, 2019, 100, 143-157. 2.8 64

335 Temporal genomic contrasts reveal rapid evolutionary responses in an alpine mammal during recent
climate change. PLoS Genetics, 2019, 15, e1008119. 1.5 70

336 High marker density GWAS provides novel insights into the genomic architecture of terpene oil yield
in Eucalyptus. New Phytologist, 2019, 223, 1489-1504. 3.5 27

337 Paleogenome Reveals Genetic Contribution of Extinct Giant Panda to Extant Populations. Current
Biology, 2019, 29, 1695-1700.e6. 1.8 22

338 The Arrival of Siberian Ancestry Connecting the Eastern Baltic to Uralic Speakers further East.
Current Biology, 2019, 29, 1701-1711.e16. 1.8 80

339 NGSEP3: accurate variant calling across species and sequencing protocols. Bioinformatics, 2019, 35,
4716-4723. 1.8 51

340 Molecular identification of late and terminal Pleistocene Equus ovodovi from northeastern China.
PLoS ONE, 2019, 14, e0216883. 1.1 15

341 Consequences of breed formation on patterns of genomic diversity and differentiation: the case of
highly diverse peripheral Iberian cattle. BMC Genomics, 2019, 20, 334. 1.2 11

342 Unraveling ancestry, kinship, and violence in a Late Neolithic mass grave. Proceedings of the National
Academy of Sciences of the United States of America, 2019, 116, 10705-10710. 3.3 119

343 Joint Estimates of Heterozygosity and Runs of Homozygosity for Modern and Ancient Samples.
Genetics, 2019, 212, 587-614. 1.2 61

344 Genome scan for selection in South American chickens reveals a region under selection associated
with aggressiveness. Livestock Science, 2019, 225, 135-139. 0.6 0

345 Variation in pigmentation gene expression is associated with distinct aposematic color morphs in the
poison frog Dendrobates auratus. BMC Evolutionary Biology, 2019, 19, 85. 3.2 25



21

Citation Report

# Article IF Citations

346 Clonal diversity impacts coral cover in <i>Acropora cervicornis</i> thickets: Potential relationships
between density, growth, and polymorphisms. Ecology and Evolution, 2019, 9, 4518-4531. 0.8 21

347 Fast and accurate relatedness estimation from high-throughput sequencing data in the presence of
inbreeding. GigaScience, 2019, 8, . 3.3 86

348 A Transient Pulse of Genetic Admixture from the Crusaders in the Near East Identified from Ancient
Genome Sequences. American Journal of Human Genetics, 2019, 104, 977-984. 2.6 35

349 Phenotypic sexual dimorphism is associated with genomic signatures of resolved sexual conflict.
Molecular Ecology, 2019, 28, 2860-2871. 2.0 28

350 Adaptive introgression enables evolutionary rescue from extreme environmental pollution. Science,
2019, 364, 455-457. 6.0 184

351 The genetic history of admixture across inner Eurasia. Nature Ecology and Evolution, 2019, 3, 966-976. 3.4 135

352 Resequencing of 429 chickpea accessions from 45 countries provides insights into genome diversity,
domestication and agronomic traits. Nature Genetics, 2019, 51, 857-864. 9.4 219

353 Tracing the ancestry of modern bread wheats. Nature Genetics, 2019, 51, 905-911. 9.4 230

354 Referee: Reference Assembly Quality Scores. Genome Biology and Evolution, 2019, 11, 1483-1486. 1.1 14

355 Tracking Five Millennia of Horse Management with Extensive Ancient Genome Time Series. Cell, 2019,
177, 1419-1435.e31. 13.5 195

356 Narwhal Genome Reveals Long-Term Low Genetic Diversity despite Current Large Abundance Size.
IScience, 2019, 15, 592-599. 1.9 49

357 Megalithic tombs in western and northern Neolithic Europe were linked to a kindred society.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 9469-9474. 3.3 81

358 Brown rat demography reveals pre-commensal structure in eastern Asia before expansion into
Southeast Asia. Genome Research, 2019, 29, 762-770. 2.4 24

359 Evolutionary history and palaeoecology of brown bear in North-East Siberia re-examined using
ancient DNA and stable isotopes from skeletal remains. Scientific Reports, 2019, 9, 4462. 1.6 29

360 Late Pleistocene human genome suggests a local origin for the first farmers of central Anatolia.
Nature Communications, 2019, 10, 1218. 5.8 74

361 Codweb: Whole-genome sequencing uncovers extensive reticulations fueling adaptation among
Atlantic, Arctic, and Pacific gadids. Science Advances, 2019, 5, eaat8788. 4.7 22

362 The complex geography of domestication of the African rice Oryza glaberrima. PLoS Genetics, 2019, 15,
e1007414. 1.5 30

363 A western route of prehistoric human migration from Africa into the Iberian Peninsula. Proceedings
of the Royal Society B: Biological Sciences, 2019, 286, 20182288. 1.2 47



22

Citation Report

# Article IF Citations

364 RAD-Seq data advance captive-based conservation of wild bactrian camels (Camelus ferus).
Conservation Genetics, 2019, 20, 817-824. 0.8 4

365 Ancient Mitochondrial Genomes Reveal the Absence of Maternal Kinship in the Burials of Ã‡atalhÃ¶yÃ¼k
People and Their Genetic Affinities. Genes, 2019, 10, 207. 1.0 20

366 MitoZ: a toolkit for animal mitochondrial genome assembly, annotation and visualization. Nucleic
Acids Research, 2019, 47, e63-e63. 6.5 593

367 Survival of Late Pleistocene Hunter-Gatherer Ancestry in the Iberian Peninsula. Current Biology, 2019,
29, 1169-1177.e7. 1.8 90

368 Improving genomic predictions by correction of genotypes from genotyping by sequencing in livestock
populations. Journal of Animal Science and Biotechnology, 2019, 10, 8. 2.1 8

369 The genomic history of the Iberian Peninsula over the past 8000 years. Science, 2019, 363, 1230-1234. 6.0 340

370 Authentication and Assessment of Contamination in Ancient DNA. Methods in Molecular Biology, 2019,
1963, 163-194. 0.4 23

371 The Apennines as a cryptic Pleistocene refugium of the bark beetle Pityogenes chalcographus
(Coleoptera: Curculionidae). Biological Journal of the Linnean Society, 2019, 127, 24-33. 0.7 2

372 Nonfertilizing sperm in Lepidoptera show little evidence for recurrent positive selection. Molecular
Ecology, 2019, 28, 2517-2530. 2.0 23

373 Parallel introgression and selection on introduced alleles in a native species. Molecular Ecology,
2019, 28, 2802-2813. 2.0 29

374 Testing for Hardyâ€“Weinberg equilibrium in structured populations using genotype or lowâ€•depth next
generation sequencing data. Molecular Ecology Resources, 2019, 19, 1144-1152. 2.2 26

375
Using the Distinct Population Segment (DPS) Concept to Protect Fishes with Low Levels of Genomic
Differentiation: Conservation of an Endemic Minnow (Hitch). Transactions of the American Fisheries
Society, 2019, 148, 406-416.

0.6 2

376 Phylogenomics using lowâ€•depth whole genome sequencing: A case study with the olive tribe.
Molecular Ecology Resources, 2019, 19, 877-892. 2.2 48

377 Phenotypic and genetic diversity in aposematic Malagasy poison frogs (genus <i>Mantella</i>). Ecology
and Evolution, 2019, 9, 2725-2742. 0.8 11

378 QTL mapping for 11 agronomic traits based on a genome-wide Bin-map in a large F2 population of foxtail
millet (Setaria italica (L.) P. Beauv). Molecular Breeding, 2019, 39, 1. 1.0 24

379 Do genomics and sex predict migration in a partially migratory salmonid fish, Oncorhynchus mykiss?.
Canadian Journal of Fisheries and Aquatic Sciences, 2019, 76, 2080-2088. 0.7 25

380 Unexpected population fragmentation in an endangered seabird: the case of the Peruvian diving-petrel.
Scientific Reports, 2019, 9, 2021. 1.6 19

381 Exclusion and Genomic Relatedness Methods for Assignment of Parentage Using
Genotyping-by-Sequencing Data. G3: Genes, Genomes, Genetics, 2019, 9, 3239-3247. 0.8 11



23

Citation Report

# Article IF Citations

382 Environmental Association Identifies Candidates for Tolerance to Low Temperature and Drought. G3:
Genes, Genomes, Genetics, 2019, 9, 3423-3438. 0.8 18

383 Association Mapping Based on a Common-Garden Migration Experiment Reveals Candidate Genes for
Migration Tendency in Brown Trout. G3: Genes, Genomes, Genetics, 2019, 9, 2887-2896. 0.8 18

384
Elevated mutation and selection in wild emmer wheat in response to 28 years of global warming.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
20002-20008.

3.3 18

385 Multiple freshwater invasions of the tapertail anchovy (Clupeiformes: Engraulidae) of the Yangtze
River. Ecology and Evolution, 2019, 9, 12202-12215. 0.8 10

386 The Local South American Chicken Populations Are a Melting-Pot of Genomic Diversity. Frontiers in
Genetics, 2019, 10, 1172. 1.1 1

387 Genome-wide analysis of Cushion willow provides insights into alpine plant divergence in a
biodiversity hotspot. Nature Communications, 2019, 10, 5230. 5.8 75

388 Ancient DNA. , 2019, , 13-34. 0

389 SGID: a comprehensive and interactive database of the silkworm. Database: the Journal of Biological
Databases and Curation, 2019, 2019, . 1.4 12

390 A 5700 year-old human genome and oral microbiome from chewed birch pitch. Nature
Communications, 2019, 10, 5520. 5.8 61

391 The Fate of Deleterious Variants in a Barley Genomic Prediction Population. Genetics, 2019, 213,
1531-1544. 1.2 12

392
Applications of Next-Generation Sequencing Technologies and Computational Tools in Molecular
Evolution and Aquatic Animals Conservation Studies: A Short Review. Evolutionary Bioinformatics,
2019, 15, 117693431989228.

0.6 17

393 Cost-effective assembly of the African wild dog (<i>Lycaon pictus</i>) genome using linked reads.
GigaScience, 2019, 8, . 3.3 22

394 MobiSeq: De novo SNP discovery in model and nonâ€•model species through sequencing the flanking
region of transposable elements. Molecular Ecology Resources, 2019, 19, 512-525. 2.2 4

395 Current geography masks dynamic history of gene flow during speciation in northern Australian
birds. Molecular Ecology, 2019, 28, 630-643. 2.0 40

396
Role of host genetics and heatâ€•tolerant algal symbionts in sustaining populations of the endangered
coral <i>Orbicella faveolata</i> in the Florida Keys with ocean warming. Global Change Biology, 2019,
25, 1016-1031.

4.2 111

397 Historical Genomes Reveal the Genomic Consequences of Recent Population Decline in Eastern
Gorillas. Current Biology, 2019, 29, 165-170.e6. 1.8 126

398 A versatile Rapture (RADâ€•Capture) platform for genotyping marine turtles. Molecular Ecology
Resources, 2019, 19, 497-511. 2.2 26

399 Transâ€•lineage polymorphism and nonbifurcating diversification of the genus <i>Picea</i>. New
Phytologist, 2019, 222, 576-587. 3.5 29



24

Citation Report

# Article IF Citations

400 Prospects of pan-genomics in barley. Theoretical and Applied Genetics, 2019, 132, 785-796. 1.8 38

401
The Genome Landscape of Tibetan Sheep Reveals Adaptive Introgression from Argali and the History of
Early Human Settlements on the Qinghaiâ€“Tibetan Plateau. Molecular Biology and Evolution, 2019, 36,
283-303.

3.5 84

402 Parallel plumage colour evolution and introgressive hybridization in wheatears. Journal of
Evolutionary Biology, 2019, 32, 100-110. 0.8 23

403 Genomic Evidence of Local Adaptation to Climate and Diet in Indigenous Siberians. Molecular Biology
and Evolution, 2019, 36, 315-327. 3.5 41

404 Allele frequencyâ€•free inference of close familial relationships from genotypes or lowâ€•depth
sequencing data. Molecular Ecology, 2019, 28, 35-48. 2.0 73

405 Genotypeâ€•free estimation of allele frequencies reduces bias and improves demographic inference from
RADSeq data. Molecular Ecology Resources, 2019, 19, 586-596. 2.2 33

406 Comparing inferences derived from microsatellite and RADseq datasets: a case study involving
threatened bull trout. Conservation Genetics, 2019, 20, 329-342. 0.8 28

407 Footprints of adaptive evolution revealed by whole Z chromosomes haplotypes in flycatchers.
Molecular Ecology, 2019, 28, 2290-2304. 2.0 12

408 The Genomic Footprints of the Fall and Recovery of the Crested Ibis. Current Biology, 2019, 29,
340-349.e7. 1.8 94

409 Cross-species hybridization and the origin of North African date palms. Proceedings of the National
Academy of Sciences of the United States of America, 2019, 116, 1651-1658. 3.3 95

410 A roadmap for highâ€•throughput sequencing studies of wild animal populations using noninvasive
samples and hybridization capture. Molecular Ecology Resources, 2019, 19, 609-622. 2.2 24

411 Recombination and intraspecific polymorphism for the presence and absence of entire chromosomes
in mitochondrial genomes. Heredity, 2019, 122, 647-659. 1.2 33

412 The Unreasonable Effectiveness of Convolutional Neural Networks in Population Genetic Inference.
Molecular Biology and Evolution, 2019, 36, 220-238. 3.5 151

413
Insights into the Evolution of the New World Diploid Cottons (<i>Gossypium</i>,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 227 Td (Subgenus<i>Houzingenia</i>) Based on Genome Sequencing. Genome Biology and Evolution, 2019, 11,

53-71.
1.1 45

414 AmtDB: a database of ancient human mitochondrial genomes. Nucleic Acids Research, 2019, 47, D29-D32. 6.5 32

415 Inference and visualization of DNA damage patterns using a grade of membership model.
Bioinformatics, 2019, 35, 1292-1298. 1.8 7

416 Comp-D: a program for comprehensive computation of D-statistics and population summaries of
reticulated evolution. Conservation Genetics Resources, 2020, 12, 263-267. 0.4 11

417 Index hopping on the Illumina HiseqX platform and its consequences for ancient DNA studies.
Molecular Ecology Resources, 2020, 20, 1171-1181. 2.2 82



25

Citation Report

# Article IF Citations

418 The Genome of the Endangered Dryas Monkey Provides New Insights into the Evolutionary History of
the Vervets. Molecular Biology and Evolution, 2020, 37, 183-194. 3.5 34

419 Rapid phenotypic evolution with shallow genomic differentiation during early stages of high
elevation adaptation in Eurasian Tree Sparrows. National Science Review, 2020, 7, 113-127. 4.6 36

420 Natural variation and selection in <i>GmSWEET39</i> affect soybean seed oil content. New
Phytologist, 2020, 225, 1651-1666. 3.5 73

421 What can be learned by scanning the genome for molecular convergence in wild populations?. Annals
of the New York Academy of Sciences, 2020, 1476, 23-42. 1.8 14

422 Gene Expression Modularity Reveals Footprints of Polygenic Adaptation in Theobroma cacao.
Molecular Biology and Evolution, 2020, 37, 110-123. 3.5 22

423 A likelihood method for estimating present-day human contamination in ancient male samples using
low-depth X-chromosome data. Bioinformatics, 2020, 36, 828-841. 1.8 14

424 Genomic analyses reveal three independent introductions of the invasive brown rat (Rattus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (norvegicus) to the Faroe Islands. Heredity, 2020, 124, 15-27.1.2 12

425 Conservation genomic analysis reveals ancient introgression and declining levels of genetic diversity
in Madagascarâ€™s hibernating dwarf lemurs. Heredity, 2020, 124, 236-251. 1.2 16

426 Ancient DNA Reconstructs the Genetic Legacies of Precontact Puerto Rico Communities. Molecular
Biology and Evolution, 2020, 37, 611-626. 3.5 31

427 Phylogenomics of the genus <i>Populus</i> reveals extensive interspecific gene flow and balancing
selection. New Phytologist, 2020, 225, 1370-1382. 3.5 93

428 Genomeâ€•wide epigenetic isolation by environment in a widespread <i>Anolis</i> lizard. Molecular
Ecology, 2020, 29, 40-55. 2.0 25

429 Divergent Selection and Primary Gene Flow Shape Incipient Speciation of a Riparian Tree on Hawaii
Island. Molecular Biology and Evolution, 2020, 37, 695-710. 3.5 21

430 Populationâ€•level inferences from environmental DNAâ€”Current status and future perspectives.
Evolutionary Applications, 2020, 13, 245-262. 1.5 105

431 Attack of the PCR clones: Rates of clonality have little effect on RADâ€•seq genotype calls. Molecular
Ecology Resources, 2020, 20, 66-78. 2.2 16

432 Long live the king: chromosome-level assembly of the lion (Panthera leo) using linked-read, Hi-C, and
long-read data. BMC Biology, 2020, 18, 3. 1.7 34

433 SWAV: a web-based visualization browser for sliding window analysis. Scientific Reports, 2020, 10, 149. 1.6 10

434 The influence of fire and silvicultural practices on the landscape-scale genetic structure of an
Australian foundation tree species. Conservation Genetics, 2020, 21, 231-246. 0.8 4

435 Patterns of Hybrid Seed Inviability in the Mimulus guttatus sp. Complex Reveal a Potential Role of
Parental Conflict in Reproductive Isolation. Current Biology, 2020, 30, 83-93.e5. 1.8 69



26

Citation Report

# Article IF Citations

436 Modelling dispersal in a large parrot: a comparison of landscape resistance models with population
genetics and vocal dialect patterns. Landscape Ecology, 2020, 35, 129-144. 1.9 5

437 Genomic Characterization of Coho Salmon Spawning Populations from the Hood Canal. Transactions
of the American Fisheries Society, 2020, 149, 3-13. 0.6 3

438 Evidence of linked selection on the Z chromosome of hybridizing hummingbirds*. Evolution;
International Journal of Organic Evolution, 2020, 74, 725-739. 1.1 18

439
Paleogenomic insights into the red complex bacteria <i>Tannerella forsythia</i> in Pre-Hispanic and
Colonial individuals from Mexico. Philosophical Transactions of the Royal Society B: Biological
Sciences, 2020, 375, 20190580.

1.8 18

440 Distinguishing among complex evolutionary models using unphased wholeâ€•genome data through
random forest approximate Bayesian computation. Molecular Ecology Resources, 2020, 21, 2614-2628. 2.2 4

441 A Hu sheep genome with the first ovine Y chromosome reveal introgression history after sheep
domestication. Science China Life Sciences, 2021, 64, 1116-1130. 2.3 27

442 Wholeâ€•exome sequencing reveals a longâ€•term decline in effective population size of red spruce
(<i>Picea rubens</i>). Evolutionary Applications, 2020, 13, 2190-2205. 1.5 19

443 Selection on a small genomic region underpins differentiation in multiple color traits between two
warbler species. Evolution Letters, 2020, 4, 502-515. 1.6 35

444
Genome-Wide Association Study in Two Cohorts from a Multi-generational Mouse Advanced
Intercross Line Highlights the Difficulty of Replication Due to Study-Specific Heterogeneity. G3: Genes,
Genomes, Genetics, 2020, 10, 951-965.

