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forest soils in Southeast Brazil. MOJ Ecology & Environmental Sciences, 2021, 6, 119-125. 0.2 1
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14 Ovarian activation delays in peripubertal ewe lambs infected with Haemonchus contortus can be
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17 Combined Use of Vinasse and Nitrogen as Fertilizers Affects Nitrification, Ammonification, and
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21 The natural recovery of soil microbial community and nitrogen functions after pasture abandonment
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Long-term lime and gypsum amendment increase nitrogen fixation and decrease nitrification and
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24 Assessment of microbial diversity associated with CH4 emission from sugarcane vinasse storage and
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infected with gastrointestinal nematodes. FEMS Microbiology Ecology, 2020, 96, . 2.7 16

27 Gestational and lactational exposure to gossypol alters the testis transcriptome. BMC Genomics,
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Exploration of the Yield Potential of Mesoamerican Wild Common Beans From Contrasting
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29 Forest-to-agriculture conversion in Amazon drives soil microbial communities and N-cycle. Soil
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30 Does Sugarcane Straw Removal Change the Abundance of Soil Microbes?. Bioenergy Research, 2019, 12,
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31 Forest conversion to pasture affects soil phosphorus dynamics and nutritional status in Brazilian
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32 Acidobacteria Subgroups and Their Metabolic Potential for Carbon Degradation in Sugarcane Soil
Amended With Vinasse and Nitrogen Fertilizers. Frontiers in Microbiology, 2019, 10, 1680. 3.5 61

33 A new glance on root-to-shoot in vivo zinc transport and time-dependent physiological effects of
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Stress Responses and Distinct Levels of Nucleotide Diversity. International Journal of Genomics, 2019,
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44 Root and shoot variation in relation to potential intermittent drought adaptation of Mesoamerican
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Genome-wide characterization of the NRAMP gene family in Phaseolus vulgaris provides insights into
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50 Arbuscular Mycorrhizal Symbiosis Leads to Differential Regulation of Drought-Responsive Genes in
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51 Breeding for soil-borne pathogen resistance impacts active rhizosphere microbiome of common bean.
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54 Molecular characterization and antibiotic resistance of Staphylococcus spp. isolated from cheese
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Microbiology Ecology, 2017, 93, . 2.7 69

59
Changes in Amino Acid Profile in Roots of Glyphosate Resistant and Susceptible Soybean (<i>Glycine) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 587 Td (max</i>) Induced by Foliar Glyphosate Application. Journal of Agricultural and Food Chemistry, 2017,

65, 8823-8828.
5.2 3
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61 Vinasse fertirrigation alters soil resistome dynamics: an analysis based on metagenomic profiles.
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62 Investigation of Endophytic Bacterial Community in Supposedly Axenic Cultures of Pineapple and
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Interface between breast cancer cells and the tumor microenvironment using platelet-rich plasma to
promote tumor angiogenesis - influence of platelets and fibrin bundles on the behavior of breast
tumor cells. Oncotarget, 2017, 8, 16851-16874.
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64 Antibiotic resistance and molecular characterization of Staphylococcus species from mastitic milk.
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65 Fungal Community Structure as an Indicator of Soil Agricultural Management Effects in the Cerrado.
Revista Brasileira De Ciencia Do Solo, 2017, 41, . 1.3 4

66 Molecular identification of bamboo genera and species based on RAPD-RFLP markers. Silva Fennica,
2017, 51, . 1.3 14
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Molecular Biology, 2017, 24, 103-118. 2.4 47
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70 5. Exploring Diversity of Soil Microorganisms: A Multidimensional Approach. , 2016, , 66-86. 0

71 Structure of Fungal Communities in Sub-Irrigated Agricultural Soil from Cerrado Floodplains.
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72 Oxidative mitigation of aquatic methane emissions in large Amazonian rivers. Global Change Biology,
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6

Siu Mui Tsai

# Article IF Citations
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81 Fungal Community Assembly in the Amazonian Dark Earth. Microbial Ecology, 2016, 71, 962-973. 2.8 35
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86 Soil-Borne Microbiome: Linking Diversity to Function. Microbial Ecology, 2015, 70, 255-265. 2.8 227
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The influence of nickel on the bioremediation of multi-component contaminated tropical soil:
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107 Transcriptional Analysis of Drought-Induced Genes in the Roots of a Tolerant Genotype of the
Common Bean (Phaseolus vulgaris L.). International Journal of Molecular Sciences, 2013, 14, 7155-7179. 4.1 45

108
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