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2
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Applications, 2022, 15, 553-564.

3.1 16
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6 Diversity and functional analysis of Chinese bumblebee gut microbiota reveal the metabolic niche and
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evolution in a relict lineage. Evolutionary Applications, 2021, 14, 360-382. 3.1 5
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Splits in the Phylogeny of Cuckoo Wasps (Hymenoptera: Chrysididae). Insect Systematics and Diversity,
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10
Draft Genome Assemblies and Annotations of <i>Agrypnia vestita</i> Walker, and <i>Hesperophylax
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(Insecta: Trichoptera). Genome Biology and Evolution, 2021, 13, .

2.5 14
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2021, 7, veab030. 4.9 35

12 Beyond Drosophila: resolving the rapid radiation of schizophoran flies with phylotranscriptomics.
BMC Biology, 2021, 19, 23. 3.8 22

13 <strong>The larvae of Chinese Hydropsychidae (Insecta: Trichoptera), Part II: <em>Potamyia
chinensis</em> and <em>Cheumatopsyche trifascia</em></strong>. Zootaxa, 2021, 4926, 547-558. 0.5 1
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biogeographic history of stoneflies (Insecta: Plecoptera). Systematic Entomology, 2021, 46, 952-967. 3.9 13

15 The larvae of Chinese Hydropsychidae (Insecta: Trichoptera), Part III: Hydromanicus melli Complex, H.
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16 Evolutionary history and divergence times of Odonata (dragonflies and damselflies) revealed
through transcriptomics. IScience, 2021, 24, 103324. 4.1 25

17 Enterococcus faecium Regulates Honey Bee Developmental Genes. International Journal of Molecular
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18 Multifunctional cellulase enzymes are ancestral in Polyneoptera. Insect Molecular Biology, 2020, 29,
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invasion routes of an iconic pest. BMC Biology, 2020, 18, 90. 3.8 40

21 Genomic architecture of endogenous ichnoviruses reveals distinct evolutionary pathways leading to
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25 An integrative phylogenomic approach to elucidate the evolutionary history and divergence times of
Neuropterida (Insecta: Holometabola). BMC Evolutionary Biology, 2020, 20, 64. 3.2 48

26 Regional assemblages shaped by historical and contemporary factors: Evidence from a speciesâ€•rich
insect group. Molecular Ecology, 2020, 29, 2492-2510. 3.9 8

27 Analysis of the Chinese Alligator TCRÎ±/Î´ Loci Reveals the Evolutionary Pattern of Atypical TCRÎ´/TCRÎ¼ in
Tetrapods. Journal of Immunology, 2020, 205, 637-647. 0.8 6

28 Phylogenomics changes our understanding about earwig evolution. Systematic Entomology, 2020, 45,
516-526. 3.9 15

29 A multigene phylogeny and timeline for Trichoptera (Insecta). Systematic Entomology, 2020, 45, 670-686. 3.9 66

30 Chromosomeâ€•level genome assembly of an important pine defoliator, <i>Dendrolimus punctatus</i>
(Lepidoptera; Lasiocampidae). Molecular Ecology Resources, 2020, 20, 1023-1037. 4.8 34
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Entomomonas moraniae gen. nov., sp. nov., a member of the family Pseudomonadaceae isolated from
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32 Verification of virus identity and host association using genomics technology. Biodiversity Science,
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33 First mitochondrial genomes of five hoverfly species of the genus <i>Eristalinu</i>s (Diptera:) Tj ET
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35 Phylogenomics reveals the evolutionary timing and pattern of butterflies and moths. Proceedings of
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36 Alterations of the Gut Microbiota in Multiple System Atrophy Patients. Frontiers in Neuroscience,
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39 Genomic signatures accompanying the dietary shift to phytophagy in polyphagan beetles. Genome
Biology, 2019, 20, 98. 8.8 27
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41 Phylogenomic analysis of Calyptratae: resolving the phylogenetic relationships within a major
radiation of Diptera. Cladistics, 2019, 35, 605-622. 3.3 51
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52 Performance of amplicon and shotgun sequencing for accurate biomass estimation in invertebrate
community samples. Molecular Ecology Resources, 2018, 18, 1020-1034. 4.8 104

53 Analysis of TCRÎ² and TCRÎ³ genes in Chinese alligator provides insights into the evolution of TCR genes in
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55 Characterization of viral RNA splicing using whole-transcriptome datasets from host species.
Scientific Reports, 2018, 8, 3273. 3.3 10
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Evolution, 2018, 120, 286-296.
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60 Identifying SYNE1 Ataxia With Novel Mutations in a Chinese Population. Frontiers in Neurology, 2018,
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(Insecta: Trichoptera). GigaScience, 2018, 7, . 6.4 41

63 Cerebellar lncRNA Expression Profile Analysis of SCA3/MJD Mice. International Journal of Genomics,
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64 Investigation on modulation of DNA repair pathways in Chinese MJD patients. Neurobiology of Aging,
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Functional characterization of the Hyles euphorbiae hawkmoth transcriptomeÂ reveals strong
expression of phorbol ester detoxification and seasonal cold hardiness genes. Frontiers in Zoology,
2018, 15, 20.
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Anchored phylogenomics unravels the evolution of spider flies (Diptera, Acroceridae) and reveals
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233-245.
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67 Qualitative and quantitative molecular construction of plant&ndash;pollinator network: Application
and prospective. Biodiversity Science, 2018, 26, 445-456. 0.6 3

68 Alteration of methylation status in the ATXN3 gene promoter region is linked to the SCA3/MJD.
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72 Positive and relaxed selection associated with flight evolution and loss in insect transcriptomes.
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90 Mitochondrial genome of Hylaeus dilatatus (Hymenoptera: Colletidae). Mitochondrial DNA Part A:
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