0.8 9

445 Genomes of the Banyan Tree and Pollinator Wasp Provide Insights into Fig-Wasp Coevolution. Cell,
2020, 183, 875-889.e17. 13.5 71

446 <i>OsSYL2</i><i><sup>AA</sup></i>, an allele identified by geneâ€•based association, increases style
length in rice (<i>Oryza sativa</i> L.). Plant Journal, 2020, 104, 1491-1503. 2.8 17

447 Genomic Adaptations and Evolutionary History of the Extinct Scimitar-Toothed Cat, Homotherium
latidens. Current Biology, 2020, 30, 5018-5025.e5. 1.8 34

448 Historical isolation facilitates species radiation by sexual selection: Insights from <i>Chorthippus</i>
grasshoppers. Molecular Ecology, 2020, 29, 4985-5002. 2.0 18

449 Domestication of the Emblematic White Cheese-Making Fungus Penicillium camemberti and Its
Diversification into Two Varieties. Current Biology, 2020, 30, 4441-4453.e4. 1.8 58

450 Co-option of the lineage-specific <i>LAVA</i> retrotransposon in the gibbon genome. Proceedings of
the National Academy of Sciences of the United States of America, 2020, 117, 19328-19338. 3.3 16

451 Structural genomic variation leads to genetic differentiation in Lake Tanganyika's sardines. Molecular
Ecology, 2020, 29, 3277-3298. 2.0 21

452
Integration of ancient DNA with transdisciplinary dataset finds strong support for Inca resettlement
in the south Peruvian coast. Proceedings of the National Academy of Sciences of the United States of
America, 2020, 117, 18359-18368.

3.3 21

453 Temporal dynamics of migrationâ€•linked genetic variation are driven by streamflows and riverscape
permeability. Molecular Ecology, 2020, 29, 870-885. 2.0 22



27

Citation Report

# Article IF Citations

454 Population genetics of the coral <i>Acropora millepora</i> : Toward genomic prediction of bleaching.
Science, 2020, 369, . 6.0 167

455 Genomic, Transcriptomic and Epigenomic Tools to Study the Domestication of Plants and Animals: A
Field Guide for Beginners. Frontiers in Genetics, 2020, 11, 742. 1.1 21

456 Optimized and affordable highâ€•throughput sequencing workflow for preserved and nonpreserved
small zooplankton specimens. Molecular Ecology Resources, 2020, 20, 1632-1646. 2.2 9

457 Evolutionary Genomics of Structural Variation in Asian Rice (<i>Oryza sativa</i>) Domestication.
Molecular Biology and Evolution, 2020, 37, 3507-3524. 3.5 58

458 Declining genetic diversity of European honeybees along the twentieth century. Scientific Reports,
2020, 10, 10520. 1.6 41

459 The pitfalls and virtues of population genetic summary statistics: Detecting selective sweeps in recent
divergences. Journal of Evolutionary Biology, 2021, 34, 893-909. 0.8 6

460 Enhanced Zika virus susceptibility of globally invasive <i>Aedes aegypti</i> populations. Science, 2020,
370, 991-996. 6.0 61

461 Effect of EGLN1 Genetic Polymorphisms on Hemoglobin Concentration in Andean Highlanders. BioMed
Research International, 2020, 2020, 1-16. 0.9 3

462 Evaluating genotype imputation pipeline for ultra-low coverage ancient genomes. Scientific Reports,
2020, 10, 18542. 1.6 60

463 Individual heterozygosity predicts translocation success in threatened desert tortoises. Science,
2020, 370, 1086-1089. 6.0 48

464 Population genomic data in spider mites point to a role for local adaptation in shaping range shifts.
Evolutionary Applications, 2020, 13, 2821-2835. 1.5 13

465 The Tetracentron genome provides insight into the early evolution of eudicots and the formation of
vessel elements. Genome Biology, 2020, 21, 291. 3.8 23

466 Pattern blending enriches the diversity of animal colorations. Science Advances, 2020, 6, . 4.7 12

467
Comparing the Effectiveness of Exome Capture Probes, Genotyping by Sequencing and Whole-Genome
Re-Sequencing for Assessing Genetic Diversity in Natural and Managed Stands of Picea abies. Forests,
2020, 11, 1185.

0.9 2

468 Analyses of key genes involved in Arctic adaptation in polar bears suggest selection on both standing
variation and de novo mutations played an important role. BMC Genomics, 2020, 21, 543. 1.2 3

469 Evaluating the effect of reference genome divergence on the analysis of empirical RADseq datasets.
Ecology and Evolution, 2020, 10, 7585-7601. 0.8 19

470
The roles of climate, geography and natural selection as drivers of genetic and phenotypic
differentiation in a widespread amphibian <i>Hyla annectans</i> (Anura: Hylidae). Molecular Ecology,
2020, 29, 3667-3683.

2.0 20

471 Mating system is correlated with immunogenetic diversity in sympatric species of Peromyscine mice.
PLoS ONE, 2020, 15, e0236084. 1.1 0



28

Citation Report

# Article IF Citations

472 Genome-Wide Association Study Unravels LRK1 as a Dark Respiration Regulator in Rice (Oryza sativa L.).
International Journal of Molecular Sciences, 2020, 21, 4930. 1.8 6

473 Population Genomics Reveals Demographic History and Genomic Differentiation of Populus davidiana
and Populus tremula. Frontiers in Plant Science, 2020, 11, 1103. 1.7 2

474 Genomic identification of intergeneric hybrids in New World wood-warblers (Aves: Parulidae).
Biological Journal of the Linnean Society, 2020, 131, 183-191. 0.7 14

475 Ancient genomes in South Patagonia reveal population movements associated with technological
shifts and geography. Nature Communications, 2020, 11, 3868. 5.8 28

476 Migration dynamics of an important rice pest: The brown planthopper (<i>Nilaparvata lugens</i>)
across Asiaâ€”Insights from population genomics. Evolutionary Applications, 2020, 13, 2449-2459. 1.5 20

477 â€œA reference genome assembly and adaptive trait analysis of Castanea mollissima â€˜Vanuxem,â€™ a source
of resistance to chestnut blight in restoration breedingâ€•. Tree Genetics and Genomes, 2020, 16, 1. 0.6 14

478 Climate and Urbanization Drive Mosquito Preference for Humans. Current Biology, 2020, 30,
3570-3579.e6. 1.8 153

479 Ancient DNA Study. , 2020, , 1-15. 1

480 DNA preserved in jetsam whale ambergris. Biology Letters, 2020, 16, 20190819. 1.0 7

481 ContamLD: estimation of ancient nuclear DNA contamination using breakdown of linkage
disequilibrium. Genome Biology, 2020, 21, 199. 3.8 29

482 Population genomics in two cave-obligate invertebrates confirms extremely limited dispersal between
caves. Scientific Reports, 2020, 10, 17554. 1.6 9

483 rdmc: An Open Source R Package Implementing Convergent Adaptation Models of Lee and Coop (2017).
G3: Genes, Genomes, Genetics, 2020, 10, 3041-3046. 0.8 3

484
Population genetic structure of the great star coral, Montastraea cavernosa, across the Cuban
archipelago with comparisons between microsatellite and SNP markers. Scientific Reports, 2020, 10,
15432.

1.6 17

485 A systematic investigation of human DNA preservation in medieval skeletons. Scientific Reports, 2020,
10, 18225. 1.6 39

486 Contrasting signatures of genomic divergence during sympatric speciation. Nature, 2020, 588, 106-111. 13.7 115

487 A complex phenotype in salmon controlled by a simple change in migratory timing. Science, 2020, 370,
609-613. 6.0 65

488 Genetic diversity, demographic history and neo-sex chromosomes in the Critically Endangered Raso
lark. Proceedings of the Royal Society B: Biological Sciences, 2020, 287, 20192613. 1.2 23

489 Three Phases of Ancient Migration Shaped the Ancestry of Human Populations in Vanuatu. Current
Biology, 2020, 30, 4846-4856.e6. 1.8 27



29

Citation Report

# Article IF Citations

490 Footprints of local adaptation span hundreds of linked genes in the Atlantic silverside genome.
Evolution Letters, 2020, 4, 430-443. 1.6 36

491 AuthentiCT: a model of ancient DNA damage to estimate the proportion of present-day DNA
contamination. Genome Biology, 2020, 21, 246. 3.8 31

492 Removing reference bias and improving indel calling in ancient DNA data analysis by mapping to a
sequence variation graph. Genome Biology, 2020, 21, 250. 3.8 44

493 Next-generation sequencing of newborn screening genes: the accuracy of short-read mapping. Npj
Genomic Medicine, 2020, 5, 36. 1.7 13

494 Using spatial genetics to quantify mosquito dispersal for control programs. BMC Biology, 2020, 18,
104. 1.7 18

495 Demographic history shaped geographical patterns of deleterious mutation load in a broadly
distributed Pacific Salmon. PLoS Genetics, 2020, 16, e1008348. 1.5 38

496 Improved reference genome of the arboviral vector Aedes albopictus. Genome Biology, 2020, 21, 215. 3.8 65

497 Novel hybrid finds a peri-urban niche: Allenâ€™s Hummingbirds in southern California. Conservation
Genetics, 2020, 21, 989-998. 0.8 4

498 Population genomics of the Viking world. Nature, 2020, 585, 390-396. 13.7 143

499 Divergence, gene flow, and the origin of leapfrog geographic distributions: The history of colour
pattern variation in <i>Phyllobates</i> poisonâ€•dart frogs. Molecular Ecology, 2020, 29, 3702-3719. 2.0 14

500 Evaluating insect-host interactions as a driver of species divergence in palm flower weevils.
Communications Biology, 2020, 3, 749. 2.0 12

501 On the Ecology and Distribution of Steelhead (<i>Oncorhynchus mykiss</i>) in Californiaâ€™s Eel River.
Journal of Heredity, 2020, 111, 548-563. 1.0 6

502 Moose genomes reveal past glacial demography and the origin of modern lineages. BMC Genomics,
2020, 21, 854. 1.2 23

503 Wildlife Population Genomics: Applications and Approaches. Population Genomics, 2020, , 3-59. 0.2 7

504 A Dynamic 6,000-Year Genetic History of Eurasiaâ€™s Eastern Steppe. Cell, 2020, 183, 890-904.e29. 13.5 124

505 Ancient DNA reveals monozygotic newborn twins from the Upper Palaeolithic. Communications
Biology, 2020, 3, 650. 2.0 25

506 Molecular identification and geographic origin of a post-Medieval elephant finding from
southwestern Portugal using high-throughput sequencing. Scientific Reports, 2020, 10, 19252. 1.6 8

507 Darwinâ€™s Fancy Revised: An Updated Understanding of the Genomic Constitution of Pigeon Breeds.
Genome Biology and Evolution, 2020, 12, 136-150. 1.1 13



30

Citation Report

# Article IF Citations

508 Chromosomalâ€•level genome assembly of the scimitarâ€•horned oryx: Insights into diversity and
demography of a species extinct in the wild. Molecular Ecology Resources, 2020, 20, 1668-1681. 2.2 26

509 A Paleogenomic Reconstruction of the Deep Population History of the Andes. Cell, 2020, 181,
1131-1145.e21. 13.5 69

510 Bioarchaeological perspective on the expansion of Transeurasian languages in Neolithic Amur River
basin. Evolutionary Human Sciences, 2020, 2, . 0.9 6

511 Are shed hair genomes the most effective noninvasive resource for estimating relationships in the
wild?. Ecology and Evolution, 2020, 10, 4583-4594. 0.8 27

512 Conservation genetics of the critically endangered Siamese rosewood (Dalbergia cochinchinensis):
recommendations for management and sustainable use. Conservation Genetics, 2020, 21, 677-692. 0.8 8

513 Ancient genomes from northern China suggest links between subsistence changes and human
migration. Nature Communications, 2020, 11, 2700. 5.8 133

514 Population genomic diversity and structure at the discontinuous southern range of the Great Gray
Owl in North America. Conservation Genetics, 2020, 21, 693-706. 0.8 6

515 Ancient DNA reveals two paternal lineages C2a1a1b1a/F3830 and C2b1b/F845 in past nomadic peoples
distributed on the Mongolian Plateau. American Journal of Physical Anthropology, 2020, 172, 402-411. 2.1 5

516 Ancient DNA indicates human population shifts and admixture in northern and southern China.
Science, 2020, 369, 282-288. 6.0 214

517 Adapting Genotyping-by-Sequencing and Variant Calling for Heterogeneous Stock Rats. G3: Genes,
Genomes, Genetics, 2020, 10, 2195-2205. 0.8 19

518
Chromosome-Level Reference Genome and Population Genomic Analysis Provide Insights into the
Evolution and Improvement of Domesticated Mulberry (Morus alba). Molecular Plant, 2020, 13,
1001-1012.

3.9 59

519
Complete mitochondrial genomes offer insights into the evolutionary relationships and comparative
genetic diversity of New Zealandâ€™s iconic kiwi (<i>Apteryx</i> spp.). New Zealand Journal of Zoology,
2020, 47, 291-299.

0.6 2

520 The origin of domestication genes in goats. Science Advances, 2020, 6, eaaz5216. 4.7 86

521 A Genetic History of the Near East from an aDNA Time Course Sampling Eight Points in the Past 4,000
Years. American Journal of Human Genetics, 2020, 107, 149-157. 2.6 28

522 The Genomic History of the Bronze Age Southern Levant. Cell, 2020, 181, 1146-1157.e11. 13.5 51

523 Origin and Health Status of First-Generation Africans from Early Colonial Mexico. Current Biology,
2020, 30, 2078-2091.e11. 1.8 34

524 Ancient genome-wide DNA from France highlights the complexity of interactions between Mesolithic
hunter-gatherers and Neolithic farmers. Science Advances, 2020, 6, eaaz5344. 4.7 92

525 Genome-wide data reveal discordant mitonuclear introgression in the intermediate horseshoe bat
(Rhinolophus affinis). Molecular Phylogenetics and Evolution, 2020, 150, 106886. 1.2 18



31

Citation Report

# Article IF Citations

526 Ancient genomes reveal complex patterns of population movement, interaction, and replacement in
sub-Saharan Africa. Science Advances, 2020, 6, eaaz0183. 4.7 56

527 Rapid local adaptation linked with phenotypic plasticity. Evolution Letters, 2020, 4, 345-359. 1.6 17

528 On the causes of geographically heterogeneous parallel evolution in sticklebacks. Nature Ecology
and Evolution, 2020, 4, 1105-1115. 3.4 72

529 What do tropical cryptogams reveal? Strong genetic structure in Amazonian bryophytes. New
Phytologist, 2020, 228, 640-650. 3.5 10

530 Whole-genome resequencing of wild and domestic sheep identifies genes associated with
morphological and agronomic traits. Nature Communications, 2020, 11, 2815. 5.8 142

531 Natural variations at the Stay-Green gene promoter control lifespan and yield in rice cultivars.
Nature Communications, 2020, 11, 2819. 5.8 62

532 Genomic insights into the early peopling of the Caribbean. Science, 2020, 369, 456-460. 6.0 44

533 The Neolithic Pitted Ware culture foragers were culturally but not genetically influenced by the
Battle Axe culture herders. American Journal of Physical Anthropology, 2020, 172, 638-649. 2.1 20

534 Historic and modern genomes unveil a domestic introgression gradient in a wild red junglefowl
population. Evolutionary Applications, 2020, 13, 2300-2315. 1.5 19

535 Determinants of genetic variation across eco-evolutionary scales in pinnipeds. Nature Ecology and
Evolution, 2020, 4, 1095-1104. 3.4 47

536 A Chromosome-Scale Assembly of the Garden Orach (Atriplex hortensis L.) Genome Using Oxford
Nanopore Sequencing. Frontiers in Plant Science, 2020, 11, 624. 1.7 11

537 Genomic signatures of domestication in Old World camels. Communications Biology, 2020, 3, 316. 2.0 32

538 Ancient Plant Genomics in Archaeology, Herbaria, and the Environment. Annual Review of Plant
Biology, 2020, 71, 605-629. 8.6 34

539
Allopatric divergence and hybridization within <i>Cupressus chengiana</i> (Cupressaceae), a
threatened conifer in the northern Hengduan Mountains of western China. Molecular Ecology, 2020,
29, 1250-1266.

2.0 46

540 Estimating and accounting for genotyping errors in RADâ€•seq experiments. Molecular Ecology
Resources, 2020, 20, 856-870. 2.2 34

541 Library preparation for next generation sequencing: A review of automation strategies.
Biotechnology Advances, 2020, 41, 107537. 6.0 88

542 Hyena paleogenomes reveal a complex evolutionary history of cross-continental gene flow between
spotted and cave hyena. Science Advances, 2020, 6, eaay0456. 4.7 38

543 Pleiotropy facilitates local adaptation to distant optima in common ragweed (Ambrosia) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (artemisiifolia). PLoS Genetics, 2020, 16, e1008707.1.5 30



32

Citation Report

# Article IF Citations

544 Genome resequencing reveals demographic history and genetic architecture of seed salinity tolerance
in Populus euphratica. Journal of Experimental Botany, 2020, 71, 4308-4320. 2.4 21

545 Differential Frequency of <i>CYP2R1</i> Variants Across Populations Reveals Pathway Selection for
Vitamin D Homeostasis. Journal of Clinical Endocrinology and Metabolism, 2020, 105, 1302-1315. 1.8 5

546 Comparative and population genomics approaches reveal the basis of adaptation to deserts in a small
rodent. Molecular Ecology, 2020, 29, 1300-1314. 2.0 39

547 Unveiling the Ecological Applications of Ancient DNA From Mollusk Shells. Frontiers in Ecology and
Evolution, 2020, 8, . 1.1 29

548 Genetic architecture, demographic history, and genomic differentiation of <i>Populus davidiana</i>
revealed by wholeâ€•genome resequencing. Evolutionary Applications, 2020, 13, 2582-2596. 1.5 10

549 Population genetics of wild <i>Macaca fascicularis</i> with lowâ€•coverage shotgun sequencing of
museum specimens. American Journal of Physical Anthropology, 2020, 173, 21-33. 2.1 11

550 The earliest domestic cat on the Silk Road. Scientific Reports, 2020, 10, 11241. 1.6 9

551 Interspecific Gene Flow and the Evolution of Specialization in Black and White Rhinoceros. Molecular
Biology and Evolution, 2020, 37, 3105-3117. 3.5 20

552 Arctic-adapted dogs emerged at the Pleistoceneâ€“Holocene transition. Science, 2020, 368, 1495-1499. 6.0 60

553 The genome of pest Rhynchophorus ferrugineus reveals gene families important at the plant-beetle
interface. Communications Biology, 2020, 3, 323. 2.0 44

554 Highâ€•contiguity genome assembly of the chemosynthetic gammaproteobacterial endosymbiont of the
cold seep tubeworm Lamellibrachia barhami. Molecular Ecology Resources, 2020, 20, 1432-1444. 2.2 6

555 Genomic basis of homoploid hybrid speciation within chestnut trees. Nature Communications, 2020, 11,
3375. 5.8 41

556 Genomic and plumage variation in Vermivora hybrids. Auk, 2020, 137, . 0.7 11

557 Population history of the golden eagle inferred from whole-genome sequencing of three of its
subspecies. Biological Journal of the Linnean Society, 2020, 130, 826-838. 0.7 13

558 Human auditory ossicles as an alternative optimal source of ancient DNA. Genome Research, 2020, 30,
427-436. 2.4 37

559 Hybridization and introgression drive genome evolution of Dutch elm disease pathogens. Nature
Ecology and Evolution, 2020, 4, 626-638. 3.4 44

560 Evidence for widespread selection in shaping the genomic landscape during speciation of
<i>Populus</i>. Molecular Ecology, 2020, 29, 1120-1136. 2.0 31

561 A Guide to Carrying Out a Phylogenomic Target Sequence Capture Project. Frontiers in Genetics, 2019,
10, 1407. 1.1 76



33

Citation Report

# Article IF Citations

562 Genetic history from the Middle Neolithic to present on the Mediterranean island of Sardinia. Nature
Communications, 2020, 11, 939. 5.8 96

563 The spread of steppe and Iranian-related ancestry in the islands of the western Mediterranean. Nature
Ecology and Evolution, 2020, 4, 334-345. 3.4 95

564 Emergence of human-adapted Salmonella enterica is linked to the Neolithization process. Nature
Ecology and Evolution, 2020, 4, 324-333. 3.4 72

565 Differential divergence in autosomes and sex chromosomes is associated with intraâ€•island
diversification at a very small spatial scale in a songbird lineage. Molecular Ecology, 2020, 29, 1137-1153. 2.0 16

566 Genomic patterns in the widespread Eurasian lynx shaped by Late Quaternary climatic fluctuations and
anthropogenic impacts. Molecular Ecology, 2020, 29, 812-828. 2.0 42

567 Consensify: A Method for Generating Pseudohaploid Genome Sequences from Palaeogenomic Datasets
with Reduced Error Rates. Genes, 2020, 11, 50. 1.0 15

568 Ancient West African foragers in the context of African population history. Nature, 2020, 577, 665-670. 13.7 86

569 Metagenomic analysis of a blood stain from the French revolutionary Jean-Paul Marat (1743â€“1793).
Infection, Genetics and Evolution, 2020, 80, 104209. 1.0 2

570 Species specificity and intraspecific variation in the chemical profiles of <i>Heliconius</i> butterflies
across a large geographic range. Ecology and Evolution, 2020, 10, 3895-3918. 0.8 31

571 Speciation Associated with Shifts in Migratory Behavior in an Avian Radiation. Current Biology, 2020,
30, 1312-1321.e6. 1.8 45

572 Forests do not limit bumble bee foraging movements in a montane meadow complex. Ecological
Entomology, 2020, 45, 955-965. 1.1 18

573 Kinship Determination in Archeological Contexts Through DNA Analysis. Frontiers in Ecology and
Evolution, 2020, 8, . 1.1 13

574 Ancient Genomes Reveal the Evolutionary History and Origin of Cashmere-Producing Goats in China.
Molecular Biology and Evolution, 2020, 37, 2099-2109. 3.5 29

575
Gut microbial diversity across a contact zone for California voles: Implications for lineage
divergence of hosts and mitonuclear mismatch in the assembly of the mammalian gut microbiome.
Molecular Ecology, 2020, 29, 1873-1889.

