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188 Adaptations to a Subterranean Environment and Longevity Revealed by the Analysis of Mole Rat
Genomes. Cell Reports, 2014, 8, 1354-1364. 2.9 162

189 DADS Suppresses Human Esophageal Xenograft Tumors through RAF/MEK/ERK and
Mitochondria-Dependent Pathways. International Journal of Molecular Sciences, 2014, 15, 12422-12441. 1.8 33

190 Comparative genomic data of the Avian Phylogenomics Project. GigaScience, 2014, 3, 26. 3.3 117
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2014, 30, 1660-1666. 1.8 826

219 Complementary symbiont contributions to plant decomposition in a fungus-farming termite.
Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, 14500-14505. 3.3 243

220 Pregnancy-Induced Metabolic Phenotype Variations in Maternal Plasma. Journal of Proteome Research,
2014, 13, 1527-1536. 1.8 84
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222 The 3,000 rice genomes project: new opportunities and challenges for future rice research.
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232 Genome-wide adaptive complexes to underground stresses in blind mole rats Spalax. Nature
Communications, 2014, 5, 3966. 5.8 124

233 The Brassica oleracea genome reveals the asymmetrical evolution of polyploid genomes. Nature
Communications, 2014, 5, 3930. 5.8 918

234 Horizontal transfer of an adaptive chimeric photoreceptor from bryophytes to ferns. Proceedings of
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308 Draft genome sequence of the Tibetan antelope. Nature Communications, 2013, 4, 1858. 5.8 229

309 Lack of evidence for existence of noncanonical RNA editing. Nature Biotechnology, 2013, 31, 19-20. 9.4 87

310 Whole-exome sequencing identifies a polymorphism in the BMP5 gene associated with SSRI treatment
response in major depression. Journal of Psychopharmacology, 2013, 27, 915-920. 2.0 31

311 Draft genome sequence of the mulberry tree Morus notabilis. Nature Communications, 2013, 4, 2445. 5.8 277
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313 Historical variations in mutation rate in an epidemic pathogen, <i>Yersinia pestis</i>. Proceedings of
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