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32 The genomic sequence of the Chinese hamster ovary (CHO)-K1 cell line. Nature Biotechnology, 2011, 29,
735-741. 9.4 699
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35 Single-Cell Exome Sequencing Reveals Single-Nucleotide Mutation Characteristics of a Kidney Tumor.
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36 Maize HapMap2 identifies extant variation from a genome in flux. Nature Genetics, 2012, 44, 803-807. 9.4 577
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39 Single-Cell Exome Sequencing and Monoclonal Evolution of a JAK2-Negative Myeloproliferative
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45 The sheep genome illuminates biology of the rumen and lipid metabolism. Science, 2014, 344, 1168-1173. 6.0 436
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49 1,520 reference genomes from cultivated human gut bacteria enable functional microbiome analyses.
Nature Biotechnology, 2019, 37, 179-185. 9.4 402
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404-421.e16. 13.5 399

51 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. 9.4 393
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53 Whole-genome sequence of Schistosoma haematobium. Nature Genetics, 2012, 44, 221-225. 9.4 383
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63 The structure and function of the global citrus rhizosphere microbiome. Nature Communications,
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64 Venom gland transcriptomes of two elapid snakes (Bungarus multicinctus and Naja atra) and
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65 Single-Cell Sequencing of Peripheral Mononuclear Cells Reveals Distinct Immune Response Landscapes
of COVID-19 and Influenza Patients. Immunity, 2020, 53, 685-696.e3. 6.6 299

66 The Sinocyclocheilus cavefish genome provides insights into cave adaptation. BMC Biology, 2016, 14, 1. 1.7 292

67 Redefining the structural motifs that determine <scp>RNA</scp> binding and <scp>RNA</scp> editing
by pentatricopeptide repeat proteins in land plants. Plant Journal, 2016, 85, 532-547. 2.8 267

68 Shotgun Metagenomics of 250 Adult Twins Reveals Genetic and Environmental Impacts on the Gut
Microbiome. Cell Systems, 2016, 3, 572-584.e3. 2.9 261

69 Genesis, Evolution and Prevalence of H5N6 Avian Influenza Viruses in China. Cell Host and Microbe,
2016, 20, 810-821. 5.1 257

70 Ascaris suum draft genome. Nature, 2011, 479, 529-533. 13.7 246

71 Genome sequencing of the high oil crop sesame provides insight into oil biosynthesis. Genome
Biology, 2014, 15, R39. 13.9 245
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2020, 11, 1612. 5.8 204

81
Transplantation of microbiota from drug-free patients with schizophrenia causes schizophrenia-like
abnormal behaviors and dysregulated kynurenine metabolism in mice. Molecular Psychiatry, 2020, 25,
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4.1 202

82 Genome-wide characteristics of de novo mutations in autism. Npj Genomic Medicine, 2016, 1,
160271-1602710. 1.7 200
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Efficient and unique cobarcoding of second-generation sequencing reads from long DNA molecules
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Nature Communications, 2015, 6, 5969. 5.8 164



7

Xun Xu

# Article IF Citations

91 Deep functional analysis of synII, a 770-kilobase synthetic yeast chromosome. Science, 2017, 355, . 6.0 163
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diabetics. EBioMedicine, 2019, 47, 373-383. 2.7 101

123 Single-cell sequencing analysis characterizes common and cell-lineage-specific mutations in a
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124
Smart Enrichment and Facile Separation of Oil from Emulsions and Mixtures by
Superhydrophobic/Superoleophilic Particles. ACS Applied Materials &amp; Interfaces, 2015, 7,
10475-10481.

4.0 99
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126 Clinical outcome of preimplantation genetic diagnosis and screening using next generation
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130 HIVID: An efficient method to detect HBV integration using low coverage sequencing. Genomics, 2013,
102, 338-344. 1.3 94
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149 A western Sahara centre of domestication inferred from pearl millet genomes. Nature Ecology and
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influences on silkworm domestication. BMC Genomics, 2013, 14, 646. 1.2 47

182 Noninvasive prenatal testing for autosomal recessive conditions by maternal plasma sequencing in a
case of congenital deafness. Genetics in Medicine, 2014, 16, 972-976. 1.1 47

183 Initial data release and announcement of the 10,000 Fish Genomes Project (Fish10K). GigaScience, 2020,
9, . 3.3 47

184 Chromosome-level genome of Himalayan yew provides insights into the origin and evolution of the
paclitaxel biosynthetic pathway. Molecular Plant, 2021, 14, 1199-1209. 3.9 46

185 An improved 2b-RAD approach (I2b-RAD) offering genotyping tested by a rice (Oryza sativa L.) F2
population. BMC Genomics, 2014, 15, 956. 1.2 44

186 Chloranthus genome provides insights into the early diversification of angiosperms. Nature
Communications, 2021, 12, 6930. 5.8 44

187 Analysis of elite variety tag SNPs reveals an important allele in upland rice. Nature Communications,
2013, 4, 2138. 5.8 43

188 Haplotype-based approach for noninvasive prenatal diagnosis of congenital adrenal hyperplasia by
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