2.0 5

576 Heavy reliance on plants for Romanian cave bears evidenced by amino acid nitrogen isotope analysis.
Scientific Reports, 2020, 10, 6612. 1.6 19

577 Evaluation of model fit of inferred admixture proportions. Molecular Ecology Resources, 2020, 20,
936-949. 2.2 43

578
Mitochondrial genomes from Bronze Age Poland reveal genetic continuity from the Late Neolithic
and additional genetic affinities with the steppe populations. American Journal of Physical
Anthropology, 2020, 172, 176-188.

2.1 12

579 Variation in brown rat cranial shape shows directional selection over 120Â years in New York City.
Ecology and Evolution, 2020, 10, 4739-4748. 0.8 13



34

Citation Report

# Article IF Citations

580 Demography and adaptation promoting evolutionary transitions in a mammalian genus that diversified
during the Pleistocene. Molecular Ecology, 2020, 29, 2777-2792. 2.0 13

581 Cryptic Patterns of Speciation in Cryptic Primates: Microendemic Mouse Lemurs and the Multispecies
Coalescent. Systematic Biology, 2021, 70, 203-218. 2.7 42

582 The interplay of colour and bioacoustic traits in the differentiation of a Southeast Asian songbird
complex. Molecular Ecology, 2021, 30, 297-309. 2.0 12

583 Population history and genomic admixture of sea snakes of the genus Laticauda in the West Pacific.
Molecular Phylogenetics and Evolution, 2021, 155, 107005. 1.2 7

584 Elevated rates of positive selection drive the evolution of pestiferousness in the Colorado potato
beetle (<i>Leptinotarsa decemlineata</i>, Say). Molecular Ecology, 2021, 30, 237-254. 2.0 16

585 Sex-Specific Selection Drives the Evolution of Alternative Splicing in Birds. Molecular Biology and
Evolution, 2021, 38, 519-530. 3.5 37

586 Adaptation, ancestral variation and gene flow in a â€˜Sky Islandâ€™ <i>Drosophila</i> species. Molecular
Ecology, 2021, 30, 83-99. 2.0 7

587 Reference genome and demographic history of the most endangered marine mammal, the vaquita.
Molecular Ecology Resources, 2021, 21, 1008-1020. 2.2 54

588
Raptureâ€•ready darters: Choice of reference genome and genotyping method (wholeâ€•genome or sequence) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (capture) influence population genomic inference in <i>Etheostoma</i>. Molecular Ecology Resources,

2021, 21, 404-420.
2.2 9

589 Vicariance followed by secondary gene flow in a young gazelle species complex. Molecular Ecology,
2021, 30, 528-544. 2.0 11

590 Pigmentation Genes Show Evidence of Repeated Divergence and Multiple Bouts of Introgression in
Setophaga Warblers. Current Biology, 2021, 31, 643-649.e3. 1.8 28

591 Drainage basins serve as multiple glacial refugia for alpine habitats in the Sierra Nevada Mountains,
California. Molecular Ecology, 2021, 30, 826-843. 2.0 8

592 Hybrid speciation via inheritance of alternate alleles of parental isolating genes. Molecular Plant,
2021, 14, 208-222. 3.9 68

593 Whole exome sequencing identifies the potential for genetic rescue in iconic and critically
endangered Panamanian harlequin frogs. Global Change Biology, 2021, 27, 50-70. 4.2 15

594 Genetic consequences of longâ€•term small effective population size in the critically endangered pygmy
hog. Evolutionary Applications, 2021, 14, 710-720. 1.5 19

595 A genomeâ€•wide investigation of adaptive signatures in proteinâ€•coding genes related to tool behaviour
in New Caledonian and Hawaiian crows. Molecular Ecology, 2021, 30, 973-986. 2.0 2

596 The Baigetuobie cemetery: New discovery and human genetic features of Andronovo communityâ€™s
diffusion to the Eastern Tianshan Mountains (1800â€“1500 BC). Holocene, 2021, 31, 217-229. 0.9 5

597 A genetic history of the pre-contact Caribbean. Nature, 2021, 590, 103-110. 13.7 67



35

Citation Report

# Article IF Citations

598 Unlocking the potential of a validated single nucleotide polymorphism array for genomic monitoring
of trade in cheetahs (Acinonyx jubatus). Molecular Biology Reports, 2021, 48, 171-181. 1.0 6

599 Genomes of Pleistocene Siberian Wolves Uncover Multiple Extinct Wolf Lineages. Current Biology,
2021, 31, 198-206.e8. 1.8 26

600 Genomic Consequences of Long-Term Population Decline in Brown Eared Pheasant. Molecular Biology
and Evolution, 2021, 38, 263-273. 3.5 36

601 Myxosporea (Myxozoa, Cnidaria) Lack DNA Cytosine Methylation. Molecular Biology and Evolution,
2021, 38, 393-404. 3.5 12

603 Implications of genetic heterogeneity for plant translocation during ecological restoration. Ecology
and Evolution, 2021, 11, 1100-1110. 0.8 2

604 Genomic variation in the American pika: signatures of geographic isolation and implications for
conservation. Bmc Ecology and Evolution, 2021, 21, 2. 0.7 6

605 Genome-wide study of a Neolithic Wartberg grave community reveals distinct HLA variation and
hunter-gatherer ancestry. Communications Biology, 2021, 4, 113. 2.0 20

606 A putative structural variant and environmental variation associated with genomic divergence across
the Northwest Atlantic in Atlantic Halibut. ICES Journal of Marine Science, 2021, 78, 2371-2384. 1.2 18

608 Whole-Genomes From the Extinct Xerces Blue Butterfly Reveal Low Diversity and Long-Term
Population Decline. SSRN Electronic Journal, 0, , . 0.4 1

609 Genomic Steppe ancestry in skeletons from the Neolithic Single Grave Culture in Denmark. PLoS ONE,
2021, 16, e0244872. 1.1 11

610 Genetic Diversity. , 2021, , 119-165. 2

613 Inferring historical survivals of climate relicts: the effects of climate changes, geography, and
population-specific factors on herbaceous hydrangeas. Heredity, 2021, 126, 615-629. 1.2 8

615 Genetic ancestry changes in Stone to Bronze Age transition in the East European plain. Science
Advances, 2021, 7, . 4.7 32

616
Whole plastomes are not enough: phylogenomic and morphometric exploration at multiple
demographic levels of the bee orchid clade <i>Ophrys</i> sect. <i>Sphegodes</i>. Journal of
Experimental Botany, 2021, 72, 654-681.

2.4 15

617 Rapid parallel adaptation despite gene flow in silent crickets. Nature Communications, 2021, 12, 50. 5.8 26

618
Ancient mitochondrial genomes from Chinese cave hyenas provide insights into the evolutionary
history of the genus<i>Crocuta</i>. Proceedings of the Royal Society B: Biological Sciences, 2021, 288,
20202934.

1.2 9

619 Ecological adaptation in European eels is based on phenotypic plasticity. Proceedings of the National
Academy of Sciences of the United States of America, 2021, 118, . 3.3 30

621 A minimally destructive protocol for DNA extraction from ancient teeth. Genome Research, 2021, 31,
472-483. 2.4 31



36

Citation Report

# Article IF Citations

622 A referenceâ€•free approach to analyse RADseq data using standard next generation sequencing toolkits.
Molecular Ecology Resources, 2021, 21, 1085-1097. 2.2 12

624 Genomic insights into the formation of human populations in East Asia. Nature, 2021, 591, 413-419. 13.7 216

625 Behavioral and Genomic Sensory Adaptations Underlying the Pest Activity of<i>Drosophila suzukii</i>.
Molecular Biology and Evolution, 2021, 38, 2532-2546. 3.5 31

626 Later Stone Age human hair from Vaalkrans Shelter, Cape Floristic Region of South Africa, reveals
genetic affinity to Khoe groups. American Journal of Physical Anthropology, 2021, 174, 701-713. 2.1 3

627 Ancient genomes reveal early Andean farmers selected common beans while preserving diversity.
Nature Plants, 2021, 7, 123-128. 4.7 29

628 <scp>pixy</scp>: Unbiased estimation of nucleotide diversity and divergence in the presence of missing
data. Molecular Ecology Resources, 2021, 21, 1359-1368. 2.2 212

629 Molecular parallelisms between pigmentation in the avian iris and the integument of ectothermic
vertebrates. PLoS Genetics, 2021, 17, e1009404. 1.5 8

631 Tissue fusion and enhanced genotypic diversity support the survival of Pocillopora acuta coral
recruits under thermal stress. Coral Reefs, 2021, 40, 447-458. 0.9 16

633 High diversity, inbreeding and a dynamic Pleistocene demographic history revealed by African buffalo
genomes. Scientific Reports, 2021, 11, 4540. 1.6 11

635 Ecological Specialization and Evolutionary Reticulation in Extant Hyaenidae. Molecular Biology and
Evolution, 2021, 38, 3884-3897. 3.5 15

636 Genomic evidence of prevalent hybridization throughout the evolutionary history of the fig-wasp
pollination mutualism. Nature Communications, 2021, 12, 718. 5.8 31

637 Biases in demographic modelling affect our understanding of recent divergence. Molecular Biology
and Evolution, 2021, 38, 2967-2985. 3.5 37

638 Mycoplasma agassizii, an opportunistic pathogen of tortoises, shows very little genetic variation
across the Mojave and Sonoran Deserts. PLoS ONE, 2021, 16, e0245895. 1.1 3

639 New Insights Into Mitochondrial DNA Reconstruction and Variant Detection in Ancient Samples.
Frontiers in Genetics, 2021, 12, 619950. 1.1 6

640 Genome sequences reveal global dispersal routes and suggest convergent genetic adaptations in
seahorse evolution. Nature Communications, 2021, 12, 1094. 5.8 29

641 Mating system evolution and genetic structure of diploid sexual populations of Cyrtomium falcatum
in Japan. Scientific Reports, 2021, 11, 3124. 1.6 0

642 Pervasive Genomic Signatures of Local Adaptation to Altitude Across Highland Specialist Andean
Hummingbird Populations. Journal of Heredity, 2021, 112, 229-240. 1.0 10

643 Million-year-old DNA sheds light on the genomic history of mammoths. Nature, 2021, 591, 265-269. 13.7 179



37

Citation Report

# Article IF Citations

644 Reproducible, portable, and efficient ancient genome reconstruction with nf-core/eager. PeerJ, 2021, 9,
e10947. 0.9 43

645 Investigating the morphological and genetic divergence of arctic char (Salvelinus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (alpinus)populations in lakes of arctic Alaska. Ecology and Evolution, 2021, 11, 3040-3057.0.8 3

646 Population genomics and conservation management of a declining tropical rodent. Heredity, 2021, 126,
763-775. 1.2 12

647 Inferring the Genetic Basis of Sex Determination from the Genome of a Dioecious Nightshade.
Molecular Biology and Evolution, 2021, 38, 2946-2957. 3.5 2

648 GGVD: A goat genome variation database for tracking the dynamic evolutionary process of selective
signatures and ancient introgressions. Journal of Genetics and Genomics, 2021, 48, 248-256. 1.7 12

649 Ancient genomic time transect from the Central Asian Steppe unravels the history of the Scythians.
Science Advances, 2021, 7, . 4.7 39

650 Genomic insights into the host specific adaptation of the Pneumocystis genus. Communications
Biology, 2021, 4, 305. 2.0 23

651 Heterogeneous Hunter-Gatherer and Steppe-Related Ancestries in Late Neolithic and Bell Beaker
Genomes from Present-Day France. Current Biology, 2021, 31, 1072-1083.e10. 1.8 20

653 Ocean-wide genomic variation in Gray's beaked whales, <i>Mesoplodon grayi</i>. Royal Society Open
Science, 2021, 8, 201788. 1.1 11

654
Extensive Genome-Wide Phylogenetic Discordance Is Due to Incomplete Lineage Sorting and Not
Ongoing Introgression in a Rapidly Radiated Bryophyte Genus. Molecular Biology and Evolution, 2021,
38, 2750-2766.

3.5 54

655 A genomic exploration of the early evolution of extant cats and their sabre-toothed relatives. Open
Research Europe, 0, 1, 25. 2.0 1

656 Genetic structure and effective population size of Sydney rock oysters in eastern Australia.
Conservation Genetics, 2021, 22, 427-442. 0.8 6

658 Genomic consequences of humanâ€•mediated translocations in margin populations of an endangered
amphibian. Evolutionary Applications, 2021, 14, 1623-1634. 1.5 2

660 Limited Evidence for Parallel Evolution Among Desert-Adapted<i>Peromyscus</i>Deer Mice. Journal of
Heredity, 2021, 112, 286-302. 1.0 14

661 Benchmarking the performance of Poolâ€•seq SNP callers using simulated and real sequencing data.
Molecular Ecology Resources, 2021, 21, 1216-1229. 2.2 19

663 Multiple lines of evidence indicate ongoing allopatric and parapatric diversification in an
Afromontane sunbird (<i>Cinnyris reichenowi</i>). Auk, 2021, 138, . 0.7 7

664 Genome Sequence of the Black Yeast-Like Strain Aureobasidium pullulans var. <i>aubasidani</i> CBS
100524. Microbiology Resource Announcements, 2021, 10, . 0.3 3

666 Genome-wide analysis of nearly all the victims of a 6200 year old massacre. PLoS ONE, 2021, 16,
e0247332. 1.1 11



38

Citation Report

# Article IF Citations

667 Going with the flow: How corals in highâ€•flow environments can beat the heat. Molecular Ecology,
2021, 30, 2009-2024. 2.0 16

668 Genes derived from ancient polyploidy have higher genetic diversity and are associated with
domestication in <i>Brassica rapa</i>. New Phytologist, 2021, 230, 372-386. 3.5 26

669 Genomic characterization of selfing in the cyclic parthenogen <i>Daphnia magna</i>. Journal of
Evolutionary Biology, 2021, 34, 792-802. 0.8 0

671 Genotype by environment interactions in coral bleaching. Proceedings of the Royal Society B:
Biological Sciences, 2021, 288, 20210177. 1.2 33

672 Middle Pleistocene genome calibrates a revised evolutionary history of extinct cave bears. Current
Biology, 2021, 31, 1771-1779.e7. 1.8 27

673 The genomics of rapid climatic adaptation and parallel evolution in North American house mice. PLoS
Genetics, 2021, 17, e1009495. 1.5 26

674 ABO Genetic Variation in Neanderthals and Denisovans. Molecular Biology and Evolution, 2021, 38,
3373-3382. 3.5 7

675 Founder effects shape linkage disequilibrium and genomic diversity of a partially clonal invader.
Molecular Ecology, 2021, 30, 1962-1978. 2.0 23

679 Genetic load has potential in large populations but is realized in small inbred populations.
Evolutionary Applications, 2021, 14, 1540-1557. 1.5 58

681 The genetic and cultural impact of the Steppe migration into Europe. Annals of Human Biology, 2021,
48, 223-233. 0.4 12

682 Migration through a Major Andean Ecogeographic Disruption as a Driver of Genetic and Phenotypic
Diversity in a Wild Tomato Species. Molecular Biology and Evolution, 2021, 38, 3202-3219. 3.5 14

683 Systematic benchmark of ancient DNA read mapping. Briefings in Bioinformatics, 2021, 22, . 3.2 13

684 Archaeogenomic distinctiveness of the Isthmo-Colombian area. Cell, 2021, 184, 1706-1723.e24. 13.5 30

685 Gene expression associated with disease resistance and long-term growth in a reef-building coral.
Royal Society Open Science, 2021, 8, 210113. 1.1 10

686 Genomic stability through time despite decades of exploitation in cod on both sides of the Atlantic.
Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 61

687 PopAmaranth: a population genetic genome browser for grain amaranths and their wild relatives. G3:
Genes, Genomes, Genetics, 2021, 11, . 0.8 9

689 Comparison of adult census size and effective population size support the need for continued
protection of two Solomon Island endemics. Emu, 2021, 121, 45-54. 0.2 2

690 Ancient genomes from a rural site in Imperial Rome (1<sup>st</sup>â€“3<sup>rd</sup>cent. CE): a
genetic junction in the Roman Empire. Annals of Human Biology, 2021, 48, 234-246. 0.4 10



39

Citation Report

# Article IF Citations

691
The truth about scats and dogs: Next-generation sequencing and spatial captureâ€“recapture models
offer opportunities for conservation monitoring of an endangered social canid. Biological
Conservation, 2021, 256, 109028.

