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74 Non-invasive prenatal assessment of trisomy 21 by multiplexed maternal plasma DNA sequencing: large
scale validity study. BMJ: British Medical Journal, 2011, 342, c7401-c7401. 2.3 641

75 Frequent mutations of chromatin remodeling genes in transitional cell carcinoma of the bladder.
Nature Genetics, 2011, 43, 875-878. 21.4 638

76 Genome sequence of foxtail millet (Setaria italica) provides insights into grass evolution and biofuel
potential. Nature Biotechnology, 2012, 30, 549-554. 17.5 636

77 The Schistosoma japonicum genome reveals features of hostâ€“parasite interplay. Nature, 2009, 460,
345-351. 27.8 635

78 An Abundance of Rare Functional Variants in 202 Drug Target Genes Sequenced in 14,002 People.
Science, 2012, 337, 100-104. 12.6 626

79 Single-Cell Exome Sequencing Reveals Single-Nucleotide Mutation Characteristics of a Kidney Tumor.
Cell, 2012, 148, 886-895. 28.9 622

80 Metagenome-wide analysis of antibiotic resistance genes in a large cohort of human gut microbiota.
Nature Communications, 2013, 4, 2151. 12.8 606

81 The genome of a lepidopteran model insect, the silkworm Bombyx mori. Insect Biochemistry and
Molecular Biology, 2008, 38, 1036-1045. 2.7 592

82 Assemblathon 2: evaluating de novo methods of genome assembly in three vertebrate species.
GigaScience, 2013, 2, 10. 6.4 582

83 Data access for the 1,000 Plants (1KP) project. GigaScience, 2014, 3, 17. 6.4 582

84 Maize HapMap2 identifies extant variation from a genome in flux. Nature Genetics, 2012, 44, 803-807. 21.4 577

85 Integrated Profiling of MicroRNAs and mRNAs: MicroRNAs Located on Xq27.3 Associate with Clear Cell
Renal Cell Carcinoma. PLoS ONE, 2010, 5, e15224. 2.5 573

86 The microbiota continuum along the female reproductive tract and its relation to uterine-related
diseases. Nature Communications, 2017, 8, 875. 12.8 572

87 Comparative Analysis of Bat Genomes Provides Insight into the Evolution of Flight and Immunity.
Science, 2013, 339, 456-460. 12.6 522

88 Genome sequencing reveals insights into physiology and longevity of the naked mole rat. Nature, 2011,
479, 223-227. 27.8 517

89 Single-Cell Exome Sequencing and Monoclonal Evolution of a JAK2-Negative Myeloproliferative
Neoplasm. Cell, 2012, 148, 873-885. 28.9 503

90 Whole-Genome Sequencing in Autism Identifies Hot Spots for De Novo Germline Mutation. Cell, 2012,
151, 1431-1442. 28.9 501



7

Jun Wang

# Article IF Citations

91 Recovery of gut microbiota of healthy adults following antibiotic exposure. Nature Microbiology,
2018, 3, 1255-1265. 13.3 483

92 Sequencing and automated whole-genome optical mapping of the genome of a domestic goat (Capra) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 702 Td (hircus). Nature Biotechnology, 2013, 31, 135-141.17.5 479

93 A heterozygous moth genome provides insights into herbivory and detoxification. Nature Genetics,
2013, 45, 220-225. 21.4 472

94 TreeFam: a curated database of phylogenetic trees of animal gene families. Nucleic Acids Research,
2006, 34, D572-D580. 14.5 465

95 Comprehensive analysis of RNA-Seq data reveals extensive RNA editing in a human transcriptome.
Nature Biotechnology, 2012, 30, 253-260. 17.5 461

96 Whole-genome sequencing identifies recurrent mutations in hepatocellular carcinoma. Genome
Research, 2013, 23, 1422-1433. 5.5 457

97 Metagenomic species profiling using universal phylogenetic marker genes. Nature Methods, 2013, 10,
1196-1199. 19.0 442

98 The genome of Prunus mume. Nature Communications, 2012, 3, 1318. 12.8 441

99 Genome-wide patterns of genetic variation among elite maize inbred lines. Nature Genetics, 2010, 42,
1027-1030. 21.4 439

100 The locust genome provides insight into swarm formation and long-distance flight. Nature
Communications, 2014, 5, 2957. 12.8 437

101 The sheep genome illuminates biology of the rumen and lipid metabolism. Science, 2014, 344, 1168-1173. 12.6 436

102 Deep RNA sequencing at single base-pair resolution reveals high complexity of the rice transcriptome.
Genome Research, 2010, 20, 646-654. 5.5 435

103 The <i>Symbiodinium kawagutii</i> genome illuminates dinoflagellate gene expression and coral
symbiosis. Science, 2015, 350, 691-694. 12.6 430

104 Detection of Clinically Relevant Genetic Variants in Autism Spectrum Disorder by Whole-Genome
Sequencing. American Journal of Human Genetics, 2013, 93, 249-263. 6.2 429

105 Genome sequencing of 161 Mycobacterium tuberculosis isolates from China identifies genes and
intergenic regions associated with drug resistance. Nature Genetics, 2013, 45, 1255-1260. 21.4 426

