
Lingfeng Kong

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/125984/publications.pdf

Version: 2024-02-01

174

papers

3,445

citations

28

h-index

186209

45

g-index

233338

177

all docs

177

docs citations

177

times ranked

2648

citing authors



Lingfeng Kong

2

# Article IF Citations

1 Transcriptomic Responses to Salinity Stress in the Pacific Oyster Crassostrea gigas. PLoS ONE, 2012, 7,
e46244. 1.1 159

2 Comparative phylogeography in marginal seas of the northwestern Pacific. Molecular Ecology, 2014,
23, 534-548. 2.0 149

3 Selection response and realized heritability for growth in three stocks of the Pacific oyster
Crassostrea gigas. Fisheries Science, 2011, 77, 643-648. 0.7 123

4
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13 Cryptic diversity in the pen shell Atrina pectinata (Bivalvia: Pinnidae): high divergence and
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14 The Complete Mitochondrial Genomes of Six Heterodont Bivalves (Tellinoidea and Solenoidea):
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15 Response to selection for fast growth in the second generation of Pacific oyster (Crassostrea gigas).
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Additional gene data and increased sampling give new insights into the phylogenetic relationships of
Neogastropoda, within the caenogastropod phylogenetic framework. Molecular Phylogenetics and
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17 Estimates of Heritability for Growth and Shell Color Traits and Their Genetic Correlations in the
Black Shell Strain of Pacific Oyster Crassostrea gigas. Marine Biotechnology, 2017, 19, 421-429. 1.1 48
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Comparative Transcriptome Analysis of Two Oysters, Crassostrea gigas and Crassostrea
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19 High throughput sequencing of small RNAs transcriptomes in two Crassostrea oysters identifies
microRNAs involved in osmotic stress response. Scientific Reports, 2016, 6, 22687. 1.6 44

20 QTL mapping for glycogen content and shell pigmentation in the Pacific oyster Crassostrea gigas
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21 Genetic evidence for the existence of cryptic species in an endangered clam Coelomactra antiquata.
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24 Seasonal changes of oestradiol-17Î² and testosterone concentrations in the gonad of the razor clam
Sinonovacula constricta (Lamarck, 1818). Journal of Molluscan Studies, 2011, 77, 116-122. 0.4 34

25 Biochemical Composition and Nutritional Value of Different Shell Color Strains of Pacific Oyster
Crassostrea gigas. Journal of Ocean University of China, 2018, 17, 897-904. 0.6 34

26 Effect of starvation on biochemical composition and gametogenesis in the Pacific oyster Crassostrea
gigas. Fisheries Science, 2010, 76, 737-745. 0.7 32

27 Microsatellites reveal fine-scale genetic structure of the Chinese surf clam Mactra chinensis
(Mollusca, Bivalvia, Mactridae) in Northern China. Marine Ecology, 2011, 32, 488-497. 0.4 32

28
Mitogenomics reveals phylogenetic relationships of Arcoida (Mollusca, Bivalvia) and multiple
independent expansions and contractions in mitochondrial genome size. Molecular Phylogenetics and
Evolution, 2020, 150, 106857.

1.2 32

29
Genetic variability of an orange-shell line of the Pacific oyster Crassostrea gigas during artificial
selection inferred from microsatellites and mitochondrial COI sequences. Aquaculture, 2019, 508,
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1.7 31

30 Seasonal changes in reproductive activity and biochemical composition of the razor
clam<i>Sinonovacula constricta</i>(Lamarck 1818). Marine Biology Research, 2010, 6, 78-88. 0.3 30

31 Polymorphism in the insulin-related peptide gene and its association with growth traits in the Pacific
oyster Crassostrea gigas. Biochemical Systematics and Ecology, 2013, 46, 36-43. 0.6 28

32 Heritability estimate for mantle edge pigmentation and correlation with shell pigmentation in the
white-shell strain of Pacific oyster, Crassostrea gigas. Aquaculture, 2018, 482, 73-77. 1.7 27

33
Cryptic diversity of marine gastropod <i>Monodonta labio</i> (Trochidae): did the early Pleistocene
glacial isolation and sea surface temperature gradient jointly drive diversification of sister species
and/or subspecies in the Northwestern Pacific?. Marine Ecology, 2017, 38, e12443.

0.4 26

34 The effect of interstrain hybridization on the production performance in the Pacific oyster
Crassostrea gigas. Aquaculture, 2017, 472, 44-49. 1.7 26
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Shell Biosynthesis and Pigmentation as Revealed by the Expression of Tyrosinase and Tyrosinase-like
Protein Genes in Pacific Oyster (Crassostrea gigas) with Different Shell Colors. Marine
Biotechnology, 2021, 23, 777-789.
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36 COIâ€•based DNA barcoding of Arcoida species (Bivalvia: Pteriomorphia) along the coast of China.
Molecular Ecology Resources, 2011, 11, 435-441. 2.2 25
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48 Phylogeography of bivalve Meretrix petechialis in the Northwestern Pacific indicated by
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52 DNA barcoding and phylogeny in the family Mactridae (Bivalvia: Heterodonta): Evidence for cryptic
species. Biochemical Systematics and Ecology, 2012, 44, 164-172. 0.6 21
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Development and Validation of Singleâ€•nucleotide Polymorphism Markers in the Pacific Oyster,
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54 Inheritance and Variation of Genomic DNA Methylation in Diploid and Triploid Pacific Oyster
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55 Limited locomotive ability relaxed selective constraints on molluscs mitochondrial genomes.
Scientific Reports, 2017, 7, 10628. 1.6 21
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strain Pacific oyster (Crassostrea gigas) based on microsatellites and mtDNA data. Aquaculture, 2019,
500, 338-346.
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57 Multigene Barcoding and Phylogeny of Geographically Widespread Muricids (Gastropoda:) Tj ET
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