1.9 9

692 Stellerâ€™s sea cow genome suggests this species began going extinct before the arrival of Paleolithic
humans. Nature Communications, 2021, 12, 2215. 5.8 16

693 Initial Upper Palaeolithic humans in Europe had recent Neanderthal ancestry. Nature, 2021, 592, 253-257. 13.7 119

694 Insight into the introduction of domestic cattle and the process of Neolithization to the Spanish
region Galicia by genetic evidence. PLoS ONE, 2021, 16, e0249537. 1.1 3

695 Big Data in Conservation Genomics: Boosting Skills, Hedging Bets, and Staying Current in the Field.
Journal of Heredity, 2021, 112, 313-327. 1.0 10

697 The Significance of Genotypic Diversity in Coral Competitive Interaction: A Transcriptomic Perspective.
Frontiers in Ecology and Evolution, 2021, 9, . 1.1 1

698 Circumpolar phylogeography and demographic history of beluga whales reflect past climatic
fluctuations. Molecular Ecology, 2021, 30, 2543-2559. 2.0 12

699 High genetic diversity and low differentiation reflect the ecological versatility of the African
leopard. Current Biology, 2021, 31, 1862-1871.e5. 1.8 41

700 Analysis of Genomic DNA from Medieval Plague Victims Suggests Long-Term Effect of <i>Yersinia
pestis</i> on Human Immunity Genes. Molecular Biology and Evolution, 2021, 38, 4059-4076. 3.5 29

701 Ancient and modern stickleback genomes reveal the demographic constraints on adaptation. Current
Biology, 2021, 31, 2027-2036.e8. 1.8 33

703 Population Structure Limits Parallel Evolution in Sticklebacks. Molecular Biology and Evolution,
2021, 38, 4205-4221. 3.5 37

704 African and Asian leopards are highly differentiated at the genomic level. Current Biology, 2021, 31,
1872-1882.e5. 1.8 20

706 The genomic history of the Aegean palatial civilizations. Cell, 2021, 184, 2565-2586.e21. 13.5 43

707 Genetic diversity and evolutionary patterns of <i>Taraxacum kokâ€•saghyz</i> Rodin. Ecology and
Evolution, 2021, 11, 7917-7926. 0.8 7

708 Repetitive genomic regions and the inference of demographic history. Heredity, 2021, 127, 151-166. 1.2 14

709 NGSremix: a software tool for estimating pairwise relatedness between admixed individuals from
next-generation sequencing data. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 12

710
Comparing divergence landscapes from reducedâ€•representation and whole genome resequencing in the
yellowâ€•rumped warbler (<i>Setophaga coronata</i>) species complex. Molecular Ecology, 2021, 30,
5994-6005.

2.0 12

711 Flow modification associated with reduced genetic health of a riverâ€•breeding frog, <i>Rana boylii</i>.
Ecosphere, 2021, 12, e03496. 1.0 12



40

Citation Report

# Article IF Citations

712 Ancient horse genomes reveal the timing and extent of dispersals across the Bering Land Bridge.
Molecular Ecology, 2021, 30, 6144-6161. 2.0 30

714 Towards population-scale long-read sequencing. Nature Reviews Genetics, 2021, 22, 572-587. 7.7 163

716 Detecting adaptive introgression in human evolution using convolutional neural networks. ELife,
2021, 10, . 2.8 59

717 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

719
Genome-wide analysis reveals regional patterns of drift, structure, and gene flow in longfin smelt
(<i>Spirinchus thaleichthys</i>) in the northeastern Pacific. Canadian Journal of Fisheries and
Aquatic Sciences, 2021, 78, 1793-1804.

0.7 8

720 Automated improvement of stickleback reference genome assemblies with <scp>Lepâ€•Anchor</scp>
software. Molecular Ecology Resources, 2021, 21, 2166-2176. 2.2 21

721 Morphological stasis masks ecologically divergent coral species on tropical reefs. Current Biology,
2021, 31, 2286-2298.e8. 1.8 39

722 How a Paleogenomic Approach Can Provide Details on Bioarchaeological Reconstruction: A Case
Study from the Globular Amphorae Culture. Genes, 2021, 12, 910. 1.0 3

723 The deep population history of northern East Asia from the Late Pleistocene to the Holocene. Cell,
2021, 184, 3256-3266.e13. 13.5 83

724 Coelacanth <i>SERINC2</i> Inhibits HIV-1 Infectivity and Is Counteracted by Envelope Glycoprotein
from Foamy Virus. Journal of Virology, 2021, 95, e0022921. 1.5 8

725 Divergent regional evolutionary histories of a devastating global amphibian pathogen. Proceedings of
the Royal Society B: Biological Sciences, 2021, 288, 20210782. 1.2 10

726 Large-scale genomic analysis reveals the genetic cost of chicken domestication. BMC Biology, 2021, 19,
118. 1.7 22

727 Ancient genomes reveal structural shifts after the arrival of Steppe-related ancestry in the Italian
Peninsula. Current Biology, 2021, 31, 2576-2591.e12. 1.8 38

728 Early Alpine occupation backdates westward human migration in Late Glacial Europe. Current Biology,
2021, 31, 2484-2493.e7. 1.8 17

729 Population genetic structure of the broadcast spawning coral, Montastraea cavernosa, demonstrates
refugia potential of upper mesophotic populations in the Florida Keys. Coral Reefs, 2022, 41, 587-598. 0.9 5

730 Ancient DNA analysis of rare genetic bone disorders. International Journal of Paleopathology, 2021, 33,
182-187. 0.8 2

731
Molecular Clocks and Archeogenomics of a Late Period Egyptian Date Palm Leaf Reveal Introgression
from Wild Relatives and Add Timestamps on the Domestication. Molecular Biology and Evolution,
2021, 38, 4475-4492.

3.5 14

732 Museomics Dissects the Genetic Basis for Adaptive Seasonal Coloration in the Least Weasel.
Molecular Biology and Evolution, 2021, 38, 4388-4402. 3.5 8



41

Citation Report

# Article IF Citations

733 Identifying loci under selection via explicit demographic models. Molecular Ecology Resources, 2021,
21, 2719-2737. 2.2 8

736 The influence of history, geography and environment on patterns of diversification in the western
terrestrial garter snake. Journal of Biogeography, 2021, 48, 2226-2245. 1.4 4

737 Demographic History, Not Mating System, Explains Signatures of Inbreeding and Inbreeding Depression
in a Large Outbred Population. American Naturalist, 2021, 197, 658-676. 1.0 11

738 Environmental specialization and cryptic genetic divergence in two massive coral species from the
Florida Keys Reef Tract. Molecular Ecology, 2021, 30, 3468-3484. 2.0 27

739 The genomic origin of Zana of Abkhazia. Genetics & Genomics Next, 2021, 2, e10051. 0.8 0

740 A genomic exploration of the early evolution of extant cats and their sabre-toothed relatives. Open
Research Europe, 2021, 1, 25. 2.0 2

741 Human mobility at Tell Atchana (Alalakh), Hatay, Turkey during the 2nd millennium BC: Integration of
isotopic and genomic evidence. PLoS ONE, 2021, 16, e0241883. 1.1 7

743 An overview of current population genomics methods for the analysis of wholeâ€•genome resequencing
data in eukaryotes. Molecular Ecology, 2021, 30, 6036-6071. 2.0 38

744 A novel nonlinear dimension reduction approach to infer population structure for low-coverage
sequencing data. BMC Bioinformatics, 2021, 22, 348. 1.2 1

745 <i>fastsimcoal2</i>: demographic inference under complex evolutionary scenarios. Bioinformatics,
2021, 37, 4882-4885. 1.8 148

746 Herded and hunted goat genomes from the dawn of domestication in the Zagros Mountains.
Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 32

748 Predicting future from past: The genomic basis of recurrent and rapid stickleback evolution. Science
Advances, 2021, 7, . 4.7 62

749 The Evolutionary History of Wild, Domesticated, and Feral<i>Brassica oleracea</i>(Brassicaceae).
Molecular Biology and Evolution, 2021, 38, 4419-4434. 3.5 49

750 Historical population declines prompted significant genomic erosion in the northern and southern
white rhinoceros (<i>Ceratotherium simum</i>). Molecular Ecology, 2021, 30, 6355-6369. 2.0 39

751 Complex population structure of the Atlantic puffin revealed by whole genome analyses.
Communications Biology, 2021, 4, 922. 2.0 14

752 The endangered White Sands pupfish (Cyprinodon tularosa) genome reveals low diversity and
heterogenous patterns of differentiation. Molecular Ecology Resources, 2021, 21, 2520-2532. 2.2 3

753
Phylogeographic analysis delimits three evolutionary significant units of least chipmunks in North
America and identifies unique genetic diversity within the imperiled PeÃ±asco population. Ecology and
Evolution, 2021, 11, 12114-12128.

0.8 3

754 Genome of PeÅŸtera Muierii skull shows high diversity and low mutational load in pre-glacial Europe.
Current Biology, 2021, 31, 2973-2983.e9. 1.8 18



42

Citation Report

# Article IF Citations

755 A candidate chromosome inversion in Arctic charr (<i>Salvelinus alpinus</i>) identified by population
genetic analysis techniques. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 4

756 Exceptional ancient DNA preservation and fibre remains of a Sasanian saltmine sheep mummy in
ChehrÄ•bÄ•d, Iran. Biology Letters, 2021, 17, 20210222. 1.0 7

757 Genotype-Specific Expression and NLR Repertoire Contribute to Phenotypic Resistance Diversity in
Plantago lanceolata. Frontiers in Plant Science, 2021, 12, 675760. 1.7 4

760 Fast and flexible estimation of effective migration surfaces. ELife, 2021, 10, . 2.8 28

761 Genomic analysis of field pennycress (Thlaspi arvense) provides insights into mechanisms of
adaptation to high elevation. BMC Biology, 2021, 19, 143. 1.7 23

762 Spatial and Ecological Drivers of Genetic Structure in Greek Populations of Alkanna tinctoria
(Boraginaceae), a Polyploid Medicinal Herb. Frontiers in Plant Science, 2021, 12, 706574. 1.7 7

763 Genomic signatures of admixture and selection are shared among populations of <i>Zaprionus
indianus</i> across the western hemisphere. Molecular Ecology, 2021, 30, 6193-6210. 2.0 4

764
Contrasting genetic signal of recolonization after rainforest fragmentation in African trees with
different dispersal abilities. Proceedings of the National Academy of Sciences of the United States of
America, 2021, 118, .

3.3 4

765 Evaluating the role of referenceâ€•genome phylogenetic distance on evolutionary inference. Molecular
Ecology Resources, 2022, 22, 45-55. 2.2 28

766 A sliver of the past: The decimation of the genetic diversity of the Mexican wolf. Molecular Ecology,
2021, 30, 6340-6354. 2.0 6

767 Genomics of altitudeâ€•associated wing shape in two tropical butterflies. Molecular Ecology, 2021, 30,
6387-6402. 2.0 8

768 Maternal genetic origin of the late and final Neolithic human populations from presentâ€•day Poland.
American Journal of Physical Anthropology, 2021, 176, 223-236. 2.1 3

769 Insights into invasive species from wholeâ€•genome resequencing. Molecular Ecology, 2021, 30,
6289-6308. 2.0 56

770 Adaptive Introgression Facilitates Adaptation to High Latitudes in European Aspen (<i>Populus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (tremula</i> L.). Molecular Biology and Evolution, 2021, 38, 5034-5050.3.5 19

773 Whole-genome analysis of giraffe supports four distinct species. Current Biology, 2021, 31,
2929-2938.e5. 1.8 49

774 A spectral theory for Wrightâ€™s inbreeding coefficients and related quantities. PLoS Genetics, 2021, 17,
e1009665. 1.5 7

775
Lowâ€•coverage wholeâ€•genome sequencing reveals molecular markers for spawning season and sex
identification in Gulf of Maine Atlantic cod (<i>Gadus morhua</i>, Linnaeus 1758). Ecology and
Evolution, 2021, 11, 10659-10671.

0.8 4

776 Haplotype-resolved genome assembly provides insights into evolutionary history of the tea plant
Camellia sinensis. Nature Genetics, 2021, 53, 1250-1259. 9.4 157



43

Citation Report

# Article IF Citations

777 Human population history at the crossroads of East and Southeast Asia since 11,000 years ago. Cell,
2021, 184, 3829-3841.e21. 13.5 78

778 Chromosomeâ€•level genome assembly and population genetic analysis of a critically endangered
rhododendron provide insights into its conservation. Plant Journal, 2021, 107, 1533-1545. 2.8 35

779 Extensive standing genetic variation from a small number of founders enables rapid adaptation in
Daphnia. Nature Communications, 2021, 12, 4306. 5.8 27

780 A robust sequencing assay of a thousand amplicons for the highâ€•throughput population monitoring
of Alpine ibex immunogenetics. Molecular Ecology Resources, 2022, 22, 66-85. 2.2 7

781 Sex-biased gene expression and recent sex chromosome turnover. Philosophical Transactions of the
Royal Society B: Biological Sciences, 2021, 376, 20200107. 1.8 18

785 Genomic divergence during feralization reveals both conserved and distinct mechanisms of parallel
weediness evolution. Communications Biology, 2021, 4, 952. 2.0 12

786 Dynamic changes in genomic and social structures in third millennium BCE central Europe. Science
Advances, 2021, 7, . 4.7 46

787 Shaping the biology of citrus: II. Genomic determinants of domestication. Plant Genome, 2021, 14,
e20133. 1.6 2

788 Genomeâ€•wide analysis of butterfly bush (<i>Buddleja alternifolia</i>) in three uplands provides
insights into biogeography, demography and speciation. New Phytologist, 2021, 232, 1463-1476. 3.5 21

789 Polygenic Basis and the Role of Genome Duplication in Adaptation to Similar Selective Environments.
Journal of Heredity, 2021, 112, 614-625. 1.0 7

790 Phylogenomics and evolutionary history of Oreobates (Anura: Craugastoridae) Neotropical frogs
along elevational gradients. Molecular Phylogenetics and Evolution, 2021, 161, 107167. 1.2 1

791 Genomic timeâ€•series data show that gene flow maintains high genetic diversity despite substantial
genetic drift in a butterfly species. Molecular Ecology, 2021, 30, 4991-5008. 2.0 13

792 Diversity and Paleodemography of the Addax (Addax nasomaculatus), a Saharan Antelope on the Verge
of Extinction. Genes, 2021, 12, 1236. 1.0 8

793 Genetic DNA Identification from Bone Remains in Kinship Analysis Using Automate Extraction System. ,
0, , . 0

794 Cytoplasmic and nuclear genome variations of rice hybrids and their parents inform the trajectory
and strategy of hybrid rice breeding. Molecular Plant, 2021, 14, 2056-2071. 3.9 5

795 Genomic selection in salmonids: new discoveries and future perspectives. Aquaculture International,
2021, 29, 2259-2289. 1.1 13

796 Geographic contact drives increased reproductive isolation in two cryptic Empidonax flycatchers.
Molecular Ecology, 2021, 30, 4833-4844. 2.0 1

797 Reconstructing genetic histories and social organisation in Neolithic and Bronze Age Croatia.
Scientific Reports, 2021, 11, 16729. 1.6 8



44

Citation Report

# Article IF Citations

799 Coalescence times, life history traits and conservation concerns: An example from four coastal shark
species from the Indoâ€•Pacific. Molecular Ecology Resources, 2022, 22, 554-566. 2.2 5

800 A beginner's guide to lowâ€•coverage whole genome sequencing for population genomics. Molecular
Ecology, 2021, 30, 5966-5993. 2.0 119

801 Megabase-scale presence-absence variation with Tripsacum origin was under selection during maize
domestication and adaptation. Genome Biology, 2021, 22, 237. 3.8 21

802 Whole-Genome Sequencing of a 900-Year-Old Human Skeleton Supports Two Past Migration Events
from the Russian Far East to Northern Japan. Genome Biology and Evolution, 2021, 13, . 1.1 2

803 A chromosome-scale genome assembly and karyotype of the ctenophore <i>Hormiphora
californensis</i>. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 18

804 Genomic basis of deepâ€•water adaptation in Arctic Charr (<i>Salvelinus alpinus</i>) morphs. Molecular
Ecology, 2021, 30, 4415-4432. 2.0 13

806
Patterns of genetic connectedness between modern and medieval Estonian genomes reveal the origins
of a major ancestry component of the Finnish population. American Journal of Human Genetics, 2021,
108, 1792-1806.

2.6 11

807 A brief history and popularity of methods and tools used to estimate microâ€•evolutionary forces.
Ecology and Evolution, 2021, 11, 13723-13743. 0.8 1

809 Metagenomic analysis of ancient dental calculus reveals unexplored diversity of oral archaeal
Methanobrevibacter. Microbiome, 2021, 9, 197. 4.9 18

810 Genome-wide autosomal, mtDNA, and Y chromosome analysis of King Bela III of the Hungarian Arpad
dynasty. Scientific Reports, 2021, 11, 19210. 1.6 9

811 Detecting selection in low-coverage high-throughput sequencing data using principal component
analysis. BMC Bioinformatics, 2021, 22, 470. 1.2 4

812 Runs of homozygosity in killer whale genomes provide a global record of demographic histories.
Molecular Ecology, 2021, 30, 6162-6177. 2.0 39

813 Parental relatedness through time revealed by runs of homozygosity in ancient DNA. Nature
Communications, 2021, 12, 5425. 5.8 94

814 Ancient genomes reveal long-range influence of the pre-Columbian culture and site of Tiwanaku.
Science Advances, 2021, 7, eabg7261. 4.7 8

815 50,000 years of ice and seals: Impacts of the Last Glacial Maximum on Antarctic fur seals. Ecology and
Evolution, 2021, 11, 14003-14011. 0.8 9

817 The origin and legacy of the Etruscans through a 2000-year archeogenomic time transect. Science
Advances, 2021, 7, eabi7673. 4.7 44

819
Modern Siberian dog ancestry was shaped by several thousand years of Eurasian-wide trade and
human dispersal. Proceedings of the National Academy of Sciences of the United States of America,
2021, 118, .

3.3 19

820
Phylogenomic approach reveals strong signatures of introgression in the rapid diversification of
neotropical true fruit flies (Anastrepha: Tephritidae). Molecular Phylogenetics and Evolution, 2021,
162, 107200.

1.2 8



45

Citation Report

# Article IF Citations

821 Support for faster and more adaptive Z chromosome evolution in two divergent lepidopteran lineages
<sup>*</sup>. Evolution; International Journal of Organic Evolution, 2022, 76, 332-345. 1.1 23

822 Against the Odds: Hybrid Zones between Mangrove Killifish Species with Different Mating Systems.
Genes, 2021, 12, 1486. 1.0 5

823 Salmonella enterica from a soldier from the 1652 siege of Barcelona (Spain) supports historical
transatlantic epidemic contacts. IScience, 2021, 24, 103021. 1.9 2

824 Evolutionary origin of a tetraploid <i>Allium</i> species on the Qinghaiâ€“Tibet Plateau. Molecular
Ecology, 2021, 30, 5780-5795. 2.0 11

826 Biomolecular insights into North African-related ancestry, mobility and diet in eleventh-century
Al-Andalus. Scientific Reports, 2021, 11, 18121. 1.6 8

827 Loss of innovative traits underlies multiple origins of <i>Aquilegia ecalcarata</i>. Journal of
Systematics and Evolution, 2022, 60, 1291-1302. 1.6 1

829 Whole genome sequencing reveals a complex introgression history and the basis of adaptation to
subarctic climate in wild sheep. Molecular Ecology, 2021, 30, 6701-6717. 2.0 12

830 How mitonuclear discordance and geographic variation have confounded species boundaries in a
widely studied snake. Molecular Phylogenetics and Evolution, 2021, 162, 107194. 1.2 21

831 Progress in forensic bone DNA analysis: Lessons learned from ancient DNA. Forensic Science
International: Genetics, 2021, 54, 102538. 1.6 31

832 Genomic variation in captive deer mouse (Peromyscus maniculatus) populations. BMC Genomics, 2021,
22, 662. 1.2 1

834 Past environmental changes affected lemur population dynamics prior to human impact in
Madagascar. Communications Biology, 2021, 4, 1084. 2.0 15

835 Genomic signatures of inbreeding and mutation load in a threatened rattlesnake. Molecular Ecology,
2021, 30, 5454-5469. 2.0 20

836 Ancient and modern genomes unravel the evolutionary history of the rhinoceros family. Cell, 2021,
184, 4874-4885.e16. 13.5 49

837 Description of four Millepora spp. transcriptomes and their potential to delimit the Caribbean fire
coral species. Marine Genomics, 2021, 59, 100863. 0.4 0

839 A 2b-RAD parentage analysis pipeline for complex and mixed DNA samples. Forensic Science
International: Genetics, 2021, 55, 102590. 1.6 3

840
Differential gene expression associated with behavioral variation in ecotypes of Lake Superior brook
trout (Salvelinus fontinalis). Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2021, 40, 100884.