106 A catalog of the mouse gut metagenome. Nature Biotechnology, 2015, 33, 1103-1108. 17.5 422

107 Genomic Comparison of the Ants <i>Camponotus floridanus</i> and <i>Harpegnathos saltator</i>.
Science, 2010, 329, 1068-1071. 12.6 420

108 A reference gene catalogue of the pig gut microbiome. Nature Microbiology, 2016, 1, 16161. 13.3 416



8

Jun Wang

# Article IF Citations

109 The genome of flax (<i>Linum usitatissimum</i>) assembled <i>de novo</i> from short shotgun
sequence reads. Plant Journal, 2012, 72, 461-473. 5.7 415

110 The genome sequence of the orchid Phalaenopsis equestris. Nature Genetics, 2015, 47, 65-72. 21.4 413

111 The draft genomes of soft-shell turtle and green sea turtle yield insights into the development and
evolution of the turtle-specific body plan. Nature Genetics, 2013, 45, 701-706. 21.4 409

112 Whole-genome sequencing reveals untapped genetic potential in Africaâ€™s indigenous cereal crop
sorghum. Nature Communications, 2013, 4, 2320. 12.8 405

113 Genomes of the rice pest brown planthopper and its endosymbionts reveal complex complementary
contributions for host adaptation. Genome Biology, 2014, 15, 521. 8.8 404

114 Whole-genome and whole-exome sequencing of bladder cancer identifies frequent alterations in
genes involved in sister chromatid cohesion and segregation. Nature Genetics, 2013, 45, 1459-1463. 21.4 400

115 Genome-wide profiling of HPV integration in cervical cancer identifies clustered genomic hot spots
and a potential microhomology-mediated integration mechanism. Nature Genetics, 2015, 47, 158-163. 21.4 393

116 Open-Source Genomic Analysis of Shiga-Toxinâ€“Producing<i>E. coli</i>O104:H4. New England Journal
of Medicine, 2011, 365, 718-724. 27.0 392

117 A genetic variation map for chicken with 2.8 million single-nucleotide polymorphisms. Nature, 2004,
432, 717-722. 27.8 391

118 A genome triplication associated with early diversification of the core eudicots. Genome Biology,
2012, 13, R3. 9.6 389

119 Whole-genome sequence of Schistosoma haematobium. Nature Genetics, 2012, 44, 221-225. 21.4 383

120 Historical variations in mutation rate in an epidemic pathogen, <i>Yersinia pestis</i>. Proceedings of
the National Academy of Sciences of the United States of America, 2013, 110, 577-582. 7.1 373

121 Molecular traces of alternative social organization in a termite genome. Nature Communications,
2014, 5, 3636. 12.8 371

122 Prebiotic inulin-type fructans induce specific changes in the human gut microbiota. Gut, 2017, 66,
1968-1974. 12.1 370

123 Population Genomics Reveal Recent Speciation and Rapid Evolutionary Adaptation in Polar Bears. Cell,
2014, 157, 785-794. 28.9 363

124 Genome-wide and Caste-Specific DNA Methylomes of the Ants Camponotus floridanus and
Harpegnathos saltator. Current Biology, 2012, 22, 1755-1764. 3.9 361

125 Genomic signatures of evolutionary transitions from solitary to group living. Science, 2015, 348,
1139-1143. 12.6 357

126 Epigenetic modification and inheritance in sexual reversal of fish. Genome Research, 2014, 24, 604-615. 5.5 356



9

Jun Wang

# Article IF Citations

127 Metagenome-wide association studies: fine-mining the microbiome. Nature Reviews Microbiology, 2016,
14, 508-522. 28.6 356

128 Pearl millet genome sequence provides a resource to improve agronomic traits in arid environments.
Nature Biotechnology, 2017, 35, 969-976. 17.5 356

129
RNA-seq analysis of prostate cancer in the Chinese population identifies recurrent gene fusions,
cancer-associated long noncoding RNAs and aberrant alternative splicings. Cell Research, 2012, 22,
806-821.

12.0 352

130 Lanosterol reverses protein aggregation in cataracts. Nature, 2015, 523, 607-611. 27.8 351

131 Single baseâ€“resolution methylome of the silkworm reveals a sparse epigenomic map. Nature
Biotechnology, 2010, 28, 516-520. 17.5 349

132 The Dynamic Distribution of Porcine Microbiota across Different Ages and Gastrointestinal Tract
Segments. PLoS ONE, 2015, 10, e0117441. 2.5 349

133 Complete Resequencing of 40 Genomes Reveals Domestication Events and Genes in Silkworm () Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 502 Td (<i>Bombyx</i> ). Science, 2009, 326, 433-436.12.6 342

134 Genomic landscapes of Chinese hamster ovary cell lines as revealed by the Cricetulus griseus draft
genome. Nature Biotechnology, 2013, 31, 759-765. 17.5 340

135 A common Greenlandic TBC1D4 variant confers muscle insulin resistance and type 2 diabetes. Nature,
2014, 512, 190-193. 27.8 338

136 The 3,000 rice genomes project: new opportunities and challenges for future rice research.
GigaScience, 2014, 3, 8. 6.4 337
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