0.4 0

841 Extensive hybridization reveals multiple coloration genes underlying a complex plumage phenotype.
Proceedings of the Royal Society B: Biological Sciences, 2021, 288, 20201805. 1.2 29

842 Comprehensive genomic resources related to domestication and crop improvement traits in Lima bean.
Nature Communications, 2021, 12, 702. 5.8 39



46

Citation Report

# Article IF Citations

844 Population Genomics of Filamentous Plant Pathogensâ€”A Brief Overview of Research Questions,
Approaches, and Pitfalls. Phytopathology, 2021, 111, 12-22. 1.1 6

845 Human population dynamics and <i>Yersinia pestis</i> in ancient northeast Asia. Science Advances,
2021, 7, . 4.7 32

846 Maintenance of Adaptive Dynamics and No Detectable Load in a Range-Edge Outcrossing Plant
Population. Molecular Biology and Evolution, 2021, 38, 1820-1836. 3.5 24

847 Comparative evolutionary genetics of deleterious load in sorghum and maize. Nature Plants, 2021, 7,
17-24. 4.7 52

848 Genomic basis of geographical adaptation to soil nitrogen in rice. Nature, 2021, 590, 600-605. 13.7 204

850 Paleolithic to Bronze Age Siberians Reveal Connections with First Americans and across Eurasia. Cell,
2020, 181, 1232-1245.e20. 13.5 71

851 Genomic History of Neolithic to Bronze Age Anatolia, Northern Levant, and Southern Caucasus. Cell,
2020, 181, 1158-1175.e28. 13.5 86

852 Deriving genotypes from RAD-seq short-read data using Stacks. Nature Protocols, 2017, 12, 2640-2659. 5.5 335

853 Ancient human genome-wide data from a 3000-year interval in the Caucasus corresponds with
eco-geographic regions. Nature Communications, 2019, 10, 590. 5.8 113

854 Interactions between earliest Linearbandkeramik farmers and central European hunter gatherers at
the dawn of European Neolithization. Scientific Reports, 2019, 9, 19544. 1.6 35

855
Two centuries of monarch butterfly collections reveal contrasting effects of range expansion and
migration loss on wing traits. Proceedings of the National Academy of Sciences of the United States
of America, 2020, 117, 28887-28893.

3.3 27

856 Natural selection maintains species despite frequent hybridization in the desert shrub <i>Encelia</i>.
Proceedings of the National Academy of Sciences of the United States of America, 2020, 117, 33373-33383. 3.3 21

857 Demography and Natural Selection Have Shaped Genetic Variation in the Widely Distributed Conifer
Norway Spruce (Picea abies). Genome Biology and Evolution, 2020, 12, 3803-3817. 1.1 30

858 Ultracontinuous Single Haplotype Genome Assemblies for the Domestic Cat (<i>Felis catus</i>) and
Asian Leopard Cat (<i>Prionailurus bengalensis</i>). Journal of Heredity, 2021, 112, 165-173. 1.0 28

859 Phylogenomic Discordance in the Eared Seals is best explained by Incomplete Lineage Sorting
following Explosive Radiation in the Southern Hemisphere. Systematic Biology, 2021, 70, 786-802. 2.7 25

860 Contrasted histories of organelle and nuclear genomes underlying physiological diversification in a
grass species. Proceedings of the Royal Society B: Biological Sciences, 2020, 287, 20201960. 1.2 18

963 Genomic signatures in the coral holobiont reveal host adaptations driven by Holocene climate
change and reef specific symbionts. Science Advances, 2020, 6, . 4.7 44

964 Ancient cattle genomics, origins, and rapid turnover in the Fertile Crescent. Science, 2019, 365, 173-176. 6.0 138



47

Citation Report

# Article IF Citations

965 Falciparum malaria from coastal Tanzania and Zanzibar remains highly connected despite effective
control efforts on the archipelago. Malaria Journal, 2020, 19, 47. 0.8 30

966 Gene co-expression network connectivity is an important determinant of selective constraint. PLoS
Genetics, 2017, 13, e1006402. 1.5 106

967 The population genomics of archaeological transition in west Iberia: Investigation of ancient
substructure using imputation and haplotype-based methods. PLoS Genetics, 2017, 13, e1006852. 1.5 122

968 Selection and hybridization shaped the rapid spread of African honey bee ancestry in the Americas.
PLoS Genetics, 2020, 16, e1009038. 1.5 42

969 Gene regulatory effects of a large chromosomal inversion in highland maize. PLoS Genetics, 2020, 16,
e1009213. 1.5 46

970 Population genomic evidence that human and animal infections in Africa come from the same
populations of Dracunculus medinensis. PLoS Neglected Tropical Diseases, 2020, 14, e0008623. 1.3 18

971 Comparing Ancient DNA Preservation in Petrous Bone and Tooth Cementum. PLoS ONE, 2017, 12,
e0170940. 1.1 136

972 Two disjunct Pleistocene populations and anisotropic postglacial expansion shaped the current
genetic structure of the relict plant Amborella trichopoda. PLoS ONE, 2017, 12, e0183412. 1.1 6

973 Genetic characteristics of Yayoi people in Northwestern Kyushu. Anthropological Science, 2019, 127,
25-43. 0.2 5

974 Prey differences drive local genetic adaptation in Antarctic fur seals. Marine Ecology - Progress
Series, 2019, 628, 195-209. 0.9 7

975 The Aquilegia genome provides insight into adaptive radiation and reveals an extraordinarily
polymorphic chromosome with a unique history. ELife, 2018, 7, . 2.8 120

976 A de novo evolved gene in the house mouse regulates female pregnancy cycles. ELife, 2019, 8, . 2.8 37

977 The evolutionary history and genomics of European blackcap migration. ELife, 2020, 9, . 2.8 57

978 Phylogenomics of white-eyes, a â€˜great speciatorâ€™, reveals Indonesian archipelago as the center of
lineage diversity. ELife, 2020, 9, . 2.8 17

979 Characterization of introgression from the teosinte <i>Zea mays</i> ssp. <i>mexicana</i> to Mexican
highland maize. PeerJ, 2019, 7, e6815. 0.9 24

980 LocalNgsRelate: a software tool for inferring IBD sharing along the genome between pairs of
individuals from low-depth NGS data. Bioinformatics, 2022, 38, 1159-1161. 1.8 4

981 FrAnTK: a Frequency-based Analysis ToolKit for efficient exploration of allele sharing patterns in
present-day and ancient genomic datasets. G3: Genes, Genomes, Genetics, 2022, 12, . 0.8 0

983 The Evolutionary History of New Zealand Deschampsia Is Marked by Long-Distance Dispersal, Endemism,
and Hybridization. Biology, 2021, 10, 1001. 1.3 1



48

Citation Report

# Article IF Citations

984 Evolutionary history of the extinct Sardinian dhole. Current Biology, 2021, 31, 5571-5579.e6. 1.8 7

986 Life-history traits and habitat availability shape genomic diversity in birds: implications for
conservation. Proceedings of the Royal Society B: Biological Sciences, 2021, 288, 20211441. 1.2 18

987 Natural selection drives genomeâ€•wide evolution via chance genetic associations. Molecular Ecology,
2022, 31, 467-481. 2.0 5

988 Hallstatt miners consumed blue cheese and beer during the Iron Age and retained a non-Westernized
gut microbiome until the Baroque period. Current Biology, 2021, 31, 5149-5162.e6. 1.8 22

990 The genetic impact of an Ebola outbreak on a wild gorilla population. BMC Genomics, 2021, 22, 735. 1.2 2

991 Hierarchical genetic structure and implications for conservation of the worldâ€™s largest salmonid,
Hucho taimen. Scientific Reports, 2021, 11, 20508. 1.6 3

992 Seasonal migration patterns and the maintenance of evolutionary diversity in a cryptic bird radiation.
Molecular Ecology, 2021, , . 2.0 5

995 Conservation genomics of the endangered Seychelles Magpieâ€•Robin ( Copsychus sechellarum ): A
unique insight into the history of a precious endemic bird. Ibis, 0, , . 1.0 4

996 Speciation in the deep: genomics and morphology reveal a new species of beaked whale<i>Mesoplodon
eueu</i>. Proceedings of the Royal Society B: Biological Sciences, 2021, 288, 20211213. 1.2 18

997 Closeâ€•kin methods to estimate census size and effective population size. Fish and Fisheries, 2022, 23,
273-293. 2.7 25

998 Linked selection shapes the landscape of genomic variation in three oak species. New Phytologist,
2022, 233, 555-568. 3.5 14

1000 Whole-exome sequencing of the mummified remains of Cangrande della Scala (1291â€“1329 CE) indicates
the first known case of late-onset Pompe disease. Scientific Reports, 2021, 11, 21070. 1.6 1

1001
Population genomics of <i>Drosophila suzukii</i> reveal longitudinal population structure and
signals of migrations in and out of the continental United States. G3: Genes, Genomes, Genetics, 2021,
11, .

0.8 19

1002 Ivory poaching and the rapid evolution of tusklessness in African elephants. Science, 2021, 374, 483-487. 6.0 42

1003 Ancient genome analyses shed light on kinship organization and mating practice of Late Neolithic
society in China. IScience, 2021, 24, 103352. 1.9 10

1004 Selective sorting of ancestral introgression in maize and teosinte along an elevational cline. PLoS
Genetics, 2021, 17, e1009810. 1.5 50

1005 The origins and spread of domestic horses from the Western Eurasian steppes. Nature, 2021, 598,
634-640. 13.7 142

1006 Genomic analysis of distinct bleaching tolerances among cryptic coral species. Proceedings of the
Royal Society B: Biological Sciences, 2021, 288, 20210678. 1.2 20



49

Citation Report

# Article IF Citations

1007 Kouprey (Bos sauveli) genomes unveil polytomic origin of wild Asian Bos. IScience, 2021, 24, 103226. 1.9 8

1023 Improving Bioinformatics Analysis of Large Sequence Datasets Parallelizing Tools for Population
Genomics. Lecture Notes in Computer Science, 2017, , 457-467. 1.0 0

1031 Historical Genomes Reveal the Genomic Consequences of Recent Population Decline in Eastern
Gorillas. SSRN Electronic Journal, 0, , . 0.4 1

1032 Low Pass Genomes of 141,431 Chinese Reveal Patterns of Viral Infection, Novel Phenotypic Associations,
and the Genetic History of China. SSRN Electronic Journal, 0, , . 0.4 2

1054 Palaeogenome Reveals Genetic Contribution of Extinct Giant Panda to Extant Populations. SSRN
Electronic Journal, 0, , . 0.4 0

1058 Aardwolf Population Diversity and Phylogenetic Positioning Inferred Using Complete Mitochondrial
Genomes. African Journal of Wildlife Research, 2019, 49, . 0.2 0

1094 Ø§Ù„Ø¬ÙŠÙ†ÙˆÙ… (Ø§Ù„Ø¬ÙŠÙ†) Ø§Ù„ÙˆØ±Ø§Ø«ÙŠ Ù„Ø¥Ù…Ø±Ø§Ø© Ø¥Ù†Ø³Ø§Ù† ØªØ¨Ø© ØºØ§Ù†Ø¬ Ø¯Ø§Ø±Ù‡ Ù•ÙŠ Ø§Ù„Ø¹ØµØ± Ø§Ù„ØØ¬Ø±ÙŠ Ø§Ù„ØØ¯ÙŠØ« Ù•ÙŠ Ø¥ÙŠØ±Ø§Ù†. Journal of Education College Wasit University, 2020, 2, 253-268.0.0 0

1096 The genomic origins of the Bronze Age Tarim Basin mummies. Nature, 2021, 599, 256-261. 13.7 65

1097 Selection on ancestral genetic variation fuels repeated ecotype formation in bottlenose dolphins.
Science Advances, 2021, 7, eabg1245. 4.7 27

1098 Identifying a living great-grandson of the Lakota Sioux leader Tatanka Iyotake (Sitting Bull). Science
Advances, 2021, 7, eabh2013. 4.7 5

1103 Neutral and adaptive genomic variation in hybrid zones of two ecologically
diverged<i>Petunia</i>species (Solanaceae). Botanical Journal of the Linnean Society, 2021, 196, 100-122. 0.8 10

1109 A multispecies BCO2 beak color polymorphism in the Darwinâ€™s finch radiation. Current Biology, 2021,
31, 5597-5604.e7. 1.8 14

1110 Major population splits coincide with episodes of rapid climate change in a forest-dependent bird.
Proceedings of the Royal Society B: Biological Sciences, 2021, 288, 20211066. 1.2 1

1115 Impact of model assumptions on demographic inferences: the case study of two sympatric mouse
lemurs in northwestern Madagascar. Bmc Ecology and Evolution, 2021, 21, 197. 0.7 7

1131 Rapture facilitates inexpensive and high-throughput parent-based tagging in salmonids. PLoS ONE,
2020, 15, e0239221. 1.1 6

1132 Population-specific adaptation in malaria-endemic regions of asia. Journal of Bioinformatics and
Computational Biology, 2021, 19, 2140006. 0.3 3

1133 A<i>de novo</i>genome assembly and annotation of the southern flying squirrel (<i>Glaucomys) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (volans</i>). G3: Genes, Genomes, Genetics, 2022, 12, .0.8 3

1134 Ancient hybridization patterns between bighorn and thinhorn sheep. Molecular Ecology, 2021, 30,
6273-6288. 2.0 4



50

Citation Report

# Article IF Citations

1135 Extensive Interspecific Gene Flow Shaped Complex Evolutionary History and Underestimated Species
Diversity in Rapidly Radiated Dolphins. Journal of Mammalian Evolution, 2022, 29, 353-367. 1.0 6

1136 Genomic transformation and social organization during the Copper Ageâ€“Bronze Age transition in
southern Iberia. Science Advances, 2021, 7, eabi7038. 4.7 39

1138 Phylogenomic analyses of the genus<i>Drosophila</i>reveals genomic signals of climate adaptation.
Molecular Ecology Resources, 2022, 22, 1559-1581. 2.2 15

1139 Chloranthus genome provides insights into the early diversification of angiosperms. Nature
Communications, 2021, 12, 6930. 5.8 44

1140 Batch effects in population genomic studies with lowâ€•coverage whole genome sequencing data:
Causes, detection and mitigation. Molecular Ecology Resources, 2022, 22, 1678-1692. 2.2 15

1141 Cast Away in the Adriatic: Low Degree of Parallel Genetic Differentiation in Threeâ€•Spined Sticklebacks.
Molecular Ecology, 2021, , . 2.0 6

1142 History, demography and genetic status of Balkan and Caucasian <i>Lynx lynx</i> (Linnaeus, 1758)
populations revealed by genomeâ€•wide variation. Diversity and Distributions, 2022, 28, 65-82. 1.9 9

1143 Whole-genome sequence analysis unveils different origins of European and Asiatic mouflon and
domestication-related genes in sheep. Communications Biology, 2021, 4, 1307. 2.0 38

1144 Selection shapes the landscape of functional variation in wild house mice. BMC Biology, 2021, 19, 239. 1.7 8

1145 Pervasive hybridization with local wild relatives in Western European grapevine varieties. Science
Advances, 2021, 7, eabi8584. 4.7 11

1146 Triangulation supports agricultural spread of the Transeurasian languages. Nature, 2021, 599, 616-621. 13.7 58

1147
Phylogenomics and population genomics of SARS-CoV-2 in Mexico during the pre-vaccination stage
reveals variants of interest B.1.1.28.4 and B.1.1.222 or B.1.1.519 and the nucleocapsid mutation S194L
associated with symptoms. Microbial Genomics, 2021, 7, .

1.0 13

1149 Influence of environmental conditions at spawning sites and migration routes on adaptive variation
and population connectivity in Chinook salmon. Ecology and Evolution, 2021, 11, 16890-16908. 0.8 5

1150 Chromosome-level assembly reveals a putative Y-autosomal fusion in the sex determination system of
the Greenland Halibut (Reinhardtius hippoglossoides). G3: Genes, Genomes, Genetics, 2021, , . 0.8 13

1152
Genomic and common garden approaches yield complementary results for quantifying environmental
drivers of local adaptation in rubber rabbitbrush, a foundational Great Basin shrub. Evolutionary
Applications, 2021, 14, 2881-2900.

1.5 10

1153 Linked selection, ancient polymorphism, and ecological adaptation shape the genomic landscape of
divergence in <i>Quercus dentata</i>. Journal of Systematics and Evolution, 2022, 60, 1344-1357. 1.6 6

1154 Chromosome-Scale Genome Assembly for Chinese Sour Jujube and Insights Into Its Genome Evolution
and Domestication Signature. Frontiers in Plant Science, 2021, 12, 773090. 1.7 20

1156 A holobiont view of island biogeography: Unravelling patterns driving the nascent diversification of
a Hawaiian spider and its microbial associates. Molecular Ecology, 2022, 31, 1299-1316. 2.0 5



51

Citation Report

# Article IF Citations

1157 Demographic changes in Pleistocene sea turtles were driven by past sea level fluctuations affecting
feeding habitat availability. Molecular Ecology, 2021, , . 2.0 1

1158 Uncovering the Genetic Architecture of Replicated Adaptation. SSRN Electronic Journal, 0, , . 0.4 2

1159 Ancient DNA Study. , 2021, , 301-315. 0

1160 Two divergent haplotypes from a highly heterozygous lychee genome suggest independent
domestication events for early and late-maturing cultivars. Nature Genetics, 2022, 54, 73-83. 9.4 88

1161 The evolutionary pathways for local adaptation in mountain hares. Molecular Ecology, 2022, 31,
1487-1503. 2.0 8

1162 An Indian lineage of Histoplasma with strong signatures of differentiation and selection. Fungal
Genetics and Biology, 2022, 158, 103654. 0.9 5

1163 Genetic divergence and range expansion in a western North Pacific coral. Science of the Total
Environment, 2022, 813, 152423. 3.9 22

1164 Ã‰tude gÃ©nÃ©tique de la diversitÃ© et de lâ€™alimentation de lâ€™hyÃ¨ne des cavernes Ã  partir de coprolithes de
six sites du sud de la France. Quaternaire, 2021, , 153-171. 0.1 1

1165 Insights from the rescue and breeding management of Cuvierâ€™s gazelle (<i>Gazella cuvieri</i>)
through wholeâ€•genome sequencing. Evolutionary Applications, 2022, 15, 351-364. 1.5 2

1166 Social stratification without genetic differentiation at the site of Kulubnarti in Christian Period
Nubia. Nature Communications, 2021, 12, 7283. 5.8 13

1168 First Glimpse into the Genomic Characterization of People from the Imperial Roman Community of
Casal Bertone (Rome, Firstâ€“Third Centuries AD). Genes, 2022, 13, 136. 1.0 5

1169 Hybridization boosts dispersal of two contrasted ecotypes in a grass species. Proceedings of the Royal
Society B: Biological Sciences, 2022, 289, 20212491. 1.2 3

1170 To bee, or not to bee? One leg is the question. Molecular Ecology Resources, 2021, , . 2.2 3

1171 Phylogeography and population genetics reveal ring species patterns in a highly polymorphic
California lily. Journal of Biogeography, 2022, 49, 416-430. 1.4 5

1172 Bidirectional Introgression between <i>Mus musculus domesticus</i> and <i>Mus spretus</i>.
Genome Biology and Evolution, 2022, 14, . 1.1 11

1174 Origin and expansion of the worldâ€™s most widespread pinniped: Rangeâ€•wide population genomics of the
harbour seal (<i>Phoca vitulina</i>). Molecular Ecology, 2022, 31, 1682-1699. 2.0 9

1175 Conservation Genomics of Two Threatened Subspecies of Northern Giraffe: The West African and the
Kordofan Giraffe. Genes, 2022, 13, 221. 1.0 4

1176
Down, then up: non-parallel genome size changes and a descending chromosome series in a recent
radiation of the Australian allotetraploid plant species, <i>Nicotiana</i> section <i>Suaveolentes</i>
(Solanaceae). Annals of Botany, 2023, 131, 123-142.

1.4 16



52

Citation Report

# Article IF Citations

1177 Signatures of selection in recently domesticated macadamia. Nature Communications, 2022, 13, 242. 5.8 14

1178 Lack of transcriptional coordination between mitochondrial and nuclear oxidative phosphorylation
genes in the presence of two divergent mitochondrial genomes. Zoological Research, 2022, 43, 111-128. 0.9 2

1179 Reef environments shape microbial partners in a highly connected coral population. Proceedings of
the Royal Society B: Biological Sciences, 2022, 289, 20212459. 1.2 9

1180 Natural and human-driven selection of a single non-coding body size variant in ancient and modern
canids. Current Biology, 2022, 32, 889-897.e9. 1.8 23

1182 Phylogenomics of the World's Otters:Â Evolutionary Insights from Whole-Genome Sequences. SSRN
Electronic Journal, 0, , . 0.4 0

1185 Signatures of selection underpinning rapid coral adaptation to the worldâ€™s warmest reefs. Science
Advances, 2022, 8, eabl7287. 4.7 28

1186 Population Structure and Diversity in European Honey Bees (Apis mellifera L.)â€”An Empirical
Comparison of Pool and Individual Whole-Genome Sequencing. Genes, 2022, 13, 182. 1.0 13

1187 Population genomics of a forest fungus reveals high gene flow and climate adaptation signatures.
Molecular Ecology, 2022, 31, 1963-1979. 2.0 3

1189 The Genetic Origin of Daunians and the Pan-Mediterranean Southern Italian Iron Age Context.
Molecular Biology and Evolution, 2022, 39, . 3.5 9

1190 Genomic analyses reveal rangeâ€•wide devastation of sea otter populations. Molecular Ecology, 2023, 32,
281-298. 2.0 12

1191 Genotyping-by-sequencing based SNP discovery in a non-model rodent, the endangered hazel
dormouse. Conservation Genetics Resources, 2022, 14, 195-201. 0.4 4

1192 Longâ€•distance migration is a major factor driving local adaptation at continental scale in Coho
salmon. Molecular Ecology, 2023, 32, 542-559. 2.0 14

1193 ngsJulia: population genetic analysis of next-generation DNA sequencing data with Julia language.
F1000Research, 0, 11, 126. 0.8 0

1195 Utilizing museomics to trace the complex history and species boundaries in an avian-study system of
conservation concern. Heredity, 2022, 128, 159-168. 1.2 9

1196 Genome Sequencing of a Gray Wolf from Peninsular India Provides New Insights into the Evolution
and Hybridization of Gray Wolves. Genome Biology and Evolution, 2022, 14, . 1.1 5

1197 Gene duplication to the Y chromosome in Trinidadian Guppies. Molecular Ecology, 2022, 31, 1853-1863. 2.0 11

1198 Genome-wide diversity loss in reintroduced Eurasian lynx populations urges immediate conservation
management. Biological Conservation, 2022, 266, 109442. 1.9 18

1199 An invasive Haemophilus influenzae serotype b infection in an Anglo-Saxon plague victim. Genome
Biology, 2022, 23, 22. 3.8 13



53

Citation Report

# Article IF Citations

1200 Strong and lasting impacts of past global warming on baleen whales and their prey. Global Change
Biology, 2022, 28, 2657-2677. 4.2 13

1202 Atlantic herring (Clupea harengus) population structure in the Northeast Atlantic Ocean. Fisheries
Research, 2022, 249, 106231. 0.9 4

1203 Chromosomal genome and population genetic analyses to reveal genetic architecture, breeding
history and genes related to cadmium accumulation in Lentinula edodes. BMC Genomics, 2022, 23, 120. 1.2 9

1208 Polygenic routes lead to parallel altitudinal adaptation in <i>Heliosperma pusillum</i>
(Caryophyllaceae). Molecular Ecology, 2023, 32, 1832-1847. 2.0 13

1209 Genome-wide data reveal paraphyly in the sand plover complex (<i>Charadrius) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (mongolus/leschenaultii</i>). Auk, 2022, 139, .0.7 5

1211 Natural disaster and immunological aging in a nonhuman primate. Proceedings of the National
Academy of Sciences of the United States of America, 2022, 119, . 3.3 24

1212 Alternative splicing in seasonal plasticity and the potential for adaptation to environmental change.
Nature Communications, 2022, 13, 755. 5.8 18

1213 Genomic consequences of colonisation, migration and genetic drift in barn owl insular populations
of the eastern Mediterranean. Molecular Ecology, 2022, 31, 1375-1388. 2.0 5

1214 Genomic Analysis of 18th-Century Kazakh Individuals and Their Oral Microbiome. Biology, 2021, 10, 1324. 1.3 2

1215 A high-resolution picture of kinship practices in an Early Neolithic tomb. Nature, 2022, 601, 584-587. 13.7 65

1216 Large-scale migration into Britain during the Middle to Late Bronze Age. Nature, 2022, 601, 588-594. 13.7 86

1217 Response of an Afro-Palearctic bird migrant to glaciation cycles. Proceedings of the National Academy
of Sciences of the United States of America, 2021, 118, . 3.3 25

1218
Comparative Population Genomics of Cryptic Speciation and Adaptive Divergence in Bicknellâ€™s and
Gray-Cheeked Thrushes (Aves:<i>Catharus bicknelli</i>and<i>Catharus minimus</i>). Genome Biology
and Evolution, 2022, 14, .

1.1 7

1219 Evaluation of four methods to identify the homozygotic sex chromosome in small populations. BMC
Genomics, 2022, 23, 160. 1.2 2

1220 Convergent consequences of parthenogenesis on stick insect genomes. Science Advances, 2022, 8,
eabg3842. 4.7 27

1221 Ancient DNA and deep population structure in sub-Saharan African foragers. Nature, 2022, 603,
290-296. 13.7 51

1222 A unified genealogy of modern and ancient genomes. Science, 2022, 375, eabi8264. 6.0 59

1223 Low levels of hybridization between sympatric cold-water adapted Arctic cod and Polar cod in
Beaufort Sea confirms genetic distinctiveness. Arctic Science, 0, , . 0.9 0



54

Citation Report

# Article IF Citations

1224 Genomic variation from an extinct species is retained in the extant radiation following speciation
reversal. Nature Ecology and Evolution, 2022, 6, 461-468. 3.4 12

1225 An ancient haplotype containing antimicrobial peptide gene variants is associated with severe fungal
skin disease in Persian cats. PLoS Genetics, 2022, 18, e1010062. 1.5 6

1227 Admixture in Africanized honey bees (<i>Apis mellifera</i>) from PanamÃ¡ to San Diego, California
(U.S.A.). Ecology and Evolution, 2022, 12, e8580. 0.8 7

1228 Population differentiation and structural variation in the<i>Manduca sexta</i>genome across the
United States. G3: Genes, Genomes, Genetics, 2022, 12, . 0.8 6

1229
Historical mitochondrial genome introgression confounds species delimitation: evidence from
phylogenetic inference in the<i>Odorrana grahami</i>species complex. Environmental Epigenetics,
2023, 69, 82-90.

0.9 2

1230
Genomic Data Reveals Population Genetic and Demographic History of Magnolia fistulosa
(Magnoliaceae), a Plant Species With Extremely Small Populations in Yunnan Province, China.
Frontiers in Plant Science, 2022, 13, 811312.

1.7 12

1233 Population structure in Neotropical plants: Integrating pollination biology, topography and climatic
niches. Molecular Ecology, 2022, 31, 2264-2280. 2.0 10

1234 Mechanisms and potential immune tradeoffs of accelerated coral growth induced by
microfragmentation. PeerJ, 2022, 10, e13158. 0.9 4

1236 Ancient and modern genomics of the Ohlone Indigenous population of California. Proceedings of the
National Academy of Sciences of the United States of America, 2022, 119, e2111533119. 3.3 10

1237 Global urban environmental change drives adaptation in white clover. Science, 2022, 375, 1275-1281. 6.0 62

1238 Broadâ€• and fineâ€•scale structure across the distribution of the relict dace (<i>Relictus solitarius</i>) in
the Great Basin desert, <scp>USA</scp>. Conservation Science and Practice, 2022, 4, . 0.9 1

1239
Horizontal transmission enables flexible associations with locally adapted symbiont strains in
deep-sea hydrothermal vent symbioses. Proceedings of the National Academy of Sciences of the United
States of America, 2022, 119, e2115608119.

3.3 20

1240 South-to-north migration preceded the advent of intensive farming in the Maya region. Nature
Communications, 2022, 13, 1530. 5.8 21

1241 Deep genomeâ€•wide phylogeographic structure indicates cryptic diversity in the Middle Spotted
Woodpecker (<i>Dendrocoptes medius</i>). Ibis, 2022, 164, 719-734. 1.0 0

1242 Lowâ€•coverage reduced representation sequencing reveals subtle withinâ€•island genetic structure in
Aldabra giant tortoises. Ecology and Evolution, 2022, 12, e8739. 0.8 4

1243
Parthenogenesis in <i>Darevskia</i> lizards: A rare outcome of common hybridization, not a common
outcome of rare hybridization. Evolution; International Journal of Organic Evolution, 2022, 76,
899-914.

1.1 7

1244 Ancient genomes from the Himalayas illuminate the genetic history of Tibetans and their
Tibeto-Burman speaking neighbors. Nature Communications, 2022, 13, 1203. 5.8 25

1245 Demographic Reconstruction of Antarctic Fur Seals Supports the Krill Surplus Hypothesis. Genes,
2022, 13, 541. 1.0 13



55

Citation Report

# Article IF Citations

1248 The spinach YY genome reveals sex chromosome evolution, domestication, and introgression history
of the species. Genome Biology, 2022, 23, 75. 3.8 15

1250 Extensive introgression at late stages of species formation: Insights from grasshopper hybrid zones.
Molecular Ecology, 2022, 31, 2384-2399. 2.0 8

1251 Globally Relaxed Selection and Local Adaptation in <i>Boechera stricta</i>. Genome Biology and
Evolution, 2022, 14, . 1.1 3

1252 Genomic signatures of high-altitude adaptation and chromosomal polymorphism in geladas. Nature
Ecology and Evolution, 2022, 6, 630-643. 3.4 13

1255 Detection of F1 Hybrids from Single-genome Data Reveals Frequent Hybridization in Hymenoptera and
Particularly Ants. Molecular Biology and Evolution, 2022, 39, . 3.5 2

1256 Origin and mobility of Iron Age Gaulish groups in present-day France revealed through
archaeogenomics. IScience, 2022, 25, 104094. 1.9 6

1257 Bronze and Iron Age population movements underlie Xinjiang population history. Science, 2022, 376,
62-69. 6.0 27

1258
Multidisciplinary investigation reveals an individual of West African origin buried in a Portuguese
Mesolithic shell midden four centuries ago. Journal of Archaeological Science: Reports, 2022, 42,
103370.

0.2 3

1259 Spontaneous rate of clonal single nucleotide mutations in Daphnia galeata. PLoS ONE, 2022, 17,
e0265632. 1.1 2

1260 A multidisciplinary study of Iberian Chalcolithic dogs. Journal of Archaeological Science: Reports,
2022, 42, 103338. 0.2 0

1261 Ancient genomes reveal origin and rapid trans-Eurasian migration of 7th century Avar elites. Cell,
2022, 185, 1402-1413.e21. 13.5 26

1263 Genomic basis of fishing-associated selection varies with population density. Proceedings of the
National Academy of Sciences of the United States of America, 2021, 118, . 3.3 15

1266 Ancient Human Genomes and Environmental DNA from the Cement Attaching 2,000-Year-Old Head Lice
Nits. Molecular Biology and Evolution, 2022, 39, . 3.5 10

1267 Island Biogeography Revisited: Museomics Reveals Affinities of Shelf Island Birds Determined by
Bathymetry and Paleo-Rivers, Not by Distance to Mainland. Molecular Biology and Evolution, 2022, 39, . 3.5 8

1268
Hybridization Dynamics and Extensive Introgression in the<i>Daphnia longispina</i>Species Complex:
New Insights from a High-Quality<i>Daphnia galeata</i>Reference Genome. Genome Biology and
Evolution, 2021, 13, .

1.1 11

1269 Efficient approaches for large-scale GWAS with genotype uncertainty. G3: Genes, Genomes, Genetics,
2022, 12, . 0.8 5

1273 The genomic basis of high-elevation adaptation in wild house mice (<i>Mus musculus domesticus</i>)
from South America. Genetics, 2022, 220, . 1.2 7

1274 Differential DNA methylation across environments has no effect on gene expression in the eastern
oyster. Journal of Animal Ecology, 2022, 91, 1135-1147. 1.3 6



56

Citation Report

# Article IF Citations

1275 The Genetic Population Structure of Lake Tanganyikaâ€™s<i>Lates</i>Species Flock, an Endemic Radiation
of Pelagic Top Predators. Journal of Heredity, 2022, 113, 145-159. 1.0 1

1276 Population genomics indicates microâ€•refuges and riverine barriers for a southern South American
grassland nightshade. Journal of Biogeography, 2022, 49, 51-65. 1.4 7

1277 Landscape and Climatic Variations Shaped Secondary Contacts amid Barn Owls of the Western
Palearctic. Molecular Biology and Evolution, 2022, 39, . 3.5 10

1278 Demographic history and identification of threats revealed by population genomic analysis provide
insights into conservation for an endangered maple. Molecular Ecology, 2022, 31, 767-779. 2.0 18

1279 Demographic decline and lineage-specific adaptations characterize New Zealand kiwi. Proceedings of
the Royal Society B: Biological Sciences, 2021, 288, 20212362. 1.2 2

1281 Genomic variation in baboons from central Mozambique unveils complex evolutionary relationships
with other Papio species. Bmc Ecology and Evolution, 2022, 22, 44. 0.7 5

1282 Genomic changes underlying repeated niche shifts in an adaptive radiation. Evolution; International
Journal of Organic Evolution, 2022, 76, 1301-1319. 1.1 3

1284 Genome assembly, structural variants, and genetic differentiation between lake whitefish young
species pairs (<i>Coregonus</i> sp.) with long and short reads. Molecular Ecology, 2023, 32, 1458-1477. 2.0 18

1285 The genomic prehistory of the Indigenous peoples of Uruguay. , 2022, 1, . 7

1286 High genomic diversity in the endangered East Greenland Svalbard Barents Sea stock of bowhead
whales (Balaena mysticetus). Scientific Reports, 2022, 12, 6118. 1.6 2

1287
Comparative linkage mapping uncovers recombination suppression across massive chromosomal
inversions associated with local adaptation in Atlantic silversides. Molecular Ecology, 2022, 31,
3323-3341.

2.0 11

1288 Genomic evaluation of hybridization in historic and modern North American Bison (Bison bison).
Scientific Reports, 2022, 12, 6397. 1.6 17

1289 Digitized collections elucidate invasion history and patterns of awn polymorphism
in<i>Microstegium vimineum</i>. American Journal of Botany, 2022, 109, 689-705. 0.8 6

1290 Genomic and dietary discontinuities during the Mesolithic and Neolithic in Sicily. IScience, 2022, 25,
104244. 1.9 11

1291
Incomplete lineage sorting and local extinction shaped the complex evolutionary history of the
Paleogene relict conifer genus, Chamaecyparis (Cupressaceae). Molecular Phylogenetics and
Evolution, 2022, 172, 107485.

1.2 4

1320 Retrospective genomics highlights changes in genetic composition of tiger sharks (Galeocerdo) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (cuvier) and potential loss of a south-eastern Australia population. Scientific Reports, 2022, 12, 6582.1.6 3

1321
Ancient DNA gives new insights into a Norman Neolithic monumental cemetery dedicated to male
elites. Proceedings of the National Academy of Sciences of the United States of America, 2022, 119,
e2120786119.

3.3 12

1322 Whole genome sequencing and the application of a SNP panel reveal primary evolutionary lineages and
genomic variation in the lion (Panthera leo). BMC Genomics, 2022, 23, 321. 1.2 5



57

Citation Report

# Article IF Citations

1323
Mitochondrial DNA Consensus Calling and Quality Filtering for Constructing Ancient Human
Mitogenomes: Comparison of Two Widely Applied Methods. International Journal of Molecular
Sciences, 2022, 23, 4651.

1.8 0

1324 Spatially varying selection between habitats drives physiological shifts and local adaptation in a
broadcast spawning coral on a remote atoll in Western Australia. Science Advances, 2022, 8, eabl9185. 4.7 15

1327 The Tibetan-Yi region is both a corridor and a barrier for human gene flow. Cell Reports, 2022, 39,
110720. 2.9 8

1328 Genetic basis and adaptive implications of temperature-dependent and temperature-independent effects
of drought on chickpea reproductive phenology. Journal of Experimental Botany, 2022, 73, 4981-4995. 2.4 2

1329 Ancient mitochondrial and modern whole genomes unravel massive genetic diversity loss during near
extinction of Alpine ibex. Molecular Ecology, 2022, 31, 3548-3565. 2.0 9

1330 Genomic insights into recent species divergence in <i>Nicotiana benthamiana</i> and natural variation
in <i>Rdr1</i> gene controlling viral susceptibility. Plant Journal, 2022, 111, 7-18. 2.8 9

1331 The flying spider-monkey tree fern genome provides insights into fern evolution and arborescence.
Nature Plants, 2022, 8, 500-512. 4.7 42

1332 Ecological and genomic vulnerability to climate change across native populations of Robusta coffee
(<i>Coffea canephora</i>). Global Change Biology, 2022, 28, 4124-4142. 4.2 15

1333 Palaeogenomic analysis of black rat (Rattus rattus) reveals multiple European introductions
associated with human economic history. Nature Communications, 2022, 13, 2399. 5.8 12

1334 Radiocarbon and genomic evidence for the survival of Equus Sussemionus until the late Holocene.
ELife, 2022, 11, . 2.8 6

1335 Fast and accurate estimation of multidimensional site frequency spectra from low-coverage
high-throughput sequencing data. GigaScience, 2022, 11, . 3.3 4

1336 Signatures of polygenic adaptation align with genomeâ€•wide methylation patterns in wild strawberry
plants. New Phytologist, 2022, 235, 1501-1514. 3.5 6

1337 Depth-Dependent Genetic Structuring of a Depth-Generalist Coral and Its Symbiodiniaceae Algal
Communities at Campeche Bank, Mexico. Frontiers in Marine Science, 2022, 9, . 1.2 2

1338 Intrapopulation adaptive variance supports thermal tolerance in a reef-building coral.
Communications Biology, 2022, 5, 486. 2.0 18

1339 Population Genetics and Signatures of Selection in Early Neolithic European Farmers. Molecular
Biology and Evolution, 2022, 39, . 3.5 16

1343 A distinct new subspecies of the white-rumped shama Copsychus malabaricus at imminent risk of
extinction. Journal of Ornithology, 0, , . 0.5 1

1345 Pervasive Phylogenomic Incongruence Underlies Evolutionary Relationships in Eyebrights (Euphrasia,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Orobanchaceae). Frontiers in Plant Science, 2022, 13, .1.7 1

1346 Genomic Signatures of Divergent Ecological Strategies in a Recent Radiation of Neotropical Wild
Cats. Molecular Biology and Evolution, 2022, 39, . 3.5 3



58

Citation Report

# Article IF Citations

1347 RADseq Data Suggest Occasional Hybridization between Microcebus murinus and M. ravelobensis in
Northwestern Madagascar. Genes, 2022, 13, 913. 1.0 1

1350 Bioarchaeological and palaeogenomic portrait of two Pompeians that died during the eruption of
Vesuvius in 79 AD. Scientific Reports, 2022, 12, . 1.6 6

1351 Polygenic discrimination of migratory phenotypes in an estuarine forage fish. G3: Genes, Genomes,
Genetics, 2022, 12, . 0.8 4

1352 The genetic origin of Huns, Avars, and conquering Hungarians. Current Biology, 2022, 32, 2858-2870.e7. 1.8 18

1354 Population dynamics and genetic connectivity in recent chimpanzee history. Cell Genomics, 2022, 2,
100133. 3.0 18

1355 Potential millennialâ€•scale avian declines by humans in southern China. Global Change Biology, 2022, 28,
5505-5513. 4.2 5

1356 Genomic status of yellow-breasted bunting following recent rapid population decline. IScience, 2022,
25, 104501. 1.9 1

1357 A guide to avian museomics: Insights gained from resequencing hundreds of avian study skins.
Molecular Ecology Resources, 2022, 22, 2672-2684. 2.2 19

1358 distAngsd: Fast and Accurate Inference of Genetic Distances for Next-Generation Sequencing Data.
Molecular Biology and Evolution, 2022, 39, . 3.5 1

1361 Genetic characterization of outbred Sprague Dawley rats and utility for genome-wide association
studies. PLoS Genetics, 2022, 18, e1010234. 1.5 27

1362 Travel Tales of a Worldwide Weed: Genomic Signatures of Plantago major L. Reveal Distinct Genotypic
Groups With Links to Colonial Trade Routes. Frontiers in Plant Science, 0, 13, . 1.7 4

1363 Genomics facilitates evaluation and monitoring of McCloud River Redband Trout (Oncorhynchus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (mykiss stonei). Conservation Genetics, 0, , .0.8 0

1364 Genetic diversity and population history of the Japanese black bear (<i>Ursus thibetanus japonicus</i>)
based on the genomeâ€•wide analyses. Ecological Research, 2022, 37, 647-657. 0.7 1

1367 Legacy of supervolcanic eruptions on population genetic structure of brown kiwi. Current Biology,
2022, 32, 3389-3397.e8. 1.8 3

1368 Cryptic diversity and spatial genetic variation in the coral <i>Acropora tenuis</i> and its
endosymbionts across the Great Barrier Reef. Evolutionary Applications, 2023, 16, 293-310. 1.5 9

1370 Genomic Differentiation and Demographic Histories of Two Closely Related Salicaceae Species.
Frontiers in Plant Science, 0, 13, . 1.7 0

1371 Moment estimators of relatedness from low-depth whole-genome sequencing data. BMC
Bioinformatics, 2022, 23, . 1.2 1

1372 The evolutionary history and mechanistic basis of female ornamentation in a tropical songbird.
Evolution; International Journal of Organic Evolution, 0, , . 1.1 11



59

Citation Report

# Article IF Citations

1373 Genomic analyses show extremely perilous conservation status of African and Asiatic cheetahs
(<i>Acinonyx jubatus</i>). Molecular Ecology, 2022, 31, 4208-4223. 2.0 21

1374 The genomic signature of wild-to-crop introgression during the domestication of scarlet runner
bean (<i>Phaseolus coccineus</i>L.). Evolution Letters, 2022, 6, 295-307. 1.6 1

1375 Ancient genomes from the last three millennia support multiple human dispersals into Wallacea.
Nature Ecology and Evolution, 2022, 6, 1024-1034. 3.4 15

1376 Bioarchaeological evidence of one of the earliest Islamic burials in the Levant. Communications
Biology, 2022, 5, . 2.0 3

1378 Northeastern Asian and Jomon-related genetic structure in the Three Kingdoms period of Gimhae,
Korea. Current Biology, 2022, 32, 3232-3244.e6. 1.8 6

1380 Population Genomics of Variegated Toad-Headed Lizard <i>Phrynocephalus versicolor</i> and Its
Adaptation to the Colorful Sand of the Gobi Desert. Genome Biology and Evolution, 2022, 14, . 1.1 3

1381 Ancient genomes reveal complex genetic history of an international metropolis at Kublai Khan's Upper
Capital (Xanadu). American Journal of Biological Anthropology, 0, , . 0.6 0

1382 Genetic Analysis of Plant Pathogens Natural Populations. Methods in Molecular Biology, 2022, ,
405-422. 0.4 1

1385 Evaluating the Impact of Dropout and Genotyping Error on SNP-Based Kinship Analysis With Forensic
Samples. Frontiers in Genetics, 0, 13, . 1.1 6

1387 The Galapagos giant tortoise Chelonoidis phantasticus is not extinct. Communications Biology, 2022,
5, . 2.0 3

1390 Revised Species Delimitation in the Giant Water Lily Genus Victoria (Nymphaeaceae) Confirms a New
Species and Has Implications for Its Conservation. Frontiers in Plant Science, 0, 13, . 1.7 9

1391 A Chromosome-Scale Genome Assembly of the Okapi (<i>Okapia Johnstoni</i>). Journal of Heredity,
2022, 113, 568-576. 1.0 2

1392 An enhancer of <i>Agouti</i> contributes to parallel evolution of cryptically colored beach mice.
Proceedings of the National Academy of Sciences of the United States of America, 2022, 119, . 3.3 9

1393 Limited domestic introgression in a final refuge of the wild pigeon. IScience, 2022, 25, 104620. 1.9 11

1395 Population genetics of a recent range expansion and subsequent loss of migration in monarch
butterflies. Molecular Ecology, 2022, 31, 4544-4557. 2.0 13

1397 Phylogenomics of the worldâ€™s otters. Current Biology, 2022, 32, 3650-3658.e4. 1.8 14

1398 Warthog Genomes Resolve an Evolutionary Conundrum and Reveal Introgression of Disease
Resistance Genes. Molecular Biology and Evolution, 2022, 39, . 3.5 11

1399 Ancient DNA reveals five streams of migration into Micronesia and matrilocality in early Pacific
seafarers. Science, 2022, 377, 72-79. 6.0 13



60

Citation Report

# Article IF Citations

1400 Allopatric origin of sympatric whitefish morphs with insights on the genetic basis of their
reproductive isolation. Evolution; International Journal of Organic Evolution, 2022, 76, 1905-1913. 1.1 0

1401 High-throughput degraded DNA sequencing of subfossil shells of a critically endangered
stenoendemic land snail in the Aegean. Molecular Phylogenetics and Evolution, 2022, 175, 107561. 1.2 3

1402 A chromosomal inversion contributes to divergence in multiple traits between deer mouse ecotypes.
Science, 2022, 377, 399-405. 6.0 47

1403 An extinct and deeply divergent tiger lineage from northeastern China recognized through
palaeogenomics. Proceedings of the Royal Society B: Biological Sciences, 2022, 289, . 1.2 4

1404 Ancient herpes simplex 1 genomes reveal recent viral structure in Eurasia. Science Advances, 2022, 8, . 4.7 19

1405 A need for standardized reporting of introgression: Insights from studies across eukaryotes.
Evolution Letters, 2022, 6, 344-357. 1.6 14

1406 CMDB: the comprehensive population genome variation database of China. Nucleic Acids Research,
2023, 51, D890-D895. 6.5 4

1407 Genome Sequencing of up to 6,000-Year-Old<i>Citrullus</i>Seeds Reveals Use of a Bitter-Fleshed
Species Prior to Watermelon Domestication. Molecular Biology and Evolution, 2022, 39, . 3.5 4

1408 Genomic variation in the Black-throated Green Warbler (<i>Setophaga virens</i>) suggests divergence
in a disjunct Atlantic Coastal Plain population (<i>S. v. waynei</i>). Auk, 0, , . 0.7 2

1409 Population genomics of ancient and modern Trichuris trichiura. Nature Communications, 2022, 13, . 5.8 10

1410 Sequencing Bait: Nuclear and Mitogenome Assembly of an Abundant Coastal Tropical and Subtropical
Fish, <i>Atherinomorus stipes</i>. Genome Biology and Evolution, 2022, 14, . 1.1 1

1411 Intergeneric hybridization of two stickleback species leads to introgression of membrane-associated
genes and invasive TE expansion. Frontiers in Genetics, 0, 13, . 1.1 3

1412 Uncovering the genomic basis of an extraordinary plant invasion. Science Advances, 2022, 8, . 4.7 19

1413
Multidisciplinary lines of evidence reveal East/Northeast Asian origins of agriculturalist/pastoralist
residents at a Han dynasty military outpost in ancient Xinjiang. Frontiers in Ecology and Evolution, 0,
10, .

1.1 2

1414 Repeated genetic adaptation to altitude in two tropical butterflies. Nature Communications, 2022, 13, . 5.8 17

1415 Phylogenetic relationships and migration patterns of the Fargesia spathacea complex inferred from
genomic data. Plant Systematics and Evolution, 2022, 308, . 0.3 0

1417 Ancient Yersinia pestis and Salmonella enterica genomes from Bronze Age Crete. Current Biology,
2022, 32, 3641-3649.e8. 1.8 7

1418 A Beary Good Genome: Haplotype-Resolved, Chromosome-Level Assembly of the Brown Bear (<i>Ursus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (arctos</i>). Genome Biology and Evolution, 2022, 14, .1.1 1



61

Citation Report

# Article IF Citations

1419 X chromosomes show relaxed selection and complete somatic dosage compensation across
<i>Timema</i> stick insect species. Journal of Evolutionary Biology, 2022, 35, 1734-1750. 0.8 12

1420
Population genomic monitoring provides insight into conservation status but no correlation with
demographic estimates of extinction risk in a threatened trout. Evolutionary Applications, 2022, 15,
1449-1468.

1.5 1

1421
Genetic confirmation of a hybrid between two highly divergent cardinalid species: A roseâ€•breasted
grosbeak ( <i>Pheucticus ludovicianus</i> ) and a scarlet tanager ( <i>Piranga olivacea</i> ). Ecology
and Evolution, 2022, 12, .

0.8 0

1422 Frozen in time: Rangewide genomic diversity, structure, and demographic history of relict American
chestnut populations. Molecular Ecology, 2022, 31, 4640-4655. 2.0 9

1425 The genetic history of the Southern Arc: A bridge between West Asia and Europe. Science, 2022, 377, . 6.0 31

1426 A 14,000-year-old genome sheds light on the evolution and extinction of a Pleistocene vulture.
Communications Biology, 2022, 5, . 2.0 0

1427 A single introduction of wild rabbits triggered the biological invasion of Australia. Proceedings of
the National Academy of Sciences of the United States of America, 2022, 119, . 3.3 12

1428 Genetic patterns in <i>Montipora capitata</i> across an environmental mosaic in KÄ•ne'ohe Bay, O'ahu,
Hawai'i. Molecular Ecology, 2022, 31, 5201-5213. 2.0 9

1431 A cold-water fish striving in a warming ocean: Insights from whole-genome sequencing of the
Greenland halibut in the Northwest Atlantic. Frontiers in Marine Science, 0, 9, . 1.2 10

1432 Phylogenomics reveals extensive introgression and a case of mito-nuclear discordance in the killifish
genus Kryptolebias. Molecular Phylogenetics and Evolution, 2022, 177, 107617. 1.2 6

1433 Maximizing Genetic Diversity in Coral Restoration Projects. Coral Reefs of the World, 2022, , 35-53. 0.3 2

1434
Genomic Data Reveals Profound Genetic Structure and Multiple Glacial Refugia in Lonicera oblata
(Caprifoliaceae), a Threatened Montane Shrub Endemic to North China. Frontiers in Plant Science, 0,
13, .

1.7 5

1435
Museum Genomics of an Agricultural Super-Pest, the Colorado Potato Beetle, <i>Leptinotarsa
decemlineata</i> (Chrysomelidae), Provides Evidence of Adaptation from Standing Variation.
Integrative and Comparative Biology, 2022, 62, 1827-1837.

0.9 6

1436 A mechanism for red coloration in vertebrates. Current Biology, 2022, 32, 4201-4214.e12. 1.8 20

1437 Genomic analyses reveal natural selection on reproduction related genes between two closely
related <i>Populus</i> (Salicaceae) species. Journal of Systematics and Evolution, 2023, 61, 852-867. 1.6 0

1438 The Anglo-Saxon migration and the formation of the early English gene pool. Nature, 2022, 610, 112-119. 13.7 33

1439 The genomic history and global expansion of domestic donkeys. Science, 2022, 377, 1172-1180. 6.0 17

1441 Transcriptomic heterochrony and completely cleistogamous flower development in the
mycoheterotrophic orchid <i>Gastrodia</i>. New Phytologist, 2023, 237, 323-338. 3.5 7



62

Citation Report

# Article IF Citations

1443 Estimation of site frequency spectra from low-coverage sequencing data using stochastic EM reduces
overfitting, runtime, and memory usage. Genetics, 2022, 222, . 1.2 7

1445 Genomes From Historic DNA Unveil Massive Hidden Extinction and Terminal Endangerment in a
Tropical Asian Songbird Radiation. Molecular Biology and Evolution, 2022, 39, . 3.5 5

1446 Hybridisation and chloroplast capture between distinct <i>Themeda triandra</i> lineages in Australia.
Molecular Ecology, 2022, 31, 5846-5860. 2.0 7

1447 Population genomics of a predatory mammal reveals patterns of decline and impacts of exposure to
toxic toads. Molecular Ecology, 2022, 31, 5468-5486. 2.0 13

1448 Paleogenomes Reveal a Complex Evolutionary History of Late Pleistocene Bison in Northeastern China.
Genes, 2022, 13, 1684. 1.0 1

1449 The genetic architecture of phenotypic diversity in the Betta fish ( <i>Betta splendens</i> ). Science
Advances, 2022, 8, . 4.7 10

1450 The Genomic Landscapes of Desert Birds Form over Multiple Time Scales. Molecular Biology and
Evolution, 2022, 39, . 3.5 7

1451 From common gardens to candidate genes: exploring local adaptation to climate in red spruce. New
Phytologist, 2023, 237, 1590-1605. 3.5 18

1452 Population genomics reveals moderate genetic differentiation between populations of endangered
Forest Musk Deer located in Shaanxi and Sichuan. BMC Genomics, 2022, 23, . 1.2 2

1453 Genomic evidence refutes the hypothesis that the Bornean banteng is a distinct species. Bmc Ecology
and Evolution, 2022, 22, . 0.7 0

1455 Hybridâ€•derived weedy rice maintains adaptive combinations of alleles associated with seed dormancy.
Molecular Ecology, 2022, 31, 6556-6569. 2.0 1

1456
Ancient DNA from Tubo Kingdom-related tombs in northeastern Tibetan Plateau revealed their genetic
affinity to both Tibeto-Burman and Altaic populations. Molecular Genetics and Genomics, 2022, 297,
1755-1765.

1.0 2

1457 Population genomic analysis of the Speckled Dace species complex identifies three distinct lineages in
California. Transactions of the American Fisheries Society, 2022, 151, 695-710. 0.6 3

1458 Influence of PleistoceneÂ climateÂ fluctuations on the demographic history and distribution of the
critically endangered Chinese pangolin (Manis pentadactyla). BMC Zoology, 2022, 7, . 0.3 6

1459 Genomic basis of insularity and ecological divergence in barn owls (Tyto alba) of the Canary Islands.
Heredity, 2022, 129, 281-294. 1.2 3

1461 A novel lineage of the Capra genus discovered in the Taurus Mountains of Turkey using ancient
genomics. ELife, 0, 11, . 2.8 1

1462 To stripe or not to stripe: the origin of a novel foliar pigmentation pattern in monkeyflowers
(<i>Mimulus</i>). New Phytologist, 2023, 237, 310-322. 3.5 5

1463 Speciation of pelagic zooplankton: Invisible boundaries can drive isolation of oceanic ctenophores.
Frontiers in Genetics, 0, 13, . 1.1 5



63

Citation Report

# Article IF Citations

1464 The population genomic legacy of the second plague pandemic. Current Biology, 2022, 32, 4743-4751.e6. 1.8 14

1465 The diverse genetic origins of a Classical period Greek army. Proceedings of the National Academy of
Sciences of the United States of America, 2022, 119, . 3.3 15

1466 Advances in coral immunity â€˜omics in response to disease outbreaks. Frontiers in Marine Science, 0, 9, . 1.2 5

1467 Chromosome-level genome assembly for the Aldabra giant tortoise enables insights into the genetic
health of a threatened population. GigaScience, 2022, 11, . 3.3 5

1468 Fidelity varies in the symbiosis between a gutless marine worm and its microbial consortium.
Microbiome, 2022, 10, . 4.9 6

1469 A draft reference genome of the Vernal Pool Fairy Shrimp, <i>Branchinecta lynchi</i>. Journal of
Heredity, 0, , . 1.0 0

1470
Genome report: chromosome-level draft assemblies of the snow leopard, African leopard, and tiger
(<i>Panthera uncia</i>, <i>Panthera pardus pardus</i>, and <i>Panthera tigris</i>). G3: Genes, Genomes,
Genetics, 2022, 12, .

0.8 5

1471 Genomic insights into the evolutionary relationships and demographic history of kiwi. PLoS ONE,
2022, 17, e0266430. 1.1 0

1472 The genomic basis of reproductive and migratory behaviour in a polymorphic salmonid. Molecular
Ecology, 2022, 31, 6588-6604. 2.0 6

1473 Selection on embryonic haemoglobin in an elevational generalist songbird. Biology Letters, 2022, 18, . 1.0 0

1474 Molecular evidence for adaptive evolution of drought tolerance in wild cereals. New Phytologist,
2023, 237, 497-514. 3.5 8

1475 Demographic history and conservation genomics of caribou (<i>Rangifer tarandus</i>) in QuÃ©bec.
Evolutionary Applications, 2022, 15, 2043-2053. 1.5 4

1477 What lies behind a fruit crop variety name? A case study of the barnÄ« date palm from alâ€•â€˜UlÄ• oasis, Saudi
Arabia. Plants People Planet, 2023, 5, 82-97. 1.6 2

1478 Contrasting levels of hybridization across the two contact zones between two hedgehog species
revealed by genome-wide SNP data. Heredity, 2022, 129, 305-315. 1.2 3

1479 Genome sequencing reveals evidence of adaptive variation in the genus Zea. Nature Genetics, 2022, 54,
1736-1745. 9.4 29

1480 Patterns of Population Structure and Introgression Among Recently Differentiated <i>Drosophila
melanogaster</i> Populations. Molecular Biology and Evolution, 2022, 39, . 3.5 3

1481 The mitochondrial genome of the red icefish (Channichthys rugosus) casts doubt on its species
status. Polar Biology, 2022, 45, 1541-1552. 0.5 0

1483 Genomic detection of a secondary family burial in a single jar coffin in early Medieval Korea. American
Journal of Biological Anthropology, 0, , . 0.6 0



64

Citation Report

# Article IF Citations

1484 Lost pigs of Angola: Whole genome sequencing reveals unique regions of selection with emphasis on
metabolism and feed efficiency. Frontiers in Genetics, 0, 13, . 1.1 0

1485 Neolithic genomic data from southern France showcase intensified interactions with
hunter-gatherer communities. IScience, 2022, 25, 105387. 1.9 4

1487 Wolbachia wAlbB inhibit dengue and Zika infection in the mosquito Aedes aegypti with an Australian
background. PLoS Neglected Tropical Diseases, 2022, 16, e0010786. 1.3 9

1488 Environmental response in gene expression and DNA methylation reveals factors influencing the
adaptive potential of Arabidopsis lyrata. ELife, 0, 11, . 2.8 4

1489 Evidence of hardâ€•selective sweeps suggests independent adaptation to insecticides in Colorado potato
beetle (Coleoptera: Chrysomelidae) populations. Evolutionary Applications, 2022, 15, 1691-1705. 1.5 1

1490 The Difficulty of Predicting Evolutionary Change in Response to Novel Ecological Interactions: A Field
Experiment with <i>Anolis</i> Lizards. American Naturalist, 2023, 201, 537-556. 1.0 5

1491 How ancient forest fragmentation and riparian connectivity generate high levels of genetic diversity
in a microendemic Malagasy tree. Molecular Ecology, 2023, 32, 299-315. 2.0 4

1492 Blue Turns to Gray: Paleogenomic Insights into the Evolutionary History and Extinction of the Blue
Antelope (<i>Hippotragus leucophaeus</i>). Molecular Biology and Evolution, 2022, 39, . 3.5 5

1493 Rearranged Endogenized Plant Pararetroviruses as Evidence of Heritable RNA-based Immunity.
Molecular Biology and Evolution, 2023, 40, . 3.5 3

1494 Allele-specific expression reveals multiple paths to highland adaptation in maize. Molecular Biology
and Evolution, 0, , . 3.5 2

1495 Sympatry of genetically distinct Atlantic Puffins (<i>Fratercula arctica</i>) in the High Arctic. Ibis,
2023, 165, 1022-1030. 1.0 1

1496 Biogeography in the deep: Hierarchical population genomic structure of two beaked whale species.
Global Ecology and Conservation, 2022, 40, e02308. 1.0 5

1497 Genomic analysis of indigenous goats in Southwest Asia reveals evidence of ancient adaptive
introgression related to desert climate. Zoological Research, 2023, 44, 20-29. 0.9 2

1499 The genetic legacy of the Hunyadi descendants. Heliyon, 2022, 8, e11731. 1.4 4

1501 Evidence of sweepstakes reproductive success in a broadcastâ€•spawning coral and its implications for
coral metapopulation persistence. Molecular Ecology, 2023, 32, 696-702. 2.0 4

1502 Pervasive Introgression During Rapid Diversification of the European Mountain Genus
<i>Soldanella</i> (L.) (Primulaceae). Systematic Biology, 2023, 72, 491-504. 2.7 5

1504 A genomic snapshot of demographic and cultural dynamism in Upper Mesopotamia during the
Neolithic Transition. Science Advances, 2022, 8, . 4.7 10

1506 Genomic signals of local adaptation and hybridization in Asian white birch. Molecular Ecology, 2023,
32, 595-612. 2.0 4



65

Citation Report

# Article IF Citations

1507 Genomic ancestry, diet and microbiomes of Upper Palaeolithic hunter-gatherers from San Teodoro
cave. Communications Biology, 2022, 5, . 2.0 5

1508 Variable intraspecific genetic diversity effects impact thermal tolerance in a reef-building coral. Coral
Reefs, 0, , . 0.9 0

1509 Protocol to analyze population structure and migration history based on human genome variation
data. STAR Protocols, 2023, 4, 101928. 0.5 1

1510 Baltic Migrants in the Middle Dnipro Region: A Comparative Study of the Late Viking Age
Archaeological Complex of Ostriv, Ukraine. Medieval Archaeology, 2022, 66, 221-265. 0.2 3

1511 Genetic variation and microbiota in bumble bees cross-infected by different strains of C. bombi. PLoS
ONE, 2022, 17, e0277041. 1.1 3

1512 Pistachio genomes provide insights into nut tree domestication and ZW sex chromosome evolution.
Plant Communications, 2023, 4, 100497. 3.6 13

1513 ngsJulia: population genetic analysis of next-generation DNA sequencing data with Julia language.
F1000Research, 0, 11, 126. 0.8 0

1515 Dissection of the Pearl of Csaba pedigree identifies key genomic segments related to early ripening in
grape. Plant Physiology, 2023, 191, 1153-1166. 2.3 1

1517 Multiregion transcriptomic profiling of the primate brain reveals signatures of aging and the social
environment. Nature Neuroscience, 2022, 25, 1714-1723. 7.1 14

1518 Population structure of obligate groundwater amphipod crustaceans (Stygobromus sp.) in alluvial
aquifers. Hydrobiologia, 2023, 850, 1503-1513. 1.0 1

1520 The demographic history of house mice (<i>Mus musculus domesticus</i>) in eastern North America.
G3: Genes, Genomes, Genetics, 2023, 13, . 0.8 8

1521 Cultural and demic co-diffusion of Tubo Empire on Tibetan Plateau. IScience, 2022, 25, 105636. 1.9 6

1522 Whole-genome Analysis Reveals Contrasting Relationships Among Nuclear and Mitochondrial
Genomes Between Three Sympatric Bat Species. Genome Biology and Evolution, 2023, 15, . 1.1 2

1523 Dual Domestication, Diversity, and Differential Introgression in Old World Cotton Diploids. Genome
Biology and Evolution, 2022, 14, . 1.1 3

1524 Ecological and biogeographic features shaped the complex evolutionary history of an iconic apex
predator (Galeocerdo cuvier). Bmc Ecology and Evolution, 2022, 22, . 0.7 0

1525
The impact of sequencing depth and relatedness of the reference genome in population genomic
studies: A case study with two caddisfly species (Trichoptera, Rhyacophilidae, <i>Himalopsyche</i>).
Ecology and Evolution, 2022, 12, .

0.8 3

1527 Selective sweeps linked to the colonization of novel habitats and climatic changes in a wild tomato
species. New Phytologist, 0, , . 3.5 3

1528 Genome-wide data from medieval German Jews show that the Ashkenazi founder event pre-dated the
14th century. Cell, 2022, 185, 4703-4716.e16. 13.5 12



66

Citation Report

# Article IF Citations

1529
Two distinct population clusters of northern sand lance (<i>Ammodytes dubius</i>) on the
northwest Atlantic shelf revealed by whole genome sequencing. ICES Journal of Marine Science, 2023,
80, 122-132.

1.2 3

1530 The potential and shortcomings of mitochondrial DNA analysis for cheetah conservation
management. Conservation Genetics, 0, , . 0.8 0

1531 Modeling the spatiotemporal spread of beneficial alleles using ancient genomes. ELife, 0, 11, . 2.8 4

1533 Spatial and temporal heterogeneity in human mobility patterns in Holocene Southwest Asia and the
East Mediterranean. Current Biology, 2023, 33, 41-57.e15. 1.8 11

1535 Genetic admixture and language shift in the medieval Volga-Oka interfluve. Current Biology, 2023, 33,
174-182.e10. 1.8 2

1536 Genetic Impoverishment in the Anthropocene: A Tale from Bats. Fascinating Life Sciences, 2022, , 19-31. 0.5 0

1537 Middle Holocene Siberian genomes reveal highly connected gene pools throughout North Asia.
Current Biology, 2023, 33, 423-433.e5. 1.8 5

1538 The genetic history of Scandinavia from the Roman Iron Age to the present. Cell, 2023, 186, 32-46.e19. 13.5 9

1539
Contrasting Phylogeographic Patterns of Mitochondrial and Genome-Wide Variation in the
Groundwater Amphipod Crangonyx islandicus That Survived the Ice Age in Iceland. Diversity, 2023, 15,
88.

0.7 0

1540 Genome Assembly of a Relict Arabian Species of Daphnia O. F. MÃ¼ller (Crustacea: Cladocera) Adapted to
the Desert Life. International Journal of Molecular Sciences, 2023, 24, 889. 1.8 1

1541 Genomic basis of Yâ€•linked dwarfism in cichlids pursuing alternative reproductive tactics. Molecular
Ecology, 2023, 32, 1592-1607. 2.0 3

1542 The role of structural variants in pest adaptation and genome evolution of the Colorado potato
beetle, <i>Leptinotarsa decemlineata</i> (Say). Molecular Ecology, 2023, 32, 1425-1440. 2.0 6

1543 Exposure to global change and microplastics elicits an immune response in an endangered coral.
Frontiers in Marine Science, 0, 9, . 1.2 4

1544 Demography and linked selection interact to shape the genomic landscape of codistributed
woodpeckers during the Ice Age. Molecular Ecology, 2023, 32, 1739-1759. 2.0 3

1545 KIN: a method to infer relatedness from low-coverage ancient DNA. Genome Biology, 2023, 24, . 3.8 14

1546 Genome-wide assessment of the population structure and genetic diversity of four Portuguese native
sheep breeds. Frontiers in Genetics, 0, 14, . 1.1 3

1547 Colonialism in South Africa leaves a lasting legacy of reduced genetic diversity in Cape buffalo.
Molecular Ecology, 2023, 32, 1860-1874. 2.0 5

1548 Like a rolling stone: Colonization and migration dynamics of the gray reef shark (<i>Carcharhinus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (amblyrhynchos</i>). Ecology and Evolution, 2023, 13, .0.8 4



67

Citation Report

# Article IF Citations

1549 Combining methods for non-invasive fecal DNA enables whole genome and metagenomic analyses in
wildlife biology. Frontiers in Genetics, 0, 13, . 1.1 6

1550
Isotopic and DNA analyses reveal multiscale PPNB mobility and migration across Southeastern
Anatolia and the Southern Levant. Proceedings of the National Academy of Sciences of the United
States of America, 2023, 120, .

3.3 1

1551 Museomics reveals the phylogenetic position of the extinct Moroccan trout <scp> <i>Salmo
pallaryi</i> </scp>. Journal of Fish Biology, 0, , . 0.7 1

1552 Kinship practices in the early state El Argar society from Bronze Age Iberia. Scientific Reports, 2022, 12,
. 1.6 25

1553 Comparing the roles of climate, predation and phylogeography in driving wing colour variation in
Ranchmanâ€™s tiger moth (<i>Arctia virginali</i>s). Biological Journal of the Linnean Society, 0, , . 0.7 1

1554 Genome-wide assessment of population genetic and demographic history in Magnolia odoratissima
based on SLAF-seq. Conservation Genetics, 0, , . 0.8 1

1556 Genome-wide DNA methylation predicts environmentally driven life history variation in a marine fish.
Evolution; International Journal of Organic Evolution, 2023, 77, 186-198. 1.1 4

1560 Phylogeographic patterns of<i>Deschampsia cespitosa</i>(Poaceae) in Europe inferred from genomic
data. Botanical Journal of the Linnean Society, 2023, 201, 341-360. 0.8 2

1561 Ancient DNA reveals admixture history and endogamy in the prehistoric Aegean. Nature Ecology and
Evolution, 0, , . 3.4 4

1562 Historic samples reveal loss of wild genotype through domestic chicken introgression during the
Anthropocene. PLoS Genetics, 2023, 19, e1010551. 1.5 4

1564 Whole genome demographic models indicate divergent effective population size histories shape
contemporary genetic diversity gradients in a montane bumble bee. Ecology and Evolution, 2023, 13, . 0.8 4

1565 correctKin: an optimized method to infer relatedness up to the 4th degree from low-coverage ancient
human genomes. Genome Biology, 2023, 24, . 3.8 7

1566 Epigenetic and Genetic Population Structure is Coupled in a Marine Invertebrate. Genome Biology and
Evolution, 2023, 15, . 1.1 4

1567 Genome structure-based Juglandaceae phylogenies contradict alignment-based phylogenies and
substitution rates vary with DNA repair genes. Nature Communications, 2023, 14, . 5.8 13

1568 Palaeogenomics of Upper Palaeolithic to Neolithic European hunter-gatherers. Nature, 2023, 615,
117-126. 13.7 38

1569 Seascape Genomics and Phylogeography of the Sailfish (<i>Istiophorus platypterus</i>). Genome
Biology and Evolution, 2023, 15, . 1.1 4

1570 Recurrent selection and reduction in recombination shape the genomic landscape of divergence
across multiple population pairs of Green-backed Tit. Evolution Letters, 2023, 7, 99-111. 1.6 1

1572 Divergent sensory and immune gene evolution in sea turtles with contrasting demographic and life
histories. Proceedings of the National Academy of Sciences of the United States of America, 2023, 120, . 3.3 11



68

Citation Report

# Article IF Citations

1574 Ultra-low-coverage genome-wide association studyâ€”insights into gestational age using 17,844 embryo
samples with preimplantation genetic testing. Genome Medicine, 2023, 15, . 3.6 4

1575 De Novo SNP Discovery and Genotyping of Masson Pine (Pinus massoniana Lamb.) via
Genotyping-by-Sequencing. Forests, 2023, 14, 387. 0.9 0

1576 Co-diversification of an intestinal <i>Mycoplasma</i> and its salmonid host. ISME Journal, 2023, 17,
682-692. 4.4 14

1578 Sweepstakes reproductive success via pervasive and recurrent selective sweeps. ELife, 0, 12, . 2.8 14

1579 Fragmented habitat compensates for the adverse effects of genetic bottleneck. Current Biology, 2023,
33, 1009-1018.e7. 1.8 4

1580 Estimating human mobility in Holocene Western Eurasia with large-scale ancient genomic data.
Proceedings of the National Academy of Sciences of the United States of America, 2023, 120, . 3.3 4

1581 Whole-genome resequencing data support a single introduction of the invasive white pine sawfly,
<i>Diprion similis</i>. Journal of Heredity, 0, , . 1.0 1

1582 Climate-induced range shifts drive adaptive response via spatio-temporal sieving of alleles. Nature
Communications, 2023, 14, . 5.8 7

1584 Evolution of the germline mutation rate across vertebrates. Nature, 2023, 615, 285-291. 13.7 74

1585 A 23,000-year-old southern Iberian individual links human groups that lived in Western Europe before
and after the Last Glacial Maximum. Nature Ecology and Evolution, 2023, 7, 597-609. 3.4 11

1587 Limited Song Mixing Without Genomic Gene Flow in a Contact Zone Between Two Songbird Species.
Molecular Biology and Evolution, 2023, 40, . 3.5 2

1588 Association Testing of a Group of Genetic Markers Based on Next-Generation Sequencing Data and
Continuous Response Using a Linear Model Framework. Mathematics, 2023, 11, 1285. 1.1 1

1589 2b or not 2b? <scp>2bRAD</scp> is an effective alternative to <scp>ddRAD</scp> for phylogenomics.
Ecology and Evolution, 2023, 13, . 0.8 1

1590 Population genomics and conservation management of the threatened black-footed tree-rat
(Mesembriomys gouldii) in northern Australia. Heredity, 2023, 130, 278-288. 1.2 4

1591
Weak reproductive isolation and extensive gene flow between <i>Mimulus glaucescens</i> and <i>M.
guttatus</i> in northern California. Evolution; International Journal of Organic Evolution, 2023, 77,
1245-1261.

1.1 5

1592 A Highly Contiguous and Annotated Genome Assembly of the Lesser Prairie-Chicken (<i>Tympanuchus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (pallidicinctus</i>). Genome Biology and Evolution, 2023, 15, .1.1 1

1593 Inferring biological kinship in ancient datasets: comparing the response of ancient DNA-specific
software packages to low coverage data. BMC Genomics, 2023, 24, . 1.2 4

1594 The multifaceted genomic history of Ashaninka from Amazonian Peru. Current Biology, 2023, , . 1.8 1



69

Citation Report

# Article IF Citations

1595 Asexual male production by ZW recombination in<i>Artemia parthenogenetica</i>. Evolution;
International Journal of Organic Evolution, 2023, 77, 1-12. 1.1 4

1596 Human genetic history on the Tibetan Plateau in the past 5100 years. Science Advances, 2023, 9, . 4.7 17

1599 Past Connectivity but Recent Inbreeding in Cross River Gorillas Determined Using Whole Genomes
from Single Hairs. Genes, 2023, 14, 743. 1.0 3

1602 Genomic analyses of hair from Ludwig van Beethoven. Current Biology, 2023, 33, 1431-1447.e22. 1.8 20

1603 The evolution of white-tailed jackrabbit camouflage in response to past and future seasonal climates.
Science, 2023, 379, 1238-1242. 6.0 5

1604 Genome-wide analysis of a collective grave from Mentesh Tepe provides insight into the population
structure of early neolithic population in the South Caucasus. Communications Biology, 2023, 6, . 2.0 1

1605
Strong habitat-specific phenotypic plasticity but no genome-wide differentiation across a rainforest
gradient in an African butterfly. Evolution; International Journal of Organic Evolution, 2023, 77,
1430-1443.

1.1 2

1606 Design and validation of a high-density single nucleotide polymorphism array for the Eastern oyster
(<i>Crassostrea virginica</i>). G3: Genes, Genomes, Genetics, 2023, 13, . 0.8 1

1607 Genetic architecture of a pollinator shift and its fate in secondary hybrid zones of two Petunia
species. BMC Biology, 2023, 21, . 1.7 1

1608 Large haploblocks underlie rapid adaptation in the invasive weed Ambrosia artemisiifolia. Nature
Communications, 2023, 14, . 5.8 13

1609 â€œType Dâ€• killer whale genomes reveal long-term small population size and low genetic diversity.
Journal of Heredity, 2023, 114, 94-109. 1.0 2

1610
Stranding collections indicate broad-scale connectivity across the range of a pelagic marine
predator, the Atlantic white-sided dolphin (<i>Lagenorhynchus acutus</i>). ICES Journal of Marine
Science, 0, , .

1.2 0

1611 Entwined African and Asian genetic roots of medieval peoples of the Swahili coast. Nature, 2023, 615,
866-873. 13.7 17

1612 A Genomic Quantitative Study on the Contribution of the Ancestral-State Bases Relative to Derived
Bases in the Divergence and Local Adaptation of Populus davidiana. Genes, 2023, 14, 821. 1.0 0

1613 Early dispersal of domestic horses into the Great Plains and northern Rockies. Science, 2023, 379,
1316-1323. 6.0 8

1614 A happy accident: a novel turfgrass reference genome. G3: Genes, Genomes, Genetics, 2023, 13, . 0.8 0

1615 Cost-effective library preparation for whole genome sequencing with feather DNA. Conservation
Genetics Resources, 2023, 15, 21-28. 0.4 2

1616 A complete gap-free diploid genome in Saccharum complex and the genomic footprints of evolution in
the highly polyploid Saccharum genus. Nature Plants, 2023, 9, 554-571. 4.7 7



70

Citation Report

# Article IF Citations

1617 Sympatric and allopatric Alcolapia soda lake cichlid species show similar levels of assortative mating.
Frontiers in Ecology and Evolution, 0, 11, . 1.1 0

1619 Genomics of adaptive evolution in the woolly mammoth. Current Biology, 2023, 33, 1753-1764.e4. 1.8 9

1621 Standing genetic variation fuels rapid evolution of herbicide resistance in blackgrass. Proceedings of
the National Academy of Sciences of the United States of America, 2023, 120, . 3.3 7

1622 Sponge diversification in marine lakes: Implications for phylogeography and population genomic
studies on sponges. Ecology and Evolution, 2023, 13, . 0.8 1

1623 Genetic population structure of the Xiongnu Empire at imperial and local scales. Science Advances,
2023, 9, . 4.7 7

1625 Genomics reveals broad hybridization in deeply divergent Palearctic grass and water snakes (Natrix) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (spp.). Molecular Phylogenetics and Evolution, 2023, 184, 107787.1.2 3

1626 Genome assembly and population sequencing reveal three populations and signatures of insecticide
resistance of <i>Tuta absoluta</i> in Latin America. Genome Biology and Evolution, 0, , . 1.1 0

1629 Patterns of repeatability and heritability in the songs of wild Alston's singing mice, Scotinomys
teguina. Animal Behaviour, 2023, 200, 91-103. 0.8 1

1820 Ancient Wheat Genomes Illuminate Domestication, Dispersal, and Diversity. Compendium of Plant
Genomes, 2024, , 113-134. 0.